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14892 Complete genome sequence of two tomato-infecting begomoviruses in Venezuela: evidence of a
putative novel species and a novel recombinant strain. Archives of Virology, 2018, 163, 555-558. 0.9 5

14893
Genome-wide identification of 31 cytochrome P450 ( CYP ) genes in the freshwater rotifer Brachionus
calyciflorus and analysis of their benzo[Î±]pyrene-induced expression patterns. Comparative
Biochemistry and Physiology Part D: Genomics and Proteomics, 2018, 25, 26-33.

0.4 5

14894 Expression profile of Rhipicephalus microplus vitellogenin receptor during oogenesis. Ticks and
Tick-borne Diseases, 2018, 9, 72-81. 1.1 30

14895 Genetic diversity and comparison of diagnostic tests for characterization of footâ€•andâ€•mouth disease
virus strains from Pakistan 2008â€“2012. Transboundary and Emerging Diseases, 2018, 65, 534-546. 1.3 13

14896
Evaluation of inter-individual differences in gut bacterial isoflavone bioactivation in humans by
PCR-based targeting of genes involved in equol formation. Journal of Applied Microbiology, 2018, 124,
220-231.

1.4 13

14897 <i>Pp<scp>NAC</scp>1</i>, a main regulator of phenylalanine biosynthesis and utilization in maritime
pine. Plant Biotechnology Journal, 2018, 16, 1094-1104. 4.1 29

14898 The Enigmatic Genome of an Obligate Ancient Spiroplasma Symbiont in a Hadal Holothurian. Applied
and Environmental Microbiology, 2018, 84, . 1.4 38



826

Citation Report

# Article IF Citations

14899 Combining protein sequence, structure, and dynamics: A novel approach for functional evolution
analysis of PAS domain superfamily. Protein Science, 2018, 27, 421-430. 3.1 12

14900 IntPred: a structure-based predictor of proteinâ€“protein interaction sites. Bioinformatics, 2018, 34,
223-229. 1.8 59

14901 Highly Expressed Genes Are Preferentially Co-Opted for C4 Photosynthesis. Molecular Biology and
Evolution, 2018, 35, 94-106. 3.5 57

14902
Targeted Enrichment of Large Gene Families for Phylogenetic Inference: Phylogeny and Molecular
Evolution of Photosynthesis Genes in the Portullugo Clade (Caryophyllales). Systematic Biology, 2018,
67, 367-383.

2.7 46

14903
Genomic population structure and conservation of the red listed <i>Carabus arcensis</i>
(Coleoptera: Carabidae) in islandâ€“mainland habitats of Northern Europe. Insect Conservation and
Diversity, 2018, 11, 255-266.

1.4 8

14904 Influence of the geography of speciation on current patterns of coral reef fish biodiversity across
the Indoâ€•Pacific. Ecography, 2018, 41, 1295-1306. 2.1 20

14905 Origin and evolution of chloroplast group I introns in lichen algae. Journal of Phycology, 2018, 54,
66-78. 1.0 4

14906 A new subarctic strain of Tetradesmus obliquusâ€”part I: identification and fatty acid profiling. Journal
of Applied Phycology, 2018, 30, 2737-2750. 1.5 17

14907 Impact of tree priors in species delimitation and phylogenetics of the genus Oligoryzomys (Rodentia:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Cricetidae). Molecular Phylogenetics and Evolution, 2018, 119, 1-12.1.2 19

14908 Resolving a phylogenetic hypothesis for parrots: implications from systematics to conservation. Emu,
2018, 118, 7-21. 0.2 45

14909 <i>Elainella</i> gen. nov.: a new tropical cyanobacterium characterized using a complex genomic
approach. European Journal of Phycology, 2018, 53, 39-51. 0.9 27

14910 The Linum usitatissimum L. plastome reveals atypical structural evolution, new editing sites, and the
phylogenetic position of Linaceae within Malpighiales. Plant Cell Reports, 2018, 37, 307-328. 2.8 43

14911 Cloning and characterization of a monoterpene synthase gene from flowers of Camelina sativa.
Planta, 2018, 247, 443-457. 1.6 8

14912
Discovery and validation of speciesâ€“specific diagnostic SNP markers for the endangered San Diego
fairy shrimp (Branchinecta sandiegonensis) and the versatile fairy shrimp (Branchinecta lindahli).
Conservation Genetics Resources, 2018, 10, 897-905.

0.4 1

14913 Evolution of equine influenza viruses (H3N8) during a Brazilian outbreak, 2015. Brazilian Journal of
Microbiology, 2018, 49, 336-346. 0.8 12

14914 Scorpion envenoming in Morona Santiago, Amazonian Ecuador: Molecular phylogenetics confirms
involvement of the Tityus obscurus group. Acta Tropica, 2018, 178, 1-9. 0.9 12

14915 Targeted sequencing of clade-specific markers from skin microbiomes for forensic human
identification. Forensic Science International: Genetics, 2018, 32, 50-61. 1.6 69

14916
A phylogenetic and morphological overview of sections Bohusia, Sanguinolenti, and allied sections
within Agaricus subg. Pseudochitonia with three new species from France, Iran, and Portugal. Fungal
Biology, 2018, 122, 34-51.

1.1 8



827

Citation Report

# Article IF Citations

14917 Molecular changes in vitellogenin gene of Spodoptera exigua after long-time exposure to cadmium â€“
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Next-generation sequence data demonstrate several pathogenic bee viruses in Middle East and African
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Oral consumption of cinnamon enhances the expression of immunity and lipid absorption genes in the
small intestinal epithelium and alters the gut microbiota in normal mice. Journal of Functional Foods,
2018, 49, 96-104.

1.6 3

16290 Integrated genomic and fossil evidence illuminates lifeâ€™s early evolution and eukaryote origin. Nature
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Crystal Structures of the Catalytic Domain of Arabidopsis thaliana Starch Synthase IV, of Granule
Bound Starch Synthase From CLg1 and of Granule Bound Starch Synthase I of Cyanophora paradoxa
Illustrate Substrate Recognition in Starch Synthases. Frontiers in Plant Science, 2018, 9, 1138.

1.7 14

16295 p19-Targeting ILP Protein Blockers of IL-23/Th-17 Pro-Inflammatory Axis Displayed on Engineered Bacteria
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environments. Scientific Reports, 2018, 8, 12540. 1.6 13

16332 Convergent Evolution among Ruminant-Pathogenic Mycoplasma Involved Extensive Gene Content
Changes. Genome Biology and Evolution, 2018, 10, 2130-2139. 1.1 48

16333 Population genetic structure of the deepâ€•sea mussel <i>Bathymodiolus platifron</i>s (Bivalvia:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (Mytilidae) in the Northwest Pacific. Evolutionary Applications, 2018, 11, 1915-1930.1.5 30

16334 Northern Hemisphere disjunctions in Lactuca (Cichorieae, Asteraceae): independent Eurasia to North
America migrations and allopolyploidization. Willdenowia, 2018, 48, 259. 0.5 7

16335 Genome-Wide Characterization of Endogenous Retroviruses in Bombyx mori Reveals the Relatives and
Activity of env Genes. Frontiers in Microbiology, 2018, 9, 1732. 1.5 2

16336 Comparative Genomics and Identification of an Enterotoxin-Bearing Pathogenicity Island, SEPI-1/SECI-1,
in Staphylococcus epidermidis Pathogenic Strains. Toxins, 2018, 10, 93. 1.5 10

16337 High-Throughput Sequencing Reveals Further Diversity of Little Cherry Virus 1 with Implications for
Diagnostics. Viruses, 2018, 10, 385. 1.5 19

16338 The detection and genetic diversity of novel porcine parvovirus 7 (PPV7) on Polish pig farms. Research
in Veterinary Science, 2018, 120, 28-32. 0.9 22

16339 Assessing the partners of the RBP9-mRNP complex in Trypanosoma cruzi using shotgun proteomics and
RNA-seq. RNA Biology, 2018, 15, 1-13. 1.5 10

16340 Identification of a Hexenal Reductase That Modulates the Composition of Green Leaf Volatiles. Plant
Physiology, 2018, 178, 552-564. 2.3 45

16341 Columbid circoviruses detected in free ranging pigeons from Southern Brazil: insights on PiCV
evolution. Archives of Virology, 2018, 163, 3083-3090. 0.9 11



906

Citation Report

# Article IF Citations

16342 Bioengineered Viral Platform for Intramuscular Passive Vaccine Delivery to Human Skeletal Muscle.
Molecular Therapy - Methods and Clinical Development, 2018, 10, 144-155. 1.8 21

16343 The chromosome-level genome assemblies of two rattans (Calamus simplicifolius and Daemonorops) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (jenkinsiana). GigaScience, 2018, 7, .3.3 28

16344 Piercing Fishes: Porin Expansion and Adaptation to Hematophagy in the Vampire Snail Cumia reticulata.
Molecular Biology and Evolution, 2018, 35, 2654-2668. 3.5 8

16345 ezTree: an automated pipeline for identifying phylogenetic marker genes and inferring evolutionary
relationships among uncultivated prokaryotic draft genomes. BMC Genomics, 2018, 19, 921. 1.2 50

16346 Genome Variation in the Model Halophilic Bacterium Salinibacter ruber. Frontiers in Microbiology,
2018, 9, 1499. 1.5 12

16347 Benthic archaea as potential sources of tetraether membrane lipids in sediments across an oxygen
minimum zone. Biogeosciences, 2018, 15, 4047-4064. 1.3 56

16348 A new species of spotted leaf frog, genusPhasmahyla(Amphibia, Phyllomedusidae) from Southeast
Brazil. PeerJ, 2018, 6, e4900. 0.9 7

16349 New polyomavirus species identified in nutria, Myocastor coypus polyomavirus 1. Archives of
Virology, 2018, 163, 3203-3206. 0.9 5

16350 Improved Brassica rapa reference genome by single-molecule sequencing and chromosome
conformation capture technologies. Horticulture Research, 2018, 5, 50. 2.9 224

16351 Regulatory Divergence in Wound-Responsive Gene Expression between Domesticated and Wild Tomato.
Plant Cell, 2018, 30, 1445-1460. 3.1 23

16352 <i>Rhodobacterales</i> use a unique Lâ€•threonine kinase for the assembly of the nucleotide loop of
coenzyme B<sub>12</sub>. Molecular Microbiology, 2018, 110, 239-261. 1.2 7

16353 Host- and Helminth-Derived Endocannabinoids That Have Effects on Host Immunity Are Generated
during Infection. Infection and Immunity, 2018, 86, . 1.0 16

16354 Molecular identification of Mesocestoides sp. metacestodes in a captive gold-handed tamarin
(Saguinus midas). Infection, Genetics and Evolution, 2018, 65, 399-405. 1.0 15

16355 Hydra Mesoglea Proteome Identifies Thrombospondin as a Conserved Component Active in Head
Organizer Restriction. Scientific Reports, 2018, 8, 11753. 1.6 30

16356 Exploring the Limits and Causes of Plastid Genome Expansion in Volvocine Green Algae. Genome
Biology and Evolution, 2018, 10, 2248-2254. 1.1 9

16357 Draft genome of Glyptosternon maculatum, an endemic fish from Tibet Plateau. GigaScience, 2018, 7, . 3.3 18

16358 Impact of transposable elements on genome structure and evolution in bread wheat. Genome Biology,
2018, 19, 103. 3.8 226

16360 Species-Specific Deamidation of cGAS by Herpes Simplex Virus UL37 Protein Facilitates Viral Replication.
Cell Host and Microbe, 2018, 24, 234-248.e5. 5.1 140



907

Citation Report

# Article IF Citations

16361 Degradation of reactive green dye and textile effluent by Candida sp. VITJASS isolated from wetland
paddy rhizosphere soil. Journal of Environmental Chemical Engineering, 2018, 6, 5150-5159. 3.3 31

16362 Ironâ€“Sulfur Cluster Biosynthesis in Algae with Complex Plastids. Genome Biology and Evolution, 2018,
10, 2061-2071. 1.1 9

16363 Heterosubtypic Protections against Human-Infecting Avian Influenza Viruses Correlate to Biased
Cross-T-Cell Responses. MBio, 2018, 9, . 1.8 25

16364 CTCF maintains regulatory homeostasis of cancer pathways. Genome Biology, 2018, 19, 106. 3.8 38

16365 Uranotaenia unguiculata Edwards, 1913 are attracted to sound, feed on amphibians, and are infected
with multiple viruses. Parasites and Vectors, 2018, 11, 456. 1.0 19

16366 New Biological Insights Into How Deforestation in Amazonia Affects Soil Microbial Communities
Using Metagenomics and Metagenome-Assembled Genomes. Frontiers in Microbiology, 2018, 9, 1635. 1.5 51

16367 Diversity and Applications of Endophytic Actinobacteria of Plants in Special and Other Ecological
Niches. Frontiers in Microbiology, 2018, 9, 1767. 1.5 155

16368 The solute transport and binding profile of a novel nucleobase cation symporter 2 from the honeybee
pathogen <i>Paenibacillus larvae</i>. FEBS Open Bio, 2018, 8, 1322-1331. 1.0 1

16369
Assessing the evolutionary history of the fern family Dipteridaceae (Gleicheniales) by incorporating
both extant and extinct members in a combined phylogenetic study. American Journal of Botany, 2018,
105, 1315-1328.

0.8 12

16370
Clarifying the phylogenetic relationships and taxonomy of Stenonema, Stenacron and Maccaffertium,
three common eastern North American mayfly genera. Molecular Phylogenetics and Evolution, 2018,
128, 212-220.

1.2 4

16371 Scaffold hopping from natural products to synthetic mimetics by holistic molecular similarity.
Communications Chemistry, 2018, 1, . 2.0 42

16372 Structures of the fungal dynamin-related protein Vps1 reveal a unique, open helical architecture.
Journal of Cell Biology, 2018, 217, 3608-3624. 2.3 12

16373 Evolutionary gain of red blood cells in a commensal bivalve (Galeommatoidea) as an adaptation to a
hypoxic shrimp burrow. Biological Journal of the Linnean Society, 2018, 125, 368-376. 0.7 2

16374 Monotypic status of the South American relictual marsupial Dromiciops gliroides (Microbiotheria).
Journal of Mammalogy, 2018, 99, 803-812. 0.6 26

16375 Desialylation of Platelets by Pneumococcal Neuraminidase A Induces ADP-Dependent Platelet
Hyperreactivity. Infection and Immunity, 2018, 86, . 1.0 26

16376 Viral and metabolic controls on high rates of microbial sulfur and carbon cycling in wetland
ecosystems. Microbiome, 2018, 6, 138. 4.9 63

16377 Phylogeny-corrected identification of microbial gene families relevant to human gut colonization.
PLoS Computational Biology, 2018, 14, e1006242. 1.5 39

16378
Mitochondrial genome sequencing of a vermivorous cone snail Conus quercinus supports the
correlative analysis between phylogenetic relationships and dietary types of Conus species. PLoS ONE,
2018, 13, e0193053.

1.1 18



908

Citation Report

# Article IF Citations

16379 Genome-wide organellar analyses from the hornwort Leiosporoceros dussii show low frequency of
RNA editing. PLoS ONE, 2018, 13, e0200491. 1.1 24

16380 Testing the utility of DNA barcodes and a preliminary phylogenetic framework for Chinese freshwater
mussels (Bivalvia: Unionidae) from the middle and lower Yangtze River. PLoS ONE, 2018, 13, e0200956. 1.1 20

16381 Functional characterization of squalene synthase and squalene epoxidase in <i>Taraxacum
koksaghyz</i>. Plant Direct, 2018, 2, e00063. 0.8 23

16382
FARS2 deficiency; new cases, review of clinical, biochemical, and molecular spectra, and variants
interpretation based on structural, functional, and evolutionary significance. Molecular Genetics
and Metabolism, 2018, 125, 281-291.

0.5 28

16383 Distribution and population structure of endobacteria in arbuscular mycorrhizal fungi at North
Atlantic dunes. ISME Journal, 2018, 12, 3001-3013. 4.4 15

16384 Dynamics of phosphorus and bacterial phoX genes during the decomposition of Microcystis blooms in
a mesocosm. PLoS ONE, 2018, 13, e0195205. 1.1 13

16385 A new "American" subgroup of African-lineage Chikungunya virus detected in and isolated from
mosquitoes collected in Haiti, 2016. PLoS ONE, 2018, 13, e0196857. 1.1 24

16386 The Role of the Vascular Endothelial Growth Factor (VEGF) Signaling in Biomineralization of the
Oyster Crassostrea gigas. Frontiers in Marine Science, 2018, 5, . 1.2 3

16387 The structure of the ubiquitin-like modifier FAT10 reveals an alternative targeting mechanism for
proteasomal degradation. Nature Communications, 2018, 9, 3321. 5.8 25

16388
Single neuron serotonin receptor subtype gene expression correlates with behaviour within and
across three molluscan species. Proceedings of the Royal Society B: Biological Sciences, 2018, 285,
20180791.

1.2 13

16389
Tetraconatan phylogeny with special focus on Malacostraca and Branchiopoda: highlighting the
strength of taxon-specific matrices in phylogenomics. Proceedings of the Royal Society B: Biological
Sciences, 2018, 285, 20181524.

1.2 80

16390 Impact of dental cement on the periâ€•implant biofilmâ€•microbial comparison of two different cements in
an in vivo observational study. Clinical Implant Dentistry and Related Research, 2018, 20, 806-813. 1.6 19

16391 Comparative genomic analysis of Staphylococcus lugdunensis shows a closed pan-genome and
multiple barriers to horizontal gene transfer. BMC Genomics, 2018, 19, 621. 1.2 42

16392 Promoter expression of HERV-K (HML-2) provirus-derived sequences is related to LTR sequence
variation and polymorphic transcription factor binding sites. Retrovirology, 2018, 15, 57. 0.9 33

16393 Phylogenetic analysis and a review of the history of the accidental phytoplankter, Phaeodactylum
tricornutum Bohlin (Bacillariophyta). PLoS ONE, 2018, 13, e0196744. 1.1 17

16394 Species Tree Estimation using ddRADseq Data from Historical Specimens Confirms the Monophyly of
Highly Disjunct Species of Chloropyron (Orobanchaceae). Systematic Botany, 2018, 43, 701-708. 0.2 6

16395 Recurrent Loss, Horizontal Transfer, and the Obscure Origins of Mitochondrial Introns in Diatoms
(Bacillariophyta). Genome Biology and Evolution, 2018, 10, 1504-1515. 1.1 23

16396
An improved metagenomic strategy reveals an unprecedentedly high level of intragenomic
polymorphism of ribosomal DNA in three species of <i>Camellia</i>. Journal of Systematics and
Evolution, 2018, 56, 250-258.

1.6 2



909

Citation Report

# Article IF Citations

16397 Accurate authentication of Dendrobium officinale and its closely related species by comparative
analysis of complete plastomes. Acta Pharmaceutica Sinica B, 2018, 8, 969-980. 5.7 52

16398
Antimicrobial and Cytotoxic Properties of Bioactive Metabolites Produced by Streptomyces
cavourensis YBQ59 Isolated from Cinnamomum cassia Prels in Yen Bai Province of Vietnam. Current
Microbiology, 2018, 75, 1247-1255.

1.0 39

16399
Phylogeny, ecology and taxonomy of systemic pathogens and their relatives in Ajellomycetaceae
(Onygenales): Blastomyces, Emergomyces, Emmonsia, Emmonsiellopsis. Fungal Diversity, 2018, 90,
245-291.

4.7 71

16400 Identification of plant species using variable length chloroplast DNA sequences. Forensic Science
International: Genetics, 2018, 36, 1-12. 1.6 15

16401
Ironing out siderophore biosynthesis: a review of non-ribosomal peptide synthetase
(NRPS)-independent siderophore synthetases. Critical Reviews in Biochemistry and Molecular Biology,
2018, 53, 356-381.

2.3 139

16402 Ancient â€œWanderlustâ€• Leads to Diversification of Endemic Hawaiian Xyleborus Species (Coleoptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (Curculionidae: Scolytinae). Insect Systematics and Diversity, 2018, 2, .0.7 15

16403 Prevalence and Genetic Diversity of Grabloviruses in Free-Living <i>Vitis</i> spp.. Plant Disease, 2018,
102, 2308-2316. 0.7 20

16404 The Relative Occurrence of <i>Grapevine leafroll-associated virus 3</i> and <i>Grapevine red blotch
virus</i> in Washington State Vineyards. Plant Disease, 2018, 102, 2129-2135. 0.7 15

16405 Diversification with gene flow and niche divergence in a lizard species along the South American
â€œdiagonal of open formationsâ€•. Journal of Biogeography, 2018, 45, 1688-1700. 1.4 19

16406 The spatial structure of phylogenetic and functional diversity in the United States and Canada: An
example using the sedge family (Cyperaceae). Journal of Systematics and Evolution, 2018, 56, 449-465. 1.6 31

16407 Emergence and Evolution of Novel Reassortant Influenza A Viruses in Canines in Southern China.
MBio, 2018, 9, . 1.8 41

16408 Horizontal Gene Acquisitions Contributed to Genome Expansion in Insect-Symbiotic Spiroplasma
clarkii. Genome Biology and Evolution, 2018, 10, 1526-1532. 1.1 42

16409 Isolation and sequence analysis of a novel rhesus macaque foamy virus isolate with a serotype-1-like
env. Archives of Virology, 2018, 163, 2507-2512. 0.9 5

16410 Identification and molecular characterization of a novel circular single-stranded DNA virus
associated with yerba mate in Argentina. Archives of Virology, 2018, 163, 2811-2815. 0.9 3

16411
Comprehensive skin microbiome analysis reveals the uniqueness of human skin and evidence for
phylosymbiosis within the class Mammalia. Proceedings of the National Academy of Sciences of the
United States of America, 2018, 115, E5786-E5795.

3.3 184

16412 High Gut Microbiota Diversity Provides Lower Resistance against Infection by an Intestinal Parasite in
Bumblebees. American Naturalist, 2018, 192, 131-141. 1.0 28

16413 The Family of Two-Component Systems That Regulate Hydrocarbon Degradation Pathways. , 2018, ,
201-220. 0

16414 Pairwise alignment for very long nucleic acid sequences. Biochemical and Biophysical Research
Communications, 2018, 502, 313-317. 1.0 9



910

Citation Report

# Article IF Citations

16415 Assessing Cat Flea Microbiomes in Northern and Southern California by 16S rRNA Next-Generation
Sequencing. Vector-Borne and Zoonotic Diseases, 2018, 18, 491-499. 0.6 19

16416 Improved de novo genome assembly and analysis of the Chinese cucurbit Siraitia grosvenorii, also
known as monk fruit or luo-han-guo. GigaScience, 2018, 7, . 3.3 32

16417 Divergent Allele Advantage at Human MHC Genes: Signatures of Past and Ongoing Selection.
Molecular Biology and Evolution, 2018, 35, 2145-2158. 3.5 128

16418 Functional characterization of CYP4G11â€”a highly conserved enzyme in the western honey bee <i>Apis
mellifera</i>. Insect Molecular Biology, 2018, 27, 661-674. 1.0 33

16419 White seed color in common bean (<i>Phaseolus vulgaris</i>) results from convergent evolution in
the <i>P</i> (<i>pigment</i>) gene. New Phytologist, 2018, 219, 1112-1123. 3.5 77

16420 Comprehensive phylogenomic analysis reveals a novel cluster of simian endogenous retroviral
sequences in Colobinae monkeys. American Journal of Primatology, 2018, 80, e22882. 0.8 3

16421 The NB-LRR Disease Resistance Genes of Fragaria and Rubus. Compendium of Plant Genomes, 2018, , 63-75. 0.3 2

16422 Tying up loose threads: revised taxonomy and phylogeny of an avian-dispersed Neotropical
rhizomorph-forming fungus. Mycological Progress, 2018, 17, 989-998. 0.5 19

16423 Dynamics and interactions of highly resolved marine plankton via automated high-frequency sampling.
ISME Journal, 2018, 12, 2417-2432. 4.4 66

16424 On the Origin of Isoprenoid Biosynthesis. Molecular Biology and Evolution, 2018, 35, 2185-2197. 3.5 54

16425 Asexual Female Gametogenesis Involves Contact with a Sexually-Fated Megaspore in Apomictic
<i>Hieracium</i>. Plant Physiology, 2018, 177, 1027-1049. 2.3 28

16426 Two Plastidial Coiled-Coil Proteins Are Essential for Normal Starch Granule Initiation in Arabidopsis.
Plant Cell, 2018, 30, 1523-1542. 3.1 62

16427 Dispersal is associated with morphological innovation, but not increased diversification, in
<i>Cyphostemma</i> (Vitaceae). Journal of Systematics and Evolution, 2018, 56, 340-359. 1.6 29

16428 FGF binding proteins (FGFBPs): Modulators of FGF signaling in the developing, adult, and stressed
nervous system. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2018, 1864, 2983-2991. 1.8 17

16429 Cryptic genetic diversity, population structure, and gene flow in the Mojave rattlesnake (Crotalus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (scutulatus). Molecular Phylogenetics and Evolution, 2018, 127, 669-681.1.2 33

16430 A 5-Enolpyruvylshikimate 3-Phosphate Synthase Functions as a Transcriptional Repressor in
<i>Populus</i>. Plant Cell, 2018, 30, 1645-1660. 3.1 56

16431 Identification and validation of a novel panel of Plasmodium knowlesi biomarkers of serological
exposure. PLoS Neglected Tropical Diseases, 2018, 12, e0006457. 1.3 26

16432 Parkinson disease related ATP13A2 evolved early in animal evolution. PLoS ONE, 2018, 13, e0193228. 1.1 47



911

Citation Report

# Article IF Citations

16433 Molecular gut content analysis of different spider body parts. PLoS ONE, 2018, 13, e0196589. 1.1 50

16434 Expansion and evolutionary patterns of GDSL-type esterases/lipases in Rosaceae genomes. Functional
and Integrative Genomics, 2018, 18, 673-684. 1.4 37

16435 Next generation sequencing analysis of double-stranded RNAs from sweet cherry powdery mildew
fungus Podosphaera prunicola. Journal of Plant Pathology, 2018, 100, 435-446. 0.6 11

16436 Differential expression and evolution of three tandem, interleukin-1 receptor-like 1 genes in rainbow
trout (Oncorhynchus mykiss). Developmental and Comparative Immunology, 2018, 87, 193-203. 1.0 1

16437
Complete mitochondrial genome of Parasesarma affine (Brachyura: Sesarmidae): Gene rearrangements
in Sesarmidae and phylogenetic analysis of the Brachyura. International Journal of Biological
Macromolecules, 2018, 118, 31-40.

3.6 51

16438 A phylogenetic analysis of the genus Aloe (Asphodelaceae) in Madagascar and the Mascarene Islands.
Botanical Journal of the Linnean Society, 2018, 187, 428-440. 0.8 11

16439 Detection and phylogenetic characterization of arbovirus dual-infections among persons during a
chikungunya fever outbreak, Haiti 2014. PLoS Neglected Tropical Diseases, 2018, 12, e0006505. 1.3 26

16440 Characterization of indole-3-pyruvic acid pathway-mediated biosynthesis of auxin in Neurospora
crassa. PLoS ONE, 2018, 13, e0192293. 1.1 30

16441 Multiple Sequence Alignment. , 2018, , 179-197. 0

16443 NCAM2 Fibronectin type-III domains form a rigid structure that binds and activates the Fibroblast
Growth Factor Receptor. Scientific Reports, 2018, 8, 8957. 1.6 16

16444 Photosynthetic functions of Synechococcus in the ocean microbiomes of diverse salinity and
seasons. PLoS ONE, 2018, 13, e0190266. 1.1 41

16445 Whatâ€™s the risk? Identifying potential human pathogens within grey-headed flying foxes faeces. PLoS
ONE, 2018, 13, e0191301. 1.1 16

16446 First true brackish-water nudibranch mollusc provides new insights for phylogeny and biogeography
and reveals paedomorphosis-driven evolution. PLoS ONE, 2018, 13, e0192177. 1.1 29

16447 Superior ab initio identification, annotation and characterisation of TEs and segmental duplications
from genome assemblies. PLoS ONE, 2018, 13, e0193588. 1.1 27

16448 Crystal structure and insights into the oligomeric state of UDP-glucose pyrophosphorylase from
sugarcane. PLoS ONE, 2018, 13, e0193667. 1.1 10

16449 Genomic insights into the broad antifungal activity, plant-probiotic properties, and their regulation,
in Pseudomonas donghuensis strain SVBP6. PLoS ONE, 2018, 13, e0194088. 1.1 42

16450 Higher sequence diversity in the vaginal tract than in blood at early HIV-1 infection. PLoS Pathogens,
2018, 14, e1006754. 2.1 16

16451 Xylose donor transport is critical for fungal virulence. PLoS Pathogens, 2018, 14, e1006765. 2.1 21



912

Citation Report

# Article IF Citations

16452
Identification, characterization, and expression analysis of calmodulin and calmodulin-like genes in
grapevine (Vitis vinifera) reveal likely roles in stress responses. Plant Physiology and Biochemistry,
2018, 129, 221-237.

2.8 52

16453 Relation between water status and desiccation-affected genes in the lichen photobiont Trebouxia
gelatinosa. Plant Physiology and Biochemistry, 2018, 129, 189-197. 2.8 28

16454
Harnessing the power of phylogenomics to disentangle the directionality and signatures of
interkingdom host jumping in the parasitic fungal genus <i>Tolypocladium</i>. Mycologia, 2018, 110,
104-117.

0.8 12

16455 Expression Profiles of the Trehalose-6-Phosphate Synthase Gene Associated With Thermal Stress in
Ostrinia furnacalis (Lepidoptera: Crambidae). Journal of Insect Science, 2018, 18, . 0.6 10

16456 The <i>6xABRE</i> Synthetic Promoter Enables the Spatiotemporal Analysis of ABA-Mediated
Transcriptional Regulation. Plant Physiology, 2018, 177, 1650-1665. 2.3 63

16457 Insights into Circovirus Host Range from the Genomic Fossil Record. Journal of Virology, 2018, 92, . 1.5 39

16458 Divergent Human-Origin Influenza Viruses Detected in Australian Swine Populations. Journal of
Virology, 2018, 92, . 1.5 16

16459 Are there general laws for digit evolution in squamates? The loss and reâ€•evolution of digits in a clade
of fossorial lizards (<i>Brachymeles</i>, Scincinae). Journal of Morphology, 2018, 279, 1104-1119. 0.6 17

16460 Individuality and convergence of the infant gut microbiota during the first year of life. Nature
Communications, 2018, 9, 2233. 5.8 85

16461 Unveiling Concealed Functions of Endosymbiotic Bacteria Harbored in the Ascomycete Stachylidium
bicolor. Applied and Environmental Microbiology, 2018, 84, . 1.4 14

16462 Antifungal activities of cytochalasins produced by<i>Diaporthe miriciae</i>, an endophytic fungus
associated with tropical medicinal plants. Canadian Journal of Microbiology, 2018, 64, 835-843. 0.8 25

16463
Multiple-locus variable-number tandem repeat analysis using multiplex polymerase chain reaction and
next-generation sequencing - A novel high-throughput method for subtyping Listeria strains. Food
Control, 2018, 93, 235-240.

2.8 3

16464 Phylogeny of Hepatocystis parasites of Australian flying foxes reveals distinct parasite clade.
International Journal for Parasitology: Parasites and Wildlife, 2018, 7, 207-212. 0.6 8

16465
Improving phylogenetic inference of core Chlorophyta using chloroplast sequences with strong
phylogenetic signals and heterogeneous models. Molecular Phylogenetics and Evolution, 2018, 127,
248-255.

1.2 24

16466 Human oocyte maturation arrest caused by a novel missense mutation in <i>TUBB8</i>. Journal of
International Medical Research, 2018, 46, 3759-3764. 0.4 27

16467 Target sequence capture of nuclearâ€•encoded genes for phylogenetic analysis in ferns. Applications in
Plant Sciences, 2018, 6, e01148. 0.8 28

16468 Bioinformatics Resources for the Stress Biology of Plants. , 2018, , 367-386. 5

16469 Polyphyletic origin in Pimpinella (Apiaceae): evidence in Western Europe. Journal of Plant Research,
2018, 131, 747-758. 1.2 11



913

Citation Report

# Article IF Citations

16470 Phylogeny and systematics of Chiroxiphia and Antilophia manakins (Aves, Pipridae). Molecular
Phylogenetics and Evolution, 2018, 127, 706-711. 1.2 12

16471 Parallels between experimental and natural evolution of legume symbionts. Nature Communications,
2018, 9, 2264. 5.8 11

16472 HIV-2/SIV viral protein X counteracts HUSH repressor complex. Nature Microbiology, 2018, 3, 891-897. 5.9 99

16473 Biochemical and Structural Basis of Triclosan Resistance in a Novel Enoyl-Acyl Carrier Protein
Reductase. Antimicrobial Agents and Chemotherapy, 2018, 62, . 1.4 14

16474 The intrinsically disordered E-domains regulate the IGF-1 prohormones stability, subcellular
localisation and secretion. Scientific Reports, 2018, 8, 8919. 1.6 17

16475 Adaptive Local Realignment of Protein Sequences. Journal of Computational Biology, 2018, 25, 780-793. 0.8 1

16476 Wide distributions and cryptic diversity within a <i>Microstomum</i> (Platyhelminthes) species
complex. Zoologica Scripta, 2018, 47, 486-498. 0.7 7

16477 The evolutionary history of Lygodactylus lizards in the South American open diagonal. Molecular
Phylogenetics and Evolution, 2018, 127, 638-645. 1.2 22

16478 Responses of arbuscular mycorrhizal fungi to long-term inorganic and organic nutrient addition in a
lowland tropical forest. ISME Journal, 2018, 12, 2433-2445. 4.4 58

16479 Structural and functional analysis of mRNA export regulation by the nuclear pore complex. Nature
Communications, 2018, 9, 2319. 5.8 52

16480 Structural basis for regulation of human acetyl-CoA carboxylase. Nature, 2018, 558, 470-474. 13.7 135

16481 Novel soil bacteria possess diverse genes for secondary metabolite biosynthesis. Nature, 2018, 558,
440-444. 13.7 321

16482 Investigating the viral ecology of global bee communities with high-throughput metagenomics.
Scientific Reports, 2018, 8, 8879. 1.6 58

16483 Boosting <scp>DNA</scp> metabarcoding for biomonitoring with phylogenetic estimation of
operational taxonomic unitsâ€™ ecological profiles. Molecular Ecology Resources, 2018, 18, 1299-1309. 2.2 45

16484
HYPERMUCOVISCOUS <i>KLEBSIELLA PNEUMONIAE</i> ISOLATES FROM STRANDED AND WILD-CAUGHT
MARINE MAMMALS OF THE US PACIFIC COAST: PREVALENCE, PHENOTYPE, AND GENOTYPE. Journal of
Wildlife Diseases, 2018, 54, 659-670.

0.3 8

16485 Repression of branched-chain amino acid synthesis in Staphylococcus aureus is mediated by isoleucine
via CodY, and by a leucine-rich attenuator peptide. PLoS Genetics, 2018, 14, e1007159. 1.5 55

16486
One generalist or several specialist species? Wide host range and diverse manipulations of the hostsâ€™
webâ€•building behaviour in the true spider parasitoid <i>Zatypota kauros</i> (Hymenoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 97 Td (Ichneumonidae). Insect Conservation and Diversity, 2018, 11, 587-599.1.4 15

16487 Evolution, biogeography and systematics of the western Palaearctic <i>Zamenis</i> ratsnakes.
Zoologica Scripta, 2018, 47, 441-461. 0.7 12



914

Citation Report

# Article IF Citations

16488 Racocetra crispa (Glomeromycotina) delimited by integrative evidence based on morphology, long
continuous nuclear rDNA sequencing and phylogeny. Mycological Progress, 2018, 17, 999-1011. 0.5 6

16489 From Spatial Metagenomics to Molecular Characterization of Plant Viruses: A Geminivirus Case Study.
Advances in Virus Research, 2018, 101, 55-83. 0.9 34

16490 Natural infection of Neotropical bats with hantavirus in Brazil. Scientific Reports, 2018, 8, 9018. 1.6 21

16491 Rhizobium tumorigenes sp. nov., a novel plant tumorigenic bacterium isolated from cane gall tumors
on thornless blackberry. Scientific Reports, 2018, 8, 9051. 1.6 32

16492 <i>INCURVATA11</i> and <i>CUPULIFORMIS2</i> Are Redundant Genes That Encode Epigenetic Machinery
Components in Arabidopsis. Plant Cell, 2018, 30, 1596-1616. 3.1 20

16493
Ïƒ <sup>I</sup> from Bacillus subtilis: Impact on Gene Expression and Characterization of Ïƒ <sup>I</sup>
-Dependent Transcription That Requires New Types of Promoters with Extended âˆ’35 and âˆ’10 Elements.
Journal of Bacteriology, 2018, 200, .

1.0 8

16494 Modifying and reacting to the environmental pH can drive bacterial interactions. PLoS Biology, 2018,
16, e2004248. 2.6 270

16495
The Plasmodium falciparum transcriptome in severe malaria reveals altered expression of genes
involved in important processes including surface antigenâ€“encoding var genes. PLoS Biology, 2018, 16,
e2004328.

2.6 67

16496 Functional diversification accompanies gene family expansion of MED2 homologs in Candida albicans.
PLoS Genetics, 2018, 14, e1007326. 1.5 25

16497 Loop Protein Engineering for Improved Transglycosylation Activity of a Î²â€•<i>N</i>â€•Acetylhexosaminidase.
ChemBioChem, 2018, 19, 1858-1865. 1.3 28

16498 Analyses of the genetic diversity and protein expression variation of the acyl: CoA medium-chain
ligases, ACSM2A and ACSM2B. Molecular Genetics and Genomics, 2018, 293, 1279-1292. 1.0 16

16499 Molecular marker to identify the fungus gnat, Bradysia sp. (Diptera: Sciaridae), a new pest of Welsh
onion and carrot in Japan. Applied Entomology and Zoology, 2018, 53, 419-424. 0.6 16

16500 Analytical symmetry detection in protein assemblies. II. Dihedral and cubic symmetries. Journal of
Structural Biology, 2018, 203, 185-194. 1.3 16

16501 Direct Phosphorylation of SRC Homology 3 Domains by Tyrosine Kinase Receptors Disassembles
Ligand-Induced Signaling Networks. Molecular Cell, 2018, 70, 995-1007.e11. 4.5 21

16502 Deltamethrin resistance in the salmon louse, Lepeophtheirus salmonis (KrÃ¸yer): Maternal inheritance
and reduced apoptosis. Scientific Reports, 2018, 8, 8450. 1.6 13

16503 Transcriptomic and proteomic analysis reveals wall-associated and glucan-degrading proteins with
potential roles in Phytophthora infestans sexual spore development. PLoS ONE, 2018, 13, e0198186. 1.1 15

16504 Comprehensive evolutionary analysis of the Anthroherpon radiation (Coleoptera, Leiodidae,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Leptodirini). PLoS ONE, 2018, 13, e0198367.1.1 11

16505 Antimicrobial Resistance in Campylobacter Species: Mechanisms and Genomic Epidemiology. Advances
in Applied Microbiology, 2018, 103, 1-47. 1.3 37



915

Citation Report

# Article IF Citations

16506 Blood fluke diseases in Pagellus spp. (Sparidae): Pathology and description of a new species of
Skoulekia in the blackspot seabream P. bogaraveo (BrÃ¼nnich). Aquaculture, 2018, 495, 472-483. 1.7 8

16507 Fine-Tuned Protein Production in <i>Methanosarcina acetivorans</i> C2A. ACS Synthetic Biology, 2018,
7, 1874-1885. 1.9 3

16508 A distinct abundant group of microbial rhodopsins discovered using functional metagenomics.
Nature, 2018, 558, 595-599. 13.7 190

16509 Wireless control of cellular function by activation of a novel protein responsive to electromagnetic
fields. Scientific Reports, 2018, 8, 8764. 1.6 30

16510 Complete Anopheles funestus mitogenomes reveal an ancient history of mitochondrial lineages and
their distribution in southern and central Africa. Scientific Reports, 2018, 8, 9054. 1.6 18

16511 Evolution of Sex-Biased Gene Expression and Dosage Compensation in the Eye and Brain of Heliconius
Butterflies. Molecular Biology and Evolution, 2018, 35, 2120-2134. 3.5 31

16512 Genome-Wide Identification and Analysis of Biotic and Abiotic Stress Regulation of C4 Photosynthetic
Pathway Genes in Rice. Applied Biochemistry and Biotechnology, 2019, 187, 221-238. 1.4 15

16513 Cryptic species within Ophiocordyceps myrmecophila complex on formicine ants from Thailand.
Mycological Progress, 2019, 18, 147-161. 0.5 22

16514 Is there a mutation gradient along vertebrate mitochondrial genome mediated by genome replication?.
Mitochondrion, 2019, 46, 30-40. 1.6 7

16515 Comprehensive search for accessory proteins encoded with archaeal and bacterial type III
CRISPR-<i>cas</i> gene cassettes reveals 39 new <i>cas</i> gene families. RNA Biology, 2019, 16, 530-542. 1.5 97

16516 Alternative Splicing of the Delta-Opioid Receptor Gene Suggests Existence of New Functional
Isoforms. Molecular Neurobiology, 2019, 56, 2855-2869. 1.9 20

16517 A brief history of bioinformatics. Briefings in Bioinformatics, 2019, 20, 1981-1996. 3.2 147

16518 Identification and Molecular Characterization of Recombinant Potato Virus Y (PVY) in Potato from
South Korea, PVY<sup>NTN</sup> Strain. Plant Disease, 2019, 103, 137-142. 0.7 14

16519 Genome sequence of <i>Jatropha curcas</i> L., a nonâ€•edible biodiesel plant, provides a resource to
improve seedâ€•related traits. Plant Biotechnology Journal, 2019, 17, 517-530. 4.1 56

16520 Cryptic lineages and hybridization of the predaceous chub Parazacco spilurus (Actinopterygii,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (Cypriniformes, Xenocyprididae) in Hong Kong. Hydrobiologia, 2019, 826, 99-111.1.0 3

16521 Long-term farming systems modulate multi-trophic responses. Science of the Total Environment, 2019,
646, 480-490. 3.9 18

16522 Evolutionary and structure-function analysis elucidates diversification of prokaryotic and
eukaryotic trehalases. Journal of Biomolecular Structure and Dynamics, 2019, 37, 2926-2937. 2.0 5

16523 Draft genome sequence of the symbiotic Frankia sp. strain BMG5.30 isolated from root nodules of
Coriaria myrtifolia in Tunisia. Antonie Van Leeuwenhoek, 2019, 112, 67-74. 0.7 35



916

Citation Report

# Article IF Citations

16524
Records of opecoeline species Pseudopecoelus cf. vulgaris and Anomalotrema koiae Gibson & Bray,
1984 (Trematoda, Opecoelidae, Opecoelinae) from fish of the North Pacific, with notes on the
phylogeny of the family Opecoelidae. Journal of Helminthology, 2019, 93, 475-485.

0.4 15

16525 Bayesian analyses of five gene regions reveal a new phylogenetic species of Macrophomina associated
with charcoal rot on oilseed crops in Brazil. European Journal of Plant Pathology, 2019, 153, 89-100. 0.8 37

16526
The first complete mitochondrial genome of Limnadia lenticularis (Branchiopoda, Spinicaudata), with
new insights on its phylogeography and on the taxonomy of the genus. Hydrobiologia, 2019, 826,
145-158.

1.0 13

16527 Marked Succession of Cyanobacterial Communities Following Glacier Retreat in the High Arctic.
Microbial Ecology, 2019, 77, 136-147. 1.4 34

16528
The Sanguicolous Apostome <i>Metacollinia luciensis</i> Jankowski 1980 (Colliniidae, Apostomatia,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 587 Td (Ciliophora) Is Not Closely Related to Other Sanguicolous Apostomes. Journal of Eukaryotic

Microbiology, 2019, 66, 140-146.
0.8 7

16529
The plant hormone auxin directs timing of xylem development by inhibition of secondary cell wall
deposition through repression of secondary wall NACâ€•domain transcription factors. Physiologia
Plantarum, 2019, 165, 673-689.

2.6 54

16530 Free alignment classification of dikarya fungi using some machine learning methods. Neural
Computing and Applications, 2019, 31, 6995-7016. 3.2 10

16531 Multiple Sequence Alignment Averaging Improves Phylogeny Reconstruction. Systematic Biology, 2019,
68, 117-130. 2.7 24

16532 Description of a new species of the genus Anguillonema Fuchs, 1938 (Nematoda: Sphaerularioidea)
with an identification key to the species. Journal of Helminthology, 2019, 93, 504-512. 0.4 1

16533 Delineation of the functional and structural properties of the glutathione transferase family from
the plant pathogen Erwinia carotovora. Functional and Integrative Genomics, 2019, 19, 1-12. 1.4 8

16534 Molecular species delimitation of the Asian chestnut gall wasp biocontrol agent released in Italy.
Insect Systematics and Evolution, 2019, 50, 327-345. 0.2 9

16535 Phylogeny of the egg-loving green alga Oophila amblystomatis (Chlamydomonadales) and its response
to the herbicides atrazine and 2,4-D. Symbiosis, 2019, 77, 23-39. 1.2 10

16536 Genome Alignment. , 2019, , 268-283. 0

16537 Characterization and Fungicide Sensitivity of <i>Colletotrichum</i> spp. from Different Hosts in
Shandong, China. Plant Disease, 2019, 103, 34-43. 0.7 50

16538 Design of Tat-Activated Cdk9 Inhibitor. International Journal of Peptide Research and Therapeutics,
2019, 25, 807-817. 0.9 7

16539 Minimal genetic divergence among South American samples of the water opossum<i>Chironectes
minimus</i>: evidence for transcontinental gene flow?. Mammalia, 2019, 83, 190-192. 0.3 10

16540 Inference of Horizontal Gene Transfer: Gaining Insights Into Evolution via Lateral Acquisition of
Genetic Material. , 2019, , 953-964. 2

16541 Molecular Phylogenetics. , 2019, , 700-711. 0



917

Citation Report

# Article IF Citations

16542 Ornithinimicrobium cavernae sp. nov., an actinobacterium isolated from a karst cave. Antonie Van
Leeuwenhoek, 2019, 112, 179-186. 0.7 12

16543 Systematics of Polybranchia Pease, 1860 (Mollusca: Gastropoda: Sacoglossa) based on molecular and
morphological data. Zoological Journal of the Linnean Society, 2019, 186, 76-115. 1.0 5

16544 Reflections on the evolution of the vertebrate tissue inhibitors of metalloproteinases. FASEB Journal,
2019, 33, 71-87. 0.2 12

16545
Morphological and molecular characterisation of Spirinia antipodea Leduc n. sp. (Nematoda:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 627 Td (Desmodoridae), a cryptic species related to S.Â parasitifera, from the coast of New Zealand. Nematology,

2019, 21, 91-105.
0.2 2

16546 Phylo-PFP: improved automated protein function prediction using phylogenetic distance of distantly
related sequences. Bioinformatics, 2019, 35, 753-759. 1.8 29

16547
A Set of Conventional and Multiplex Real-Time PCR Assays for Direct Detection of <i>ElsinoÃ«
fawcettii</i>, <i>E. australis</i>, and <i>Pseudocercospora angolensis</i> in Citrus Fruits. Plant
Disease, 2019, 103, 345-356.

0.7 11

16548 A comprehensive molecular phylogeny of tiger beetles (Coleoptera, Carabidae, Cicindelinae).
Systematic Entomology, 2019, 44, 305-321. 1.7 31

16549 Oplophoridae (Decapoda: Crustacea): phylogeny, taxonomy and evolution studied by a combination of
morphological and molecular methods. Zoological Journal of the Linnean Society, 2019, 186, 213-232. 1.0 15

16550 Phylogeny and taxonomy of Pseudoidium pedaliacearum. Mycological Progress, 2019, 18, 237-246. 0.5 17

16551 Biphasic cellular adaptations and ecological implications of <i>Alteromonas macleodii</i> degrading
a mixture of algal polysaccharides. ISME Journal, 2019, 13, 92-103. 4.4 74

16552 Inter-Kingdom beach warfare: Microbial chemical communication activates natural chemical defences.
ISME Journal, 2019, 13, 147-158. 4.4 34

16553 Comparative genomics and evolution of trans-activating RNAs in Class 2 CRISPR-Cas systems. RNA
Biology, 2019, 16, 435-448. 1.5 45

16554 RadAA: A Commandâ€•line Tool for Identification of Radical Amino Acid Changes in Multiple Sequence
Alignments. Molecular Informatics, 2019, 38, e1800057. 1.4 0

16555 Species diversity in Gymnogeophagus (Teleostei: Cichlidae) and comparative biogeography of cichlids
in the Middle ParanÃ¡ basin, an emerging hotspot of fish endemism. Hydrobiologia, 2019, 832, 331-354. 1.0 15

16556 An Uncharacterized Member of the Gls24 Protein Superfamily Is a Putative Sensor of Essential Amino
Acid Availability in Streptococcus pneumoniae. Microbial Ecology, 2019, 77, 471-487. 1.4 3

16557
Structure, evolution and phylogenetic informativeness of eelpouts (Cottoidei: Zoarcales)
mitochondrial control region sequences. Mitochondrial DNA Part A: DNA Mapping, Sequencing, and
Analysis, 2019, 30, 264-272.

0.7 5

16558 The Nuclear <scp>RNA</scp>â€•binding Protein <scp>RBSR</scp>1 Interactome in <i>Trypanosoma
cruzi</i>. Journal of Eukaryotic Microbiology, 2019, 66, 244-253. 0.8 12

16559 Evolutionary trends in host physiology outweigh dietary niche in structuring primate gut
microbiomes. ISME Journal, 2019, 13, 576-587. 4.4 236



918

Citation Report

# Article IF Citations

16560 Detection and Characterization of an Avipoxvirus in a Common Buzzard (Buteo buteo) in Italy Using a
Multiple Gene Approach. Journal of Wildlife Diseases, 2019, 55, 142. 0.3 5

16561 A phylogenetic study of krill (Crustacea: Euphausiacea) reveals new taxa and coâ€•evolution of
morphological characters. Cladistics, 2019, 35, 150-172. 1.5 18

16562 MICU3 is a tissue-specific enhancer of mitochondrial calcium uptake. Cell Death and Differentiation,
2019, 26, 179-195. 5.0 145

16563
Identification of lead molecules against potential drug target protein MAPK4 from L. donovani: An
in-silico approach using docking, molecular dynamics and binding free energy calculation. PLoS ONE,
2019, 14, e0221331.

1.1 39

16564 Old divergence and restricted gene flow between torrent duck ( Merganetta armata ) subspecies in
the Central and Southern Andes. Ecology and Evolution, 2019, 9, 9961-9976. 0.8 1

16565 Siteâ€•specific distribution of oak rhizosphereâ€•associated oomycetes revealed by cytochrome c oxidase
subunit II metabarcoding. Ecology and Evolution, 2019, 9, 10567-10581. 0.8 22

16566 Horizontal Gene Transfer and Genome Evolution in the Phylum Actinobacteria. , 2019, , 155-174. 9

16567 The Helitron family classification using SVM based on Fourier transform features applied on an
unbalanced dataset. Medical and Biological Engineering and Computing, 2019, 57, 2289-2304. 1.6 6

16568
Description of soybean aphid (Aphis glycines Matsumura) mitochondrial genome and comparative
mitogenomics of Aphididae (Hemiptera: Sternorrhyncha). Insect Biochemistry and Molecular Biology,
2019, 113, 103208.

1.2 6

16569
Detection and quantification of house mouse Eimeria at the species level â€“ Challenges and solutions
for the assessment of coccidia in wildlife. International Journal for Parasitology: Parasites and
Wildlife, 2019, 10, 29-40.

0.6 18

16570 Continental scale structuring of forest and soil diversity via functional traits. Nature Ecology and
Evolution, 2019, 3, 1298-1308. 3.4 34

16571 The complete mitochondrial genome of Salix paraflabellaris, an endemic alpine plant of Yunnan
province of China. Mitochondrial DNA Part B: Resources, 2019, 4, 1394-1395. 0.2 3

16572 Complete mitochondrial genome of ocellated blenny, Opisthocentrus ocellatus (Tilesius, 1811)
(Zoarcales: Opisthocentidae). Mitochondrial DNA Part B: Resources, 2019, 4, 1553-1555. 0.2 2

16573 The complete chloroplast genome of <i>Leucosceptrum canum</i>, a monotypic species.
Mitochondrial DNA Part B: Resources, 2019, 4, 1664-1665. 0.2 0

16574 Comparative genomics suggests loss of keratin K24 in three evolutionary lineages of mammals.
Scientific Reports, 2019, 9, 10924. 1.6 10

16575 Evolution of the rodent Trim5 cluster is marked by divergent paralogous expansions and independent
acquisitions of TrimCyp fusions. Scientific Reports, 2019, 9, 11263. 1.6 30

16576 A Bioinformatics Toolkit: In Silico Tools and Online Resources for Investigating Genetic Variation.
Seminars in Thrombosis and Hemostasis, 2019, 45, 674-684. 1.5 1

16577 The Oxymonad Genome Displays Canonical Eukaryotic Complexity in the Absence of a Mitochondrion.
Molecular Biology and Evolution, 2019, 36, 2292-2312. 3.5 49



919

Citation Report

# Article IF Citations

16578 Pathogenicity and a TaqMan Real-Time PCR for Specific Detection of Pantoea allii, a Bacterial Pathogen
of Onions. Plant Disease, 2019, 103, 3031-3040. 0.7 6

16579
Phylogenetic Relationships in Orobanchaceae Inferred From Low-Copy Nuclear Genes: Consolidation
of Major Clades and Identification of a Novel Position of the Non-photosynthetic Orobanche Clade
Sister to All Other Parasitic Orobanchaceae. Frontiers in Plant Science, 2019, 10, 902.

1.7 18

16580 Apiotrichum veenhuisii isolated from a pediatric patient with acute myeloid leukemia: The first case in
humans. Mycologia, 2019, 111, 793-797. 0.8 2

16581 Genome-wide identification, expression analysis and functional study of the GRAS gene family in
Tartary buckwheat (Fagopyrum tataricum). BMC Plant Biology, 2019, 19, 342. 1.6 72

16582
Metabolic Potential of As-yet-uncultured Archaeal Lineages of <i>Candidatus</i>
Hydrothermarchaeota Thriving in Deep-sea Metal Sulfide Deposits. Microbes and Environments, 2019,
34, 293-303.

0.7 10

16583 Efomycins K and L From a Termite-Associated Streptomyces sp. M56 and Their Putative Biosynthetic
Origin. Frontiers in Microbiology, 2019, 10, 1739. 1.5 23

16584 A Reverse Ecology Approach Based on a Biological Definition of Microbial Populations. Cell, 2019, 178,
820-834.e14. 13.5 118

16585 Landscape of the Plasmodium Interactome Reveals Both Conserved and Species-Specific Functionality.
Cell Reports, 2019, 28, 1635-1647.e5. 2.9 49

16586 Gene Source Screening as a Tool for Naringenin Production in Engineered <i>Saccharomyces
cerevisiae</i>. ACS Omega, 2019, 4, 12872-12879. 1.6 20

16587
First molecular phylogeny of Laevicaudata (Crustacea: Branchiopoda) with description of a new
species of Lynceus from Chile and an updated key to species in the Americas. Invertebrate Systematics,
2019, , .

0.5 2

16588 Inference from the analysis of genetic structure of Helicobacter pylori strains isolates from two
paediatric patients with recurrent infection. BMC Microbiology, 2019, 19, 184. 1.3 12

16589 Comparative genomics of Staphylococcus aureus associated with subclinical and clinical bovine
mastitis. PLoS ONE, 2019, 14, e0220804. 1.1 27

16590 Bacterialâ€“Fungal Interactions in the Kelp Endomicrobiota Drive Autoinducer-2 Quorum Sensing.
Frontiers in Microbiology, 2019, 10, 1693. 1.5 46

16591 Fluctuation of electrode potential based on molecular regulation induced diversity of electrogenesis
behavior in multiple equilibrium microbial fuel cell. Chemosphere, 2019, 237, 124453. 4.2 8

16592 Study of VIPER and TATE in kinetoplastids and the evolution of tyrosine recombinase
retrotransposons. Mobile DNA, 2019, 10, 34. 1.3 5

16593 Trans-Species Polymorphism in Mitochondrial Genome of Camarodont Sea Urchins. Genes, 2019, 10, 592. 1.0 0

16594 Evolution and losses of spines in slug caterpillars (Lepidoptera: Limacodidae). Ecology and Evolution,
2019, 9, 9827-9840. 0.8 13

16595
Re-examination of the phylogenetic relationships within the Gyliauchenidae Fukui, 1929 (Digenea) based
on morphological and molecular evidence with a proposal for Paragyliaucheninae n. subfam. and a
description of Flagellotrema convolutum Ozaki, 1936. Systematic Parasitology, 2019, 96, 527-552.

0.5 2



920

Citation Report

# Article IF Citations

16596 Molecular characterization of three Sarcocystis spp. from wild sika deer (Cervus nippon yesoensis) in
Hokkaido, Japan. Veterinary Parasitology: Regional Studies and Reports, 2019, 18, 100327. 0.3 10

16597
Revealing paraphyly and placement of extinct species within Epischura (Copepoda: Calanoida) using
molecular data and quantitative morphometrics. Molecular Phylogenetics and Evolution, 2019, 140,
106578.

1.2 6

16598 A modular effector with a DNase domain and a marker for T6SS substrates. Nature Communications,
2019, 10, 3595. 5.8 85

16599
Identification of key enzymes responsible for protolimonoid biosynthesis in plants: Opening the door
to azadirachtin production. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 17096-17104.

3.3 71

16600 Evolution of the Cholesterol Biosynthesis Pathway in Animals. Molecular Biology and Evolution,
2019, 36, 2548-2556. 3.5 37

16601 Genome-Wide Identification, Expression Pattern Analysis and Evolution of the Ces/Csl Gene
Superfamily in Pineapple (Ananas comosus). Plants, 2019, 8, 275. 1.6 9

16602 Biological inventory of Ranomafana National Park tetrapods using leech-derived iDNA. European
Journal of Wildlife Research, 2019, 65, 1. 0.7 11

16603 Distinctiveness, speciation and demographic history of the rare endemic conifer Juniperus
erectopatens in the eastern Qinghai-Tibet Plateau. Conservation Genetics, 2019, 20, 1289-1301. 0.8 8

16604 Diversity of Karyolysus and Schellackia from the Iberian lizard Lacerta schreiberi with sequence data
from engorged ticks. Parasitology, 2019, 146, 1690-1698. 0.7 9

16605 Avian Binocularity and Adaptation to Nocturnal Environments: Genomic Insights from a Highly
Derived Visual Phenotype. Genome Biology and Evolution, 2019, 11, 2244-2255. 1.1 12

16606 Detection of atypical porcine pestivirus genome in newborn piglets affected by congenital tremor and
high preweaning mortality1. Journal of Animal Science, 2019, 97, 4093-4100. 0.2 10

16607 GWAS hints at pleiotropic roles for FLOWERING LOCUS T in flowering time and yield-related traits in
canola. BMC Genomics, 2019, 20, 636. 1.2 65

16608 Evolutionary dynamic analyses on monocot flavonoid 3â€²-hydroxylase gene family reveal evidence of
plant-environment interaction. BMC Plant Biology, 2019, 19, 347. 1.6 24

16609
Paraburkholderia guartelaensis sp. nov., a nitrogen-fixing species isolated from nodules of Mimosa
gymnas in an ecotone considered as a hotspot of biodiversity in Brazil. Archives of Microbiology,
2019, 201, 1435-1446.

1.0 31

16610 Molecular characterization of Chrysoperla carnea (Neuroptera: Chrysopidae) from commercial
insectaries in Mexico. Molecular Biology Reports, 2019, 46, 6577-6583. 1.0 2

16611 Discovery of MicroDependencies. IEEE Access, 2019, 7, 50198-50213. 2.6 0

16612 Genetic and historical evidence of common sawsharks <i>Pristiophorus cirratus</i> in the waters of
southern Queensland. Journal of Fish Biology, 2019, 95, 1342-1345. 0.7 6

16613 Dictyostelid Cellular Slime Molds from Christmas Island, Indian Ocean. MSphere, 2019, 4, . 1.3 6



921

Citation Report

# Article IF Citations

16614 Faecalibacterium diversity in dairy cow milk. PLoS ONE, 2019, 14, e0221055. 1.1 12

16615
A new species of Laelaps Koch, 1836 (Mesostigmata: Laelapidae) parasitic of the sigmodontine rodent
Oligoryzomys flavescens Waterhouse, 1837 (Rodentia: Cricetidae): Molecular and morphological
characterization. Acta Tropica, 2019, 199, 105146.

0.9 3

16616
Molecular characterization of novel mitochondrial peroxiredoxins from the Antarctic emerald
rockcod and their gene expression in response to environmental warming. Comparative Biochemistry
and Physiology Part - C: Toxicology and Pharmacology, 2019, 225, 108580.

1.3 20

16617
Signature of the Paleo-Course Changes in the SÃ£o Francisco River as Source of Genetic Structure in
Neotropical Pithecopus nordestinus (Phyllomedusinae, Anura) Treefrog. Frontiers in Genetics, 2019,
10, 728.

1.1 15

16618 Draft Genome and Complete Hox-Cluster Characterization of the Sterlet (Acipenser ruthenus).
Frontiers in Genetics, 2019, 10, 776. 1.1 34

16619 Prediction of the Spatial Origin of Puumala Virus Infections Using L Segment Sequences Derived from
a Generic Screening PCR. Viruses, 2019, 11, 694. 1.5 5

16620
Genetic Potential of the Biocontrol Agent Pseudomonas brassicacearum (Formerly P. trivialis) 3Re2-7
Unraveled by Genome Sequencing and Mining, Comparative Genomics and Transcriptomics. Genes, 2019,
10, 601.

1.0 32

16621 In Colombia the Eurasian fungus<i>Amanita muscaria</i>is expanding its range into native,
tropical<i>Quercus humboldtii</i>forests. Mycologia, 2019, 111, 758-771. 0.8 10

16622 <i>Epichloe novae-zelandiae</i>, a new endophyte from the endemic New Zealand grass<i>Poa
matthewsii</i>. New Zealand Journal of Botany, 2019, 57, 271-288. 0.8 16

16623 Tailor-Made Detection of Individual Phosphorylated and Non-Phosphorylated EPIYA-Motifs of
Helicobacter pylori Oncoprotein CagA. Cancers, 2019, 11, 1163. 1.7 6

16624 Lotus japonicus Triterpenoid Profile and Characterization of the CYP716A51 and LjCYP93E1 Genes
Involved in Their Biosynthesis In Planta. Plant and Cell Physiology, 2019, 60, 2496-2509. 1.5 21

16625
Isolates from Colonic Spirochetosis in Humans Show High Genomic Divergence and Potential
Pathogenic Features but Are Not Detected Using Standard Primers for the Human Microbiota. Journal
of Bacteriology, 2019, 201, .

1.0 12

16626 Challenges in funding and developing genomic software: roots and remedies. Genome Biology, 2019,
20, 147. 3.8 21

16627 Phylogeography, genetic diversity, and connectivity of brown bear populations in Central Asia. PLoS
ONE, 2019, 14, e0220746. 1.1 14

16628 Taxonomic reassessment of the genus <i>Dichotomius</i> (Coleoptera: Scarabaeinae) through
integrative taxonomy. PeerJ, 2019, 7, e7332. 0.9 10

16629 Phylogenetic reconciliation reveals the natural history of glycopeptide antibiotic biosynthesis and
resistance. Nature Microbiology, 2019, 4, 1862-1871. 5.9 67

16630 Gene Fusions Derived by Transcriptional Readthrough are Driven by Segmental Duplication in Human.
Genome Biology and Evolution, 2019, 11, 2678-2690. 1.1 7

16631 Effects of sepiolite and biochar on microbial diversity in acid red soil from southern China. Chemistry
and Ecology, 2019, 35, 846-860. 0.6 11



922

Citation Report

# Article IF Citations

16632 Improved Species-Level Clinical Identification of Enterobacteriaceae through Broad-Range <i>dnaJ</i>
PCR and Sequencing. Journal of Clinical Microbiology, 2019, 57, . 1.8 16

16633 Molecular phylogenetics of the African horseshoe bats (Chiroptera: Rhinolophidae): expanded
geographic and taxonomic sampling of the Afrotropics. BMC Evolutionary Biology, 2019, 19, 166. 3.2 31

16634
Identification of SWI2/SNF2-Related 1 Chromatin Remodeling Complex (SWR1-C) Subunits in Pineapple
and the Role of Pineapple SWR1 COMPLEX 6 (AcSWC6) in Biotic and Abiotic Stress Response.
Biomolecules, 2019, 9, 364.

1.8 11

16635 A Species-Wide Inventory of NLR Genes and Alleles in Arabidopsis thaliana. Cell, 2019, 178, 1260-1272.e14. 13.5 265

16636 The complete mitochondrial genome of the sand-hopper Trinorchestia longiramus (Amphipoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Talitridae). Mitochondrial DNA Part B: Resources, 2019, 4, 2104-2105.0.2 2

16637 Coniochaeta endophytica sp. nov., a foliar endophyte associated with healthy photosynthetic tissue
of Platycladus orientalis (Cupressaceae). Plant and Fungal Systematics, 2019, 64, 65-79. 0.7 17

16638 Phylogenomic Reconstruction of the Neotropical Poison Frogs (Dendrobatidae) and Their
Conservation. Diversity, 2019, 11, 126. 0.7 23

16639 Identification and Phylogenetic Characterization of Human Enteroviruses Isolated from Cases of
Aseptic Meningitis in Brazil, 2013â€“2017. Viruses, 2019, 11, 690. 1.5 23

16640 Evolutionary mechanism leading to the multi-cagA genotype in Helicobacter pylori. Scientific Reports,
2019, 9, 11203. 1.6 12

16641 LABiocin database: A new database designed specifically for Lactic Acid Bacteria bacteriocins.
International Journal of Antimicrobial Agents, 2019, 54, 771-779. 1.1 29

16642 Geochemical and microbial characterizations of flowback and produced water in three shale oil and
gas plays in the central and western United States. Water Research, 2019, 164, 114942. 5.3 64

16643 Population Gene Introgression and High Genome Plasticity for the Zoonotic Pathogen Streptococcus
agalactiae. Molecular Biology and Evolution, 2019, 36, 2572-2590. 3.5 36

16644 A Decoy-Receptor Approach Using Nicotinic Acetylcholine Receptor Mimics Reveals Their Potential as
Novel Therapeutics Against Neurotoxic Snakebite. Frontiers in Pharmacology, 2019, 10, 848. 1.6 33

16645 Hybrid metagenomic assembly enables high-resolution analysis of resistance determinants and mobile
elements in human microbiomes. Nature Biotechnology, 2019, 37, 937-944. 9.4 216

16646 Co-circulation and persistence of multiple A/H3N2 influenza variants in China. Emerging Microbes and
Infections, 2019, 8, 1157-1167. 3.0 20

16647 The role of floral oils in the evolution of apid bees (Hymenoptera: Apidae). Biological Journal of the
Linnean Society, 2019, , . 0.7 4

16648 A Genomotaxonomy View of the Bradyrhizobium Genus. Frontiers in Microbiology, 2019, 10, 1334. 1.5 104

16649 Genetic diversity and evolutionary dynamics of dengue isolates from India. VirusDisease, 2019, 30,
354-359. 1.0 1



923

Citation Report

# Article IF Citations

16650 Distinguishing between intra-genomic helitron families using time-frequency features and random
forest approaches. Biomedical Signal Processing and Control, 2019, 54, 101579. 3.5 5

16651 Comparison of Î±-Helix and Î²-Sheet Structure Adaptation to a Quantum Dot Geometry: Toward the
Identification of an Optimal Motif for a Protein Nanoparticle Cover. ACS Omega, 2019, 4, 13086-13099. 1.6 10

16652 The biosynthetic origin of psychoactive kavalactones in kava. Nature Plants, 2019, 5, 867-878. 4.7 58

16653 First report of anatoxin-a producing cyanobacteria in Australia illustrates need to regularly up-date
monitoring strategies in a shifting global distribution. Scientific Reports, 2019, 9, 10894. 1.6 21

16654 Genetic Diversity and Vegetative Compatibility of <i>Fusarium solani</i> Species Complex of
Strawberry in Spain. Phytopathology, 2019, 109, 2142-2151. 1.1 7

16655 Draft Genome Sequences of 16 Strains of Escherichia Cryptic Clade II Isolated from Intertidal Sediment
in Hong Kong. Microbiology Resource Announcements, 2019, 8, . 0.3 5

16656 Optimal sequence length requirements for phylogenetic tree reconstruction with indels. , 2019, , . 4

16657 Active mode of excretion across digestive tissues predates the origin of excretory organs. PLoS
Biology, 2019, 17, e3000408. 2.6 22

16658 A Novel Binary Particle Swarm Optimization for Multiple Sequence Alignment. Lecture Notes in
Computer Science, 2019, , 13-25. 1.0 0

16659 A chromosomal-level genome assembly for the insect vector for Chagas disease, Triatoma
rubrofasciata. GigaScience, 2019, 8, . 3.3 21

16660
Validating the AMRFinder Tool and Resistance Gene Database by Using Antimicrobial Resistance
Genotype-Phenotype Correlations in a Collection of Isolates. Antimicrobial Agents and Chemotherapy,
2019, 63, .

1.4 760

16661
The Lonely Guy (LOG) Homologue SiRe_0427 from the Thermophilic Archaeon <i>Sulfolobus
islandicus</i> REY15A Is a Phosphoribohydrolase Representing a Novel Group. Applied and
Environmental Microbiology, 2019, 85, .

1.4 8

16662 Anaerobic Degradation of Non-Methane Alkanes by â€œ <i>Candidatus</i> Methanolipariaâ€• in
Hydrocarbon Seeps of the Gulf of Mexico. MBio, 2019, 10, . 1.8 63

16663 Impact of Nitriles on Bacterial Communities. Frontiers in Environmental Science, 2019, 7, . 1.5 18

16664 A Comprehensive Superposition of Viral Polymerase Structures. Viruses, 2019, 11, 745. 1.5 40

16665 Pomegranate peel extract alters the microbiome in mice and dysbiosis caused by <i>Citrobacter
rodentium</i> infection. Food Science and Nutrition, 2019, 7, 2565-2576. 1.5 30

16666 Rhizospheric bacteria from pristine grassland have beneficial traits for plant growth promotion in
maize (<i>Zea mays</i> L.). Cogent Biology, 2019, 5, 1630972. 1.7 7

16667 Cytomegalovirus distribution and evolution in hominines. Virus Evolution, 2019, 5, vez015. 2.2 26



924

Citation Report

# Article IF Citations

16668 Modeling variation of clinical team processes with multiple sequence alignment. Methodological
Innovations, 2019, 12, 205979911984098. 0.5 1

16669 A Vavraia-like microsporidium as the cause of deadly infection in threatened and endangered Eurycea
salamanders in the United States. Parasites and Vectors, 2019, 12, 108. 1.0 1

16670 Construction and Analysis of Amino Acid Substitution Matrices for Optimal Alignment of Microbial
Rhodopsin Sequences. Moscow University Biological Sciences Bulletin, 2019, 74, 21-25. 0.1 0

16671 Transcriptome Landscape Variation in the Genus Thymus. Genes, 2019, 10, 620. 1.0 11

16672 Taxonomic clarification of two Cercospora spp. causing leaf spots on Neomarica spp. in Brazil.
European Journal of Plant Pathology, 2019, 155, 697-705. 0.8 1

16673 Phylogeny of Paullinia L. (Paullinieae: Sapindaceae), a diverse genus of lianas with dynamic fruit
evolution. Molecular Phylogenetics and Evolution, 2019, 140, 106577. 1.2 15

16674 Genomic characterization of mumps viruses from a large-scale mumps outbreak in Arkansas, 2016.
Infection, Genetics and Evolution, 2019, 75, 103965. 1.0 11

16675
Phylogenetic re-evaluation of previously identified Chlamydomonas (Chlorophyta,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (Chlamydomonadaceae) strains from The MosonmagyarÃ³vÃ¡r Algal Culture Collection, Hungary, using

molecular data. South African Journal of Botany, 2019, 125, 16-23.
1.2 2

16676 A duplex ddPCR assay for simultaneously detecting Ips sexdentatus and Ips typographus (Coleoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Curculionidae) in bulk trap samples. Canadian Journal of Forest Research, 2019, 49, 903-914.0.8 11

16677 The evolutionary history of LysM-RLKs (LYKs/LYRs) in wild tomatoes. BMC Evolutionary Biology, 2019,
19, 141. 3.2 11

16678 Allopolyploid origin in Rubus (Rosaceae) inferred from nuclear granule-bound starch synthase I
(GBSSI) sequences. BMC Plant Biology, 2019, 19, 303. 1.6 6

16679 Altered diversity and composition of the gut microbiome in patients with cervical cancer. AMB
Express, 2019, 9, 40. 1.4 55

16680 Atomic view into Plasmodium actin polymerization, ATP hydrolysis, and fragmentation. PLoS Biology,
2019, 17, e3000315. 2.6 21

16681 A family AA5_2 carbohydrate oxidase from Penicillium rubens displays functional overlap across the
AA5 family. PLoS ONE, 2019, 14, e0216546. 1.1 10

16682
Discovery of a deeply divergent new lineage of vine snake (Colubridae: Ahaetuliinae: Proahaetulla gen.) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 187 Td (nov.) from the southern Western Ghats of Peninsular India with a revised key for Ahaetuliinae. PLoS

ONE, 2019, 14, e0218851.
1.1 14

16683
Genome-Wide Identification of Mango (Mangifera indica L.) Polygalacturonases: Expression Analysis of
Family Members and Total Enzyme Activity During Fruit Ripening. Frontiers in Plant Science, 2019, 10,
969.

1.7 34

16684 Genome-Wide Analysis and Expression Profiling of the Heat Shock Factor Gene Family in Phyllostachys
edulis during Development and in Response to Abiotic Stresses. Forests, 2019, 10, 100. 0.9 15

16685 Complex History of Codiversification and Host Switching of a Newfound Soricid-Borne
Orthohantavirus in North America. Viruses, 2019, 11, 637. 1.5 5



925

Citation Report

# Article IF Citations

16686 Is reproductive strategy a key factor in understanding the evolutionary history of Southern Ocean
Asteroidea (Echinodermata)?. Ecology and Evolution, 2019, 9, 8465-8478. 0.8 14

16687 RADdesigner: a workflow to select the optimal sequencing methodology in genotyping experiments on
woody plant species. Tree Genetics and Genomes, 2019, 15, 1. 0.6 9

16688 Expansion and loss events characterized the occurrence of MIF-like genes in bivalves. Fish and
Shellfish Immunology, 2019, 93, 39-49. 1.6 4

16689 A high-quality genome of Eragrostis curvula grass provides insights into Poaceae evolution and
supports new strategies to enhance forage quality. Scientific Reports, 2019, 9, 10250. 1.6 27

16690 <i>Coccomyxa cimbrica</i>sp. nov., a green microalga found in association with carnivorous plants
of the genus<i>Drosera</i>L.. European Journal of Phycology, 2019, 54, 531-547. 0.9 7

16691 Ebony and the Mascarenes: the evolutionary relationships and biogeography of Diospyros (Ebenaceae)
in the western Indian Ocean. Botanical Journal of the Linnean Society, 2019, 190, 359-373. 0.8 14

16692 First record of Laminaria ochroleuca Bachelot de la Pylaie in Ireland in BÃ©al an Mhuirthead, county
Mayo. Marine Biodiversity Records, 2019, 12, . 1.2 16

16693 Mobilome of Brevibacterium aurantiacum Sheds Light on Its Genetic Diversity and Its Adaptation to
Smear-Ripened Cheeses. Frontiers in Microbiology, 2019, 10, 1270. 1.5 12

16694 Speciation, gene flow, and seasonal migration in Catharus thrushes (Aves:Turdidae). Molecular
Phylogenetics and Evolution, 2019, 139, 106564. 1.2 21

16695 Efflux Pumps in <i>Chromobacterium</i> Species Increase Antibiotic Resistance and Promote Survival
in a Coculture Competition Model. Applied and Environmental Microbiology, 2019, 85, . 1.4 16

16696 CAGI5: Objective performance assessments of predictions based on the Evolutionary Action equation.
Human Mutation, 2019, 40, 1436-1454. 1.1 26

16697 Nuclear loci developed from multiple transcriptomes yield high resolution in phylogeny of scaly tree
ferns (Cyatheaceae) from China and Vietnam. Molecular Phylogenetics and Evolution, 2019, 139, 106567. 1.2 13

16698 Structure of S-layer protein Sap reveals a mechanism for therapeutic intervention in anthrax. Nature
Microbiology, 2019, 4, 1805-1814. 5.9 23

16699 First mitochondrial genomes of five hoverfly species of the genus <i>Eristalinu</i>s (Diptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Syrphidae). Genome, 2019, 62, 677-687.0.9 11

16700 Diversity of transducer-like proteins (Tlps) in Campylobacter. PLoS ONE, 2019, 14, e0214228. 1.1 3

16701 Long-Term Circulation of Atypical Porcine Pestivirus (APPV) within Switzerland. Viruses, 2019, 11, 653. 1.5 24

16702 AVPR1b variation and the emergence of adaptive phenotypes in Platyrrhini primates. American Journal
of Primatology, 2019, 81, e23028. 0.8 13

16703 Phylogenetic Methods to Study Light Signaling. Methods in Molecular Biology, 2019, 2026, 265-276. 0.4 0



926

Citation Report

# Article IF Citations

16704

Genome-based reclassification of Bacillus plakortidis Borchert et al. 2007 and Bacillus lehensis Ghosh
et al. 2007 as a later heterotypic synonym of Bacillus oshimensis Yumoto et al. 2005; Bacillus
rhizosphaerae Madhaiyan et al. 2011 as a later heterotypic synonym of Bacillus clausii Nielsen et al.
1995. Antonie Van Leeuwenhoek, 2019, 112, 1725-1730.

0.7 25

16705 Acetobacter sacchari sp. nov., for a plant growth-promoting acetic acid bacterium isolated in Vietnam.
Annals of Microbiology, 2019, 69, 1155-1163. 1.1 11

16706 Almond (<i>Prunus dulcis</i>) Allergen Pru du 8, the First Member of a New Family of Food Allergens.
Journal of Agricultural and Food Chemistry, 2019, 67, 8626-8631. 2.4 15

16707 Statistical compression of protein sequences and inference of marginal probability landscapes over
competing alignments using finite state models and Dirichlet priors. Bioinformatics, 2019, 35, i360-i369. 1.8 6

16708 Jumping through the hoops: the challenges of daffodil (Narcissus) classification. Botanical Journal
of the Linnean Society, 2019, 190, 389-404. 0.8 3

16709 An Anomalous Phylogenetic Position for Deraiotrema platacis Machida, 1982 (Lepocreadiidae) from
Platax pinnatus on the Great Barrier Reef. Diversity, 2019, 11, 104. 0.7 5

16710 An Evolutionary Perspective of Dopachrome Tautomerase Enzymes in Metazoans. Genes, 2019, 10, 495. 1.0 6

16711 Bacillus Phage vB_BtS_B83 Previously Designated as a Plasmid May Represent a New Siphoviridae
Genus. Viruses, 2019, 11, 624. 1.5 14

16712 Fern gametophytes of Angiopteris lygodiifolia and Osmunda japonica harbor diverse Mucoromycotina
fungi. Journal of Plant Research, 2019, 132, 581-588. 1.2 10

16713 Biochemical characterization and thermodynamic study of Î²-mannanase from Enterobacter asburiae.
Biocatalysis and Agricultural Biotechnology, 2019, 20, 101211. 1.5 5

16714 Leeches from Mexico City, remnants of the ancient lake. Mitochondrial DNA Part A: DNA Mapping,
Sequencing, and Analysis, 2019, 30, 632-642. 0.7 3

16715 The Piranha Genome Provides Molecular Insight Associated to Its Unique Feeding Behavior. Genome
Biology and Evolution, 2019, 11, 2099-2106. 1.1 17

16716 Characterisation of a niche-specific excretoryâ€“secretory peroxiredoxin from the parasitic nematode
Teladorsagia circumcincta. Parasites and Vectors, 2019, 12, 339. 1.0 6

16717 A Modified mRNA Vaccine Targeting Immunodominant NS Epitopes Protects Against Dengue Virus
Infection in HLA Class I Transgenic Mice. Frontiers in Immunology, 2019, 10, 1424. 2.2 59

16718 Spread of Highly Pathogenic Avian Influenza (HPAI) H5N5 Viruses in Europe in 2016â€“2017 Appears Related
to the Timing of Reassortment Events. Viruses, 2019, 11, 501. 1.5 14

16719 Pangloss: A Tool for Pan-Genome Analysis of Microbial Eukaryotes. Genes, 2019, 10, 521. 1.0 14

16720 Phylogenetic and morphometric analysis of <i>Plantago</i> section <i>Coronopus</i>
(Plantaginaceae). Taxon, 2019, 68, 315-339. 0.4 8

16721 Evolution in action: habitat transition from sediment to the pelagial leads to genome streamlining in
Methylophilaceae. ISME Journal, 2019, 13, 2764-2777. 4.4 81



927

Citation Report

# Article IF Citations

16722
Extensive Cryptic Diversity Within the Physalaemus cuvieriâ€“Physalaemus ephippifer Species Complex
(Amphibia, Anura) Revealed by Cytogenetic, Mitochondrial, and Genomic Markers. Frontiers in
Genetics, 2019, 10, 719.

1.1 9

16723 Origin and evolution of the major histocompatibility complex class I region in eutherian mammals.
Ecology and Evolution, 2019, 9, 7861-7874. 0.8 21

16724
Quaternary climate change and habitat preference shaped the genetic differentiation and
phylogeography of Rhodiola sect. Prainia in the southern Qinghaiâ€“Tibetan Plateau. Ecology and
Evolution, 2019, 9, 8305-8319.

0.8 7

16725 Biophysical characterization and molecular phylogeny of human KIN protein. European Biophysics
Journal, 2019, 48, 645-657. 1.2 5

16726
The archaeal LDH-like malate dehydrogenase from Ignicoccus islandicus displays dual substrate
recognition, hidden allostery and a non-canonical tetrameric oligomeric organization. Journal of
Structural Biology, 2019, 208, 7-17.

1.3 13

16727 Survey of <i>Hepatocystis</i> parasites of fruit bats in the Amurum forest reserve, Nigeria, identifies
first host record for <i>Rousettus aegyptiacus</i>. Parasitology, 2019, 146, 1550-1554. 0.7 5

16728 Musa balbisiana genome reveals subgenome evolution and functional divergence. Nature Plants, 2019,
5, 810-821. 4.7 132

16729 Methane-fuelled biofilms predominantly composed of methanotrophic ANME-1 in Arctic gas
hydrate-related sediments. Scientific Reports, 2019, 9, 9725. 1.6 33

16730 Mimosa caesalpiniifolia Benth. adapts to rhizobia populations with differential taxonomy and
symbiotic effectiveness outside of its location of origin. FEMS Microbiology Ecology, 2019, 95, . 1.3 7

16731 Evolution of Phototransduction Genes in Lepidoptera. Genome Biology and Evolution, 2019, 11,
2107-2124. 1.1 32

16732 Genomic Comparison of Lactobacillus helveticus Strains Highlights Probiotic Potential. Frontiers in
Microbiology, 2019, 10, 1380. 1.5 50

16733 Integrative analysis reveals evolutionary patterns and potential functions of SWEET transporters in
Euphorbiaceae. International Journal of Biological Macromolecules, 2019, 139, 1-11. 3.6 29

16734 De novo genome assembly of the endangered Acer yangbiense, a plant species with extremely small
populations endemic to Yunnan Province, China. GigaScience, 2019, 8, . 3.3 42

16735 Meta-Omics Reveals Genetic Flexibility of Diatom Nitrogen Transporters in Response to Environmental
Changes. Molecular Biology and Evolution, 2019, 36, 2522-2535. 3.5 23

16736
Taxonomic reassessment and redescription of Okenia polycerelloides (Ortea &amp; Bouchet, 1983)
(Nudibranchia: Goniodorididae) based on morphological and molecular data. Marine Biodiversity,
2019, 49, 2351-2368.

0.3 5

16737 Global Analysis of Intercellular Homeodomain Protein Transfer. Cell Reports, 2019, 28, 712-722.e3. 2.9 28

16738 Global distribution of mating types shows limited opportunities for mating across populations of
fungi causing boxwood blight disease. Fungal Genetics and Biology, 2019, 131, 103246. 0.9 16

16739
A molecular phylogeny of the Indo-West Pacific species of Haloa sensu lato gastropods
(Cephalaspidea: Haminoeidae): Tethyan vicariance, generic diversity, and ecological specialization.
Molecular Phylogenetics and Evolution, 2019, 139, 106557.

1.2 19



928

Citation Report

# Article IF Citations

16740 An integrative study of <i>Sakia sisanganensis</i> n. sp. (Rhabditida: Tylenchidae) from Sisangan forest,
Iran, and new morphological observations for the genus. Forest Pathology, 2019, 49, e12536. 0.5 6

16741 CATACOMB: An endogenous inducible gene that antagonizes H3K27 methylation activity of Polycomb
repressive complex 2 via an H3K27M-like mechanism. Science Advances, 2019, 5, eaax2887. 4.7 86

16742 Evolutionary Implications of Anoxygenic Phototrophy in the Bacterial Phylum Candidatus
Eremiobacterota (WPS-2). Frontiers in Microbiology, 2019, 10, 1658. 1.5 88

16743
What can transcriptomics reveal about the phylogenetic/structural conservation, tissue
localization, and possible functions of CNMamide peptides in decapod crustaceans?. General and
Comparative Endocrinology, 2019, 282, 113217.

0.8 6

16744 Global phylogeography and ancient evolution of the widespread human gut virus crAssphage. Nature
Microbiology, 2019, 4, 1727-1736. 5.9 184

16745 Resurrection of efficient Precambrian endoglucanases for lignocellulosic biomass hydrolysis.
Communications Chemistry, 2019, 2, . 2.0 21

16746 The Ca-loop in thymidylate kinase is critical for growth and contributes to pyrimidine drug sensitivity
of Candida albicans. Journal of Biological Chemistry, 2019, 294, 10686-10697. 1.6 9

16747
From seven to three: Integrative species delimitation supports major reduction in species number in
<i>Rhodiola</i> section <i>Trifida</i> (Crassulaceae) on the Qinghaiâ€•Tibetan Plateau. Taxon, 2019, 68,
268-279.

0.4 18

16748
Characterisation of infectious Ebola virus from the ongoing outbreak to guide response activities in
the Democratic Republic of the Congo: a phylogenetic and in vitro analysis. Lancet Infectious Diseases,
The, 2019, 19, 1023-1032.

4.6 48

16749 Maize Carbohydrate Partitioning Defective33 Encodes an MCTP Protein and Functions in Sucrose
Export from Leaves. Molecular Plant, 2019, 12, 1278-1293. 3.9 26

16750 The functional convergence of antibiotic resistance in Î²â€•lactamases is not conferred by a simple
convergent substitution of amino acid. Evolutionary Applications, 2019, 12, 1812-1822. 1.5 2

16751 Diversifying Evolution of the Ubiquitin-26S Proteasome System in Brassicaceae and Poaceae.
International Journal of Molecular Sciences, 2019, 20, 3226. 1.8 13

16752 A new species of terrestrial frog Pristimantis (Strabomantidae) from the upper basin of the Pastaza
River, Ecuador. ZooKeys, 2019, 832, 113-133. 0.5 14

16753
Extensively Drug-Resistant Pseudomonas aeruginosa ST309 Harboring Tandem Guiana Extended
Spectrum Î²-Lactamase Enzymes: A Newly Emerging Threat in the United States. Open Forum Infectious
Diseases, 2019, 6, ofz273.

0.4 36

16754
Boomeranging around Australia: Historical biogeography and population genomics of the
antiâ€•equatorial fish Microcanthus strigatus (Teleostei: Microcanthidae). Molecular Ecology, 2019, 28,
3771-3785.

2.0 17

16755 Helitron distribution in Brassicaceae and whole Genome Helitron density as a character for
distinguishing plant species. BMC Bioinformatics, 2019, 20, 354. 1.2 30

16756 First detection and molecular identification of the zoonotic Anaplasma capra in deer in France. PLoS
ONE, 2019, 14, e0219184. 1.1 32

16757 Phosphorus Mobilizing Enzymes of Alnus-Associated Ectomycorrhizal Fungi in an Alaskan Boreal
Floodplain. Forests, 2019, 10, 554. 0.9 19



929

Citation Report

# Article IF Citations

16758 Crystal Structure of the Japanese Encephalitis Virus Capsid Protein. Viruses, 2019, 11, 623. 1.5 32

16759 Recognizing two new<i>Hippolyte</i>species (Decapoda, Caridea, Hippolytidae) from the South China
Sea based on integrative taxonomy. PeerJ, 2019, 7, e6605. 0.9 4

16760 Comparative transcriptomics reveals the selection patterns of domesticated ramie. Ecology and
Evolution, 2019, 9, 7057-7068. 0.8 3

16761 Coast to coast: High genomic connectivity in North American scoters. Ecology and Evolution, 2019, 9,
7246-7261. 0.8 10

16762 Loss of a chloroplast encoded function could influence species range in kelp. Ecology and Evolution,
2019, 9, 8759-8770. 0.8 5

16763 Genome sequence of Isaria javanica and comparative genome analysis insights into family S53 peptidase
evolution in fungal entomopathogens. Applied Microbiology and Biotechnology, 2019, 103, 7111-7128. 1.7 14

16764
Phylogenetic analysis reveals key residues in substrate hydrolysis in the isomaltase domain of
sucrase-isomaltase and its role in starch digestion. Biochimica Et Biophysica Acta - General Subjects,
2019, 1863, 1410-1416.

1.1 5

16765 Evolution-Driven Attenuation of Alphaviruses Highlights Key Glycoprotein Determinants Regulating
Viral Infectivity and Dissemination. Cell Reports, 2019, 28, 460-471.e5. 2.9 20

16766 Protein engineering of carotenoid cleavage dioxygenases to optimize Î²-ionone biosynthesis in yeast cell
factories. Food Chemistry, 2019, 299, 125089. 4.2 34

16767 HiCrome Bacillus agar for presumptive identification of Bacillus and related species isolated from
honey samples. International Journal of Food Microbiology, 2019, 305, 108245. 2.1 10

16768
Nuclear and mitochondrial marker sequences reveal close relationship between Coronocyclus
coronatus and a potential Cylicostephanus calicatus cryptic species complex. Infection, Genetics and
Evolution, 2019, 75, 103956.

1.0 8

16769 Hybridization preceded radiation in diploid wheats. Molecular Phylogenetics and Evolution, 2019, 139,
106554. 1.2 21

16770 Identification and characterization of a LuxI/R-type quorum sensing system in Pseudoalteromonas.
Research in Microbiology, 2019, 170, 243-255. 1.0 19

16771 Alternative splicing regulates stochastic NLRP3 activity. Nature Communications, 2019, 10, 3238. 5.8 44

16772 Evolution and diversity of alpha-carbonic anhydrases in the mantle of the Mediterranean mussel
(Mytilus galloprovincialis). Scientific Reports, 2019, 9, 10400. 1.6 21

16773 QuanTest2: benchmarking multiple sequence alignments using secondary structure prediction.
Bioinformatics, 2020, 36, 90-95. 1.8 14

16774
Global classification and evolution of brushlegged mayflies (Insecta: Ephemeroptera: Oligoneuriidae):
phylogenetic analyses of morphological and molecular data and dated historical biogeography.
Zoological Journal of the Linnean Society, 2019, 187, 378-412.

1.0 4

16775 Shewanella decolorationis LDS1 Chromate Resistance. Applied and Environmental Microbiology, 2019,
85, . 1.4 13



930

Citation Report

# Article IF Citations

16776 Lacking catalase, a protistan parasite draws on its photosynthetic ancestry to complete an
antioxidant repertoire with ascorbate peroxidase. BMC Evolutionary Biology, 2019, 19, 146. 3.2 9

16777 Discovery and characterization of the evolution, variation and functions of diversity-generating
retroelements using thousands of genomes and metagenomes. BMC Genomics, 2019, 20, 595. 1.2 14

16778
Taxonomic features and comparisons of the gut microbiome from two edible fungus-farming termites
(Macrotermes falciger; M. natalensis) harvested in the Vhembe district of Limpopo, South Africa. BMC
Microbiology, 2019, 19, 164.

1.3 17

16779 Microbial life cycles link global modularity in regulation to mosaic evolution. Nature Ecology and
Evolution, 2019, 3, 1184-1196. 3.4 18

16780 Spatial metagenomic characterization of microbial biogeography in the gut. Nature Biotechnology,
2019, 37, 877-883. 9.4 103

16781 Per-sample immunoglobulin germline inference from B cell receptor deep sequencing data. PLoS
Computational Biology, 2019, 15, e1007133. 1.5 51

16782 Insights into the mechanism(s) of digestion of crystalline cellulose by plant class C GH9
endoglucanases. Journal of Molecular Modeling, 2019, 25, 240. 0.8 5

16783 Evolution of S100A3 and PAD3, two important genes for mammalian hair. Gene, 2019, 713, 143975. 1.0 6

16784 Temperature and insulin signaling regulate body size in Hydra by the Wnt and TGF-beta pathways.
Nature Communications, 2019, 10, 3257. 5.8 27

16785 Odors from phylogenetically-distant plants to Brassicaceae repel an herbivorous Brassica specialist.
Scientific Reports, 2019, 9, 10621. 1.6 11

16786 Genome and transcriptome evolve separately in recently hybridized Trichosporon fungi.
Communications Biology, 2019, 2, 263. 2.0 9

16787 Phylogeny, divergence times and species delimitation of Tonicia (Polyplacophora: Chitonidae) from the
eastern Pacific Ocean. Zoological Journal of the Linnean Society, 2019, 186, 915-933. 1.0 9

16788 Salinity drives meiofaunal community structure dynamics across the Baltic ecosystem. Molecular
Ecology, 2019, 28, 3813-3829. 2.0 31

16789 Environmental heterogeneity and not vicariant biogeographic barriers generate communityâ€•wide
population structure in desertâ€•adapted snakes. Molecular Ecology, 2019, 28, 4535-4548. 2.0 49

16790 The lichen symbiosis re-viewed through the genomes of Cladonia grayi and its algal partner
Asterochloris glomerata. BMC Genomics, 2019, 20, 605. 1.2 98

16791 N-terminal Î²-strand underpins biochemical specialization of an ATG8 isoform. PLoS Biology, 2019, 17,
e3000373. 2.6 47

16792
Transcriptomic Analysis of Two Thioalkalivibrio Species Under Arsenite Stress Revealed a Potential
Candidate Gene for an Alternative Arsenite Oxidation Pathway. Frontiers in Microbiology, 2019, 10,
1514.

1.5 9

16793 Molecular mechanisms of the protein-protein interactionâ€“regulated binding specificity of
basic-region leucine zipper transcription factors. Journal of Molecular Modeling, 2019, 25, 246. 0.8 6



931

Citation Report

# Article IF Citations

16794 Multiâ€•individual microsatellite identification: A multiple genome approach to microsatellite design
(MiMi). Molecular Ecology Resources, 2019, 19, 1672-1680. 2.2 13

16795 Insights Into the Microbiology of the Chaotropic Brines of Salar de Atacama, Chile. Frontiers in
Microbiology, 2019, 10, 1611. 1.5 13

16796 Systematic Detection of Amino Acid Substitutions in Proteomes Reveals Mechanistic Basis of Ribosome
Errors and Selection for Translation Fidelity. Molecular Cell, 2019, 75, 427-441.e5. 4.5 84

16797 Modeling the binding of diverse ligands within the Ah receptor ligand binding domain. Scientific
Reports, 2019, 9, 10693. 1.6 64

16798 Pseudomonas aeruginosa populations in the cystic fibrosis lung lose susceptibility to newly applied
Î²-lactams within 3 days. Journal of Antimicrobial Chemotherapy, 2019, 74, 2916-2925. 1.3 17

16799 Chromosomeâ€•level reference genome of X12, a highly virulent race of the soybean cyst nematode
Heterodera glycines. Molecular Ecology Resources, 2019, 19, 1637-1646. 2.2 19

16800 The Landscape of SNCA Transcripts Across Synucleinopathies: New Insights From Long Reads
Sequencing Analysis. Frontiers in Genetics, 2019, 10, 584. 1.1 15

16801 Detection of new vitiviruses infecting grapevine in California. Archives of Virology, 2019, 164,
2573-2580. 0.9 23

16802 Comparative analysis of glyoxalase pathway genes in Erianthus arundinaceus and commercial
sugarcane hybrid under salinity and drought conditions. BMC Genomics, 2019, 19, 986. 1.2 34

16803 Fusarium incarnatum-equiseti species complex associated with Brazilian rice: Phylogeny, morphology
and toxigenic potential. International Journal of Food Microbiology, 2019, 306, 108267. 2.1 36

16804
Phylogeny of Neotropical Sicarius sand spiders suggests frequent transitions from deserts to dry
forests despite antique, broad-scale niche conservatism. Molecular Phylogenetics and Evolution,
2019, 140, 106569.

1.2 14

16805 Comparative Genomics Analysis in Grass Species Reveals Two Distinct Evolutionary Strategies Adopted
by R Genes. Scientific Reports, 2019, 9, 10735. 1.6 1

16806 Two New Corticolous Buellioid Species from South Korea. Mycobiology, 2019, 47, 143-153. 0.6 1

16807 Faster speciation of figâ€•wasps than their host figs leads to decoupled speciation dynamics: Snapshots
across the speciation continuum. Molecular Ecology, 2019, 28, 3958-3976. 2.0 14

16808 Identification of Dephospho-Coenzyme A (Dephospho-CoA) Kinase in Thermococcus kodakarensis and
Elucidation of the Entire CoA Biosynthesis Pathway in Archaea. MBio, 2019, 10, . 1.8 11

16809 A-to-I editing of Malacoherpesviridae RNAs supports the antiviral role of ADAR1 in mollusks. BMC
Evolutionary Biology, 2019, 19, 149. 3.2 20

16810 Pseudomonas Cyclic Lipopeptides Suppress the Rice Blast Fungus Magnaporthe oryzae by Induced
Resistance and Direct Antagonism. Frontiers in Plant Science, 2019, 10, 901. 1.7 50

16811 The carbonic anhydrase of Clostridium autoethanogenum represents a new subclass of Î²-carbonic
anhydrases. Applied Microbiology and Biotechnology, 2019, 103, 7275-7286. 1.7 11



932

Citation Report

# Article IF Citations

16812 Short- and Long-Term Effects of UVA on Arabidopsis Are Mediated by a Novel cGMP Phosphodiesterase.
Current Biology, 2019, 29, 2580-2585.e4. 1.8 23

16813 Phylogeographic and genetic characterization of porcine circovirus type 2 in Taiwan from 2001â€“2017.
Scientific Reports, 2019, 9, 10782. 1.6 23

16814 Mycoheterotrophic Epirixanthes (Polygalaceae) has a typical angiosperm mitogenome but unorthodox
plastid genomes. Annals of Botany, 2019, 124, 791-807. 1.4 14

16815
Simultaneous TE Analysis of 19 Heliconiine Butterflies Yields Novel Insights into Rapid TE-Based
Genome Diversification and Multiple SINE Births and Deaths. Genome Biology and Evolution, 2019, 11,
2162-2177.

1.1 23

16816
Synergetic effect of non-complementary 5â€™ AT-rich sequences on the development of a multiplex
TaqMan real-time PCR for specific and robust detection of Clavibacter michiganensis and C.
michiganensis subsp. nebraskensis. PLoS ONE, 2019, 14, e0218530.

1.1 12

16817 Two FtsH Proteases Contribute to Fitness and Adaptation of Pseudomonas aeruginosa Clone C
Strains. Frontiers in Microbiology, 2019, 10, 1372. 1.5 22

16818 Genomic Identification and Expression Analysis of the Cathelicidin Gene Family of the Forest Musk
Deer. Animals, 2019, 9, 481. 1.0 11

16819 Viral Long-Term Evolutionary Strategies Favor Stability over Proliferation. Viruses, 2019, 11, 677. 1.5 4

16820
Inter- and intra-lineage genetic diversity of wild-type Zika viruses reveals both common and distinctive
nucleotide variants and clusters of genomic diversity. Emerging Microbes and Infections, 2019, 8,
1126-1138.

3.0 20

16821
From Root to Tips: Sporulation Evolution and Specialization in <i>Bacillus subtilis</i> and the
Intestinal Pathogen <i>Clostridioides difficile</i>. Molecular Biology and Evolution, 2019, 36,
2714-2736.

3.5 29

16822 Differentiations in Gene Content and Expression Response to Virulence Induction Between Two
Agrobacterium Strains. Frontiers in Microbiology, 2019, 10, 1554. 1.5 25

16823 Contrasting responses of diazotrophic specialists, opportunists, and generalists to steppe types in
Inner Mongolia. Catena, 2019, 182, 104168. 2.2 8

16824 Using picoeukaryote communities to indicate the spatial heterogeneity of the Nordic Seas. Ecological
Indicators, 2019, 107, 105582. 2.6 12

16825
Updating Ceramium (Rhodophyta, Ceramiales) biodiversity in the North Adriatic Sea (Mediterranean):
Ceramium rothianum sp. nov. and rediscovery of three forgotten species. European Journal of
Phycology, 2019, 54, 571-584.

0.9 3

16826 Dynamic Metabolic Rewiring Enables Efficient Acetyl Coenzyme A Assimilation in Paracoccus
denitrificans. MBio, 2019, 10, . 1.8 11

16827 Identification and molecular epidemiology of methicillin resistant Staphylococcus pseudintermedius
strains isolated from canine clinical samples in Argentina. BMC Veterinary Research, 2019, 15, 264. 0.7 25

16828 Genome sequencing and comparison of five Tilletia species to identify candidate genes for the
detection of regulated species infecting wheat. IMA Fungus, 2019, 10, 11. 1.7 21

16829 Assessing Anthocyanin Biosynthesis in Solanaceae as a Model Pathway for Secondary Metabolism.
Genes, 2019, 10, 559. 1.0 14



933

Citation Report

# Article IF Citations

16830
Identification of Factors Linked to Higher Water-Deficit Stress Tolerance in Amaranthus
hypochondriacus Compared to Other Grain Amaranths and A. hybridus, Their Shared Ancestor. Plants,
2019, 8, 239.

1.6 14

16831 Characterization of Cyanophages in Lake Erie: Interaction Mechanisms and Structural Damage of Toxic
Cyanobacteria. Toxins, 2019, 11, 444. 1.5 15

16832 Island biogeography of the Macaronesian Gesnouinia and Mediterranean Soleirolia (Parietarieae,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (Urticaceae) with implications for the evolution of insular woodiness. Taxon, 2019, 68, 537-556.0.4 8

16833 Identification of Suitable Locus for Specific Detection of Biological Adulterants of Saffron. Food
Analytical Methods, 2019, 12, 2509-2517. 1.3 7

16834 Adaptive Changes in Hemoglobin Function in High-Altitude Tibetan Canids Were Derived via Gene
Conversion and Introgression. Molecular Biology and Evolution, 2019, 36, 2227-2237. 3.5 30

16835 Strengths and potential pitfalls of hay transfer for ecological restoration revealed by RADâ€•seq
analysis in floodplain <i>Arabis</i> species. Molecular Ecology, 2019, 28, 3887-3901. 2.0 14

16836 Microbial Similarity between Students in a Common Dormitory Environment Reveals the Forensic
Potential of Individual Microbial Signatures. MBio, 2019, 10, . 1.8 31

16837 Analysis of the African Swine Fever Virus Immunomodulatory Proteins. Molecular Genetics,
Microbiology and Virology, 2019, 34, 42-49. 0.0 2

16838 Symbiosis, Selection, and Novelty: Freshwater Adaptation in the Unique Sponges of Lake Baikal.
Molecular Biology and Evolution, 2019, 36, 2462-2480. 3.5 22

16839 Genomic signatures of sympatric speciation with historical and contemporary gene flow in a tropical
anthozoan (Hexacorallia: Actiniaria). Molecular Ecology, 2019, 28, 3572-3586. 2.0 18

16840 Diversity and distribution of type A influenza viruses: an updated panorama analysis based on protein
sequences. Virology Journal, 2019, 16, 85. 1.4 28

16841 Plastid genome evolution in tribe Desmodieae (Fabaceae: Papilionoideae). PLoS ONE, 2019, 14, e0218743. 1.1 23

16842 Tree shapeâ€•based approaches for the comparative study of cophylogeny. Ecology and Evolution, 2019, 9,
6756-6771. 0.8 14

16843 Annabella australiensis gen. & sp. nov. (Helotiales, Cordieritidaceae) from South Australian
mangroves. Mycological Progress, 2019, 18, 973-981. 0.5 11

16844 Trichinella pseudospiralis in a wolverine (Gulo gulo) from the Canadian North. International Journal
for Parasitology: Parasites and Wildlife, 2019, 9, 274-280. 0.6 16

16845 A preliminary examination of bacterial, archaeal, and fungal communities inhabiting different
rhizocompartments of tomato plants under real-world environments. Scientific Reports, 2019, 9, 9300. 1.6 91

16846 Direct observation of intermediates in the SufS cysteine desulfurase reaction reveals functional
roles of conserved active-site residues. Journal of Biological Chemistry, 2019, 294, 12444-12458. 1.6 21

16847 Serotype and Genotype (Multilocus Sequence Type) of Streptococcus suis Isolates from the United
States Serve as Predictors of Pathotype. Journal of Clinical Microbiology, 2019, 57, . 1.8 48



934

Citation Report

# Article IF Citations

16848 Crystal structure of jumping spider rhodopsin-1 as a light sensitive GPCR. Proceedings of the National
Academy of Sciences of the United States of America, 2019, 116, 14547-14556. 3.3 48

16849 Wholeâ€•genome sequencing reveals <i>Listeria monocytogenes</i> diversity and allows identification
of longâ€•term persistent strains in Brazil. Environmental Microbiology, 2019, 21, 4478-4487. 1.8 30

16850 Mitogenome data of Nycticebus coucang insularis Robinson, 1917 (Primate: Lorisidae). Data in Brief,
2019, 25, 104058. 0.5 2

16851 Site-specific cleavage of bacterial MucD by secreted proteases mediates antibacterial resistance in
Arabidopsis. Nature Communications, 2019, 10, 2853. 5.8 35

16852 Pseudomolecule-level assembly of the Chinese oil tree yellowhorn (Xanthoceras sorbifolium)
genome. GigaScience, 2019, 8, . 3.3 47

16853 A Global Survey of Mycobacterial Diversity in Soil. Applied and Environmental Microbiology, 2019, 85, . 1.4 46

16854 Frequency of Hepatitis B Virus Resistance Mutations in Women Using Tenofovir Gel as Pre-Exposure
Prophylaxis. Viruses, 2019, 11, 569. 1.5 2

16855
Heavy and light chain homologs of ferritin are essential for blood-feeding and egg production of the
ectoparasitic copepod Lepeophtheirus salmonis. Molecular and Biochemical Parasitology, 2019, 232,
111197.

0.5 11

16856 Genetic diversity of Borrelia garinii from Ixodes uriae collected in seabird colonies of the
northwestern Atlantic Ocean. Ticks and Tick-borne Diseases, 2019, 10, 101255. 1.1 12

16857 Cyanobacteria and cyanophage contributions to carbon and nitrogen cycling in an oligotrophic
oxygen-deficient zone. ISME Journal, 2019, 13, 2714-2726. 4.4 52

16858 A hybrid algorithm for identifying partially conserved regions in multiple sequence alignment.
International Journal of Computers and Applications, 0, , 1-8. 0.8 0

16859 Transcriptional profiling of spiny lobster metamorphosis reveals three new additions to the nuclear
receptor superfamily. BMC Genomics, 2019, 20, 531. 1.2 11

16860 Amplification of miniature inverted-repeat transposable elements and the associated impact on gene
regulation and alternative splicing in mulberry (Morus notabilis). Mobile DNA, 2019, 10, 27. 1.3 14

16861 Comparative Genomic Analysis Reveals Novel Microcompartment-Associated Metabolic Pathways in the
Human Gut Microbiome. Frontiers in Genetics, 2019, 10, 636. 1.1 22

16862 Whole Genome Sequencing of the Blue Tilapia (Oreochromis aureus) Provides a Valuable Genetic
Resource for Biomedical Research on Tilapias. Marine Drugs, 2019, 17, 386. 2.2 22

16863 Fitness and evolution of insecticide resistance associated with gut symbionts in
metaflumizone-resistant Plutella xylostella. Crop Protection, 2019, 124, 104869. 1.0 12

16864 Genome Sequences Provide Insights into the Reticulate Origin and Unique Traits of Woody Bamboos.
Molecular Plant, 2019, 12, 1353-1365. 3.9 116

16865 Implications of a Dating Analysis of Hippoboscoidea (Diptera) for the Origins of Phoresis in Feather
Lice (Psocodea: Phthiraptera: Philopteridae). Insect Systematics and Diversity, 2019, 3, . 0.7 7



935

Citation Report

# Article IF Citations

16866 Ancient Hybridization and Adaptive Introgression of an Invadolysin Gene in Schistosome Parasites.
Molecular Biology and Evolution, 2019, 36, 2127-2142. 3.5 56

16867 OMA standalone: orthology inference among public and custom genomes and transcriptomes. Genome
Research, 2019, 29, 1152-1163. 2.4 111

16868 Calicivirus RNA-Dependent RNA Polymerases: Evolution, Structure, Protein Dynamics, and Function.
Frontiers in Microbiology, 2019, 10, 1280. 1.5 32

16869 Cercis: A Non-polyploid Genomic Relic Within the Generally Polyploid Legume Family. Frontiers in
Plant Science, 2019, 10, 345. 1.7 25

16870 Improved detection of influenza A virus from blueâ€•winged teals by sequencing directly from swab
material. Ecology and Evolution, 2019, 9, 6534-6546. 0.8 18

16871
The <scp>l</scp>-Thr Kinase/<scp>l</scp>-Thr-Phosphate Decarboxylase (CobD) Enzyme from
<i>Methanosarcina mazei</i> GÃ¶1 Contains Metallocenters Needed for Optimal Activity. Biochemistry,
2019, 58, 3260-3279.

1.2 3

16872 A stigmatic gene confers interspecies incompatibility in the Brassicaceae. Nature Plants, 2019, 5, 731-741. 4.7 37

16873 Haplotype and ribotype diversity of <i>Saxifraga cuneifolia s. l.</i> (Saxifragaceae). Systematics and
Biodiversity, 2019, 17, 402-411. 0.5 0

16874 Complete mitochondrial genome of the Blotched snake, Elaphe sauromates (Pallas, 1814).
Mitochondrial DNA Part B: Resources, 2019, 4, 468-469. 0.2 2

16875 Single-base mapping of m <sup>6</sup> A by an antibody-independent method. Science Advances, 2019, 5,
eaax0250. 4.7 270

16876 Single Cell Genomics-Based Analysis of Gene Content and Expression of Prophages in a Diffuse-Flow
Deep-Sea Hydrothermal System. Frontiers in Microbiology, 2019, 10, 1262. 1.5 14

16877
Genome-Wide Identification and Expression Profiling of the Polygalacturonase (PG) and Pectin
Methylesterase (PME) Genes in Grapevine (Vitis vinifera L.). International Journal of Molecular
Sciences, 2019, 20, 3180.

1.8 37

16878 Relaxed Selection Limits Lifespan by Increasing Mutation Load. Cell, 2019, 178, 385-399.e20. 13.5 94

16879 Changes throughout a Genetic Network Mask the Contribution of Hox Gene Evolution. Current
Biology, 2019, 29, 2157-2166.e6. 1.8 33

16880 Diagnosis of mitogenome for robust phylogeny: A case of Cypriniformes fish group. Gene, 2019, 713,
143967. 1.0 9

16881
A surrogate structural platform informed by ancestral reconstruction and resurrection of a
putative carbohydrate binding module hybrid illuminates the neofunctionalization of a pectate lyase.
Journal of Structural Biology, 2019, 207, 279-286.

1.3 2

16882 A phylogenetic and biogeographic study of Rafflesia (Rafflesiaceae) in the Philippines: Limited dispersal
and high island endemism. Molecular Phylogenetics and Evolution, 2019, 139, 106555. 1.2 19

16883 Compensated pathogenic variants in coagulation factors VIII and IX present complex mapping between
molecular impact and hemophilia severity. Scientific Reports, 2019, 9, 9538. 1.6 3



936

Citation Report

# Article IF Citations

16884 The Interplay between Incipient Species and Social Polymorphism in the Desert Ant Cataglyphis.
Scientific Reports, 2019, 9, 9495. 1.6 11

16885 A proteotranscriptomic study of silk-producing glands from the orb-weaving spiders. Molecular
Omics, 2019, 15, 256-270. 1.4 8

16886 First record of the family Ameronothridae (Acari: Oribatida) from Japan â€“ new species, juvenile
morphology, ecology and biogeographic remarks. International Journal of Acarology, 2019, 45, 315-327. 0.3 7

16887 Perturbations of the ZED1 pseudokinase activate plant immunity. PLoS Pathogens, 2019, 15, e1007900. 2.1 43

16888 Using multilocus sequence analysis to distinguish pathogenic from saprotrophic strains of
Pseudomonas from stone fruit and kiwifruit. European Journal of Plant Pathology, 2019, 155, 643-658. 0.8 11

16889 Diversity and evolution of bacterial symbionts in the gut symbiotic organ of jewel stinkbugs
(Hemiptera: Scutelleridae). Applied Entomology and Zoology, 2019, 54, 359-367. 0.6 16

16890 Draft genome sequence of cauliflower (Brassica oleracea L. var. botrytis) provides new insights into
the C genome in Brassica species. Horticulture Research, 2019, 6, 82. 2.9 53

16891
Microbial communities in top- and subsoil of repacked soil columns respond differently to
amendments but their diversity is negatively correlated with plant productivity. Scientific Reports,
2019, 9, 8890.

1.6 27

16892 Mai1 Protein Acts Between Host Recognition of Pathogen Effectors and Mitogen-Activated Protein
Kinase Signaling. Molecular Plant-Microbe Interactions, 2019, 32, 1496-1507. 1.4 18

16893 Flooding-Associated Soft Rot of Sweetpotato Storage Roots Caused by Distinct <i>Clostridium</i>
Isolates. Plant Disease, 2019, 103, 3050-3056. 0.7 3

16894 Absolute Measurements of mRNA Translation in Caulobacter crescentus Reveal Important Fitness
Costs of Vitamin B <sub>12</sub> Scavenging. MSystems, 2019, 4, . 1.7 11

16895 First identification of porcine parvovirus 3 in a wild boar in Italy by viral metagenomics â€“ Short
communication. Acta Veterinaria Hungarica, 2019, 67, 135-139. 0.2 2

16896 Comparative genome analysis of the SPL gene family reveals novel evolutionary features in maize.
Genetics and Molecular Biology, 2019, 42, 380-394. 0.6 13

16897 Evolutionary Analysis of Unicellular Species in Chlamydomonadales Through Chloroplast Genome
Comparison With the Colonial Volvocine Algae. Frontiers in Microbiology, 2019, 10, 1351. 1.5 13

16898
Diversification of the gut fungi Smittium and allies (Harpellales) co-occurred with the origin of
complete metamorphosis of their symbiotic insect hosts (lower Diptera). Molecular Phylogenetics
and Evolution, 2019, 139, 106550.

1.2 8

16899 Diversity and evolution of chitin synthases in oomycetes (Straminipila: Oomycota). Molecular
Phylogenetics and Evolution, 2019, 139, 106558. 1.2 14

16900 Phylogenetic Techniques in Geomicrobiology. , 2019, , 360-404. 0

16901 Pancrustacean Evolution Illuminated by Taxon-Rich Genomic-Scale Data Sets with an Expanded
Remipede Sampling. Genome Biology and Evolution, 2019, 11, 2055-2070. 1.1 76



937

Citation Report

# Article IF Citations

16902 Whole-Genome Sequencing of the Giant Devil Catfish, Bagarius yarrelli. Genome Biology and
Evolution, 2019, 11, 2071-2077. 1.1 17

16903 SRAssembler: Selective Recursive local Assembly of homologous genomic regions. BMC
Bioinformatics, 2019, 20, 371. 1.2 8

16904 Divalent Cations and the Divergence of <i>Î²Î³</i>-Crystallin Function. Biochemistry, 2019, 58, 4505-4518. 1.2 15

16905 Ribosome collisions alter frameshifting at translational reprogramming motifs in bacterial mRNAs.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 21769-21779. 3.3 48

16906 Discovery of a functional, contracted heme-binding motif within a multiheme cytochrome. Journal of
Biological Chemistry, 2019, 294, 16953-16965. 1.6 24

16907 The Complete mitochondrial genome of <i>Marmota vancouverensis</i> (Vancouver Island Marmot).
Mitochondrial DNA Part B: Resources, 2019, 4, 3151-3152. 0.2 1

16908 Viral Satellites Exploit Phage Proteins to Escape Degradation of the Bacterial Host Chromosome. Cell
Host and Microbe, 2019, 26, 504-514.e4. 5.1 32

16909 Communication within East Antarctic Soil Bacteria. Applied and Environmental Microbiology, 2019, 86,
. 1.4 11

16910 Genomic analysis of the four ecologically distinct cactus host populations of Drosophila mojavensis.
BMC Genomics, 2019, 20, 732. 1.2 17

16911 Strategies for Success. Viral Infections and Membraneless Organelles. Frontiers in Cellular and
Infection Microbiology, 2019, 9, 336. 1.8 42

16912 Investigating Evolutionary Rate Variation in Bacteria. Journal of Molecular Evolution, 2019, 87, 317-326. 0.8 31

16913 Polyclad phylogeny persists to be problematic. Organisms Diversity and Evolution, 2019, 19, 585-608. 0.7 20

16914
The anatomy of an unstable node: a Levantine relict precipitates phylogenomic dissolution of
higher-level relationships of the armoured harvestmen (Arachnida: Opiliones: Laniatores).
Invertebrate Systematics, 2019, , .

0.5 12

16915
Genomeâ€•resolved metagenomics and metatranscriptomics reveal niche differentiation in functionally
redundant microbial communities at deepâ€•sea hydrothermal vents. Environmental Microbiology, 2019,
21, 4395-4410.

1.8 51

16916 Chromosomeâ€•level genome assembly of the razor clam <i>Sinonovacula constricta</i> (Lamarck, 1818).
Molecular Ecology Resources, 2019, 19, 1647-1658. 2.2 45

16917 Recent gene duplications dominate evolutionary dynamics of adaptor protein complex subunits in
embryophytes. Traffic, 2019, 20, 961-973. 1.3 10

16918
Introducing SPeDE: High-Throughput Dereplication and Accurate Determination of Microbial Diversity
from Matrix-Assisted Laser Desorptionâ€“Ionization Time of Flight Mass Spectrometry Data. MSystems,
2019, 4, .

1.7 53

16919 New Caledonian ultramafic conditions structure the features of <i>Curtobacterium citreum</i>
strains that play a role in plant adaptation. Canadian Journal of Microbiology, 2019, 65, 880-894. 0.8 7



938

Citation Report

# Article IF Citations

16920 Genomic Characterization of the Periwinkle Leaf Yellowing (PLY) Phytoplasmas in Taiwan. Frontiers in
Microbiology, 2019, 10, 2194. 1.5 27

16921 Systematic Identification and Analysis of Acinetobacter baumannii Type VI Secretion System Effector
and Immunity Components. Frontiers in Microbiology, 2019, 10, 2440. 1.5 32

16922 HoBi-like pestivirus infection in an outbreak of bovine respiratory disease. Research in Veterinary
Science, 2019, 126, 184-191. 0.9 13

16923 The chromosome-scale reference genome of black pepper provides insight into piperine biosynthesis.
Nature Communications, 2019, 10, 4702. 5.8 115

16924 Deciphering bacterial and fungal endophyte communities in leaves of two maple trees with green
islands. Scientific Reports, 2019, 9, 14183. 1.6 25

16925 Identification of Ixodid Tick-Specific Aquaporin-1 Potential Anti-tick Vaccine Epitopes: An in-silico
Analysis. Frontiers in Bioengineering and Biotechnology, 2019, 7, 236. 2.0 13

16926
An Overview of Genes From Cyberlindnera americana, a Symbiont Yeast Isolated From the Gut of the
Bark Beetle Dendroctonus rhizophagus (Curculionidae: Scolytinae), Involved in the Detoxification
Process Using Genome and Transcriptome Data. Frontiers in Microbiology, 2019, 10, 2180.

1.5 11

16927 The Nature of the HTLV-1 Provirus in Naturally Infected Individuals Analyzed by the Viral
DNA-Capture-Seq Approach. Cell Reports, 2019, 29, 724-735.e4. 2.9 46

16928 Knockdown of GhIQD31 and GhIQD32 increases drought and salt stress sensitivity in Gossypium
hirsutum. Plant Physiology and Biochemistry, 2019, 144, 166-177. 2.8 16

16929 A novel molecular mechanism to explain mutations of the HCV protease associated with resistance
against covalently bound inhibitors. Virus Research, 2019, 274, 197778. 1.1 9

16930 Rat H1 parvovirus infection leads to alterations in gut microbiota. Pathogens and Disease, 2019, 77, . 0.8 3

16931 Evolution and Unprecedented Variants of the Mitochondrial Genetic Code in a Lineage of Green Algae.
Genome Biology and Evolution, 2019, 11, 2992-3007. 1.1 17

16932 Sequence properties of certain GC rich avian genes, their origins and absence from genome assemblies:
case studies. BMC Genomics, 2019, 20, 734. 1.2 21

16933 Evolutionary history and classification of Micropia retroelements in Drosophilidae species. PLoS ONE,
2019, 14, e0220539. 1.1 2

16934 The Structure, Evolution, and Gene Expression Within the Caprine Leukocyte Receptor Complex.
Frontiers in Immunology, 2019, 10, 2302. 2.2 17

16935 In vitro and in vivo Virulence Potential of the Emergent Species of the Acinetobacter baumannii (Ab)
Group. Frontiers in Microbiology, 2019, 10, 2429. 1.5 15

16936 Evolutionary Analysis of JAZ Proteins in Plants: An Approach in Search of the Ancestral Sequence.
International Journal of Molecular Sciences, 2019, 20, 5060. 1.8 26

16937 Design and characterization of a consensus hemagglutinin vaccine immunogen against H3 influenza A
viruses of swine. Veterinary Microbiology, 2019, 239, 108451. 0.8 5



939

Citation Report

# Article IF Citations

16938
<i>Drosophila</i> menthol sensitivity and the Precambrian origins of transient receptor
potential-dependent chemosensation. Philosophical Transactions of the Royal Society B: Biological
Sciences, 2019, 374, 20190369.

1.8 27

16939
Potential biological control of the pupal stage of the European grapevine moth Lobesia botrana by the
entomopathogenic fungus Beauveria pseudobassiana in the winter season in Chile. BMC Research
Notes, 2019, 12, 548.

0.6 10

16940
Can Insertion Sequences Proliferation Influence Genomic Plasticity? Comparative Analysis of
Acinetobacter baumannii Sequence Type 78, a Persistent Clone in Italian Hospitals. Frontiers in
Microbiology, 2019, 10, 2080.

1.5 23

16941 Effects of Warming and Nitrogen Addition on the Soil Bacterial Community in a Subtropical Chinese
Fir Plantation. Forests, 2019, 10, 861. 0.9 12

16942 The Molecular Mechanism of Cellular Attachment for an Archaeal Virus. Structure, 2019, 27,
1634-1646.e3. 1.6 21

16943 Insights into the ecological roles and evolution of methyl-coenzyme M reductase-containing hot
spring Archaea. Nature Communications, 2019, 10, 4574. 5.8 90

16944 Complete Genome Sequence of the Plant Growth-Promoting Bacterium<i>Hartmannibacter
diazotrophicus</i>Strain E19<sup>T</sup>. International Journal of Genomics, 2019, 2019, 1-12. 0.8 17

16945 Efficient Identification of Pulsatilla (Ranunculaceae) Using DNA Barcodes and Micro-Morphological
Characters. Frontiers in Plant Science, 2019, 10, 1196. 1.7 18

16946 Genome Assembly of the A-Group Wolbachia in Nasonia oneida Using Linked-Reads Technology. Genome
Biology and Evolution, 2019, 11, 3008-3013. 1.1 10

16947
Genome-wide investigation of superoxide dismutase (SOD) gene family and their regulatory miRNAs
reveal the involvement in abiotic stress and hormone response in tea plant (Camellia sinensis). PLoS
ONE, 2019, 14, e0223609.

1.1 69

16948 Dynamics of the microbial community during growth of the house dust mite Dermatophagoides
farinae in culture. FEMS Microbiology Ecology, 2019, 95, . 1.3 17

16949 Integrated approaches to identifying cryptic bat species in areas of high endemism: The case of
Rhinolophus andamanensis in the Andaman Islands. PLoS ONE, 2019, 14, e0213562. 1.1 12

16950 Comparative genomic analyses reveal diverse virulence factors and antimicrobial resistance
mechanisms in clinical Elizabethkingia meningosepticaÂ strains. PLoS ONE, 2019, 14, e0222648. 1.1 15

16951 A further study on Franciscobasis Machado &amp; BedÃª, 2016 (Odonata: Coenagrionidae), a newly
described genus from Minas Gerais, Brazil. PLoS ONE, 2019, 14, e0223241. 1.1 6

16952 The RopGEF KARAPPO Is Essential for the Initiation of Vegetative Reproduction in Marchantia
polymorpha. Current Biology, 2019, 29, 3525-3531.e7. 1.8 23

16953 The replication-competent HIV-1 latent reservoir is primarily established near the time of therapy
initiation. Science Translational Medicine, 2019, 11, . 5.8 141

16954 Genomic characterization of Haemophilus influenzae: a focus on the capsule locus. BMC Genomics,
2019, 20, 733. 1.2 29

16955 Genetic structure of Mexican lionfish populations in the southwest Gulf of Mexico and the Caribbean
Sea. PLoS ONE, 2019, 14, e0222997. 1.1 6



940

Citation Report

# Article IF Citations

16956 Large-scale phylogenomic analysis suggests three ancient superclades of the WUSCHEL-RELATED
HOMEOBOX transcription factor family in plants. PLoS ONE, 2019, 14, e0223521. 1.1 55

16957 Effects of Tropilaelaps mercedesae on midgut bacterial diversity of Apis mellifera. Experimental and
Applied Acarology, 2019, 79, 169-186. 0.7 9

16958 DNA-based species identification of shark finning seizures in Southwest Atlantic: implications for
wildlife trade surveillance and law enforcement. Biodiversity and Conservation, 2019, 28, 4007-4025. 1.2 17

16959 SpCLUST: Towards a fast and reliable clustering for potentially divergent biological sequences.
Computers in Biology and Medicine, 2019, 114, 103439. 3.9 5

16960 Population recovery changes population composition at a major southern Caribbean juvenile
developmental habitat for the green turtle, Chelonia mydas. Scientific Reports, 2019, 9, 14392. 1.6 14

16961 Novel reassortant of H1N1 swine influenza virus detected in pig population in Russia. Emerging
Microbes and Infections, 2019, 8, 1456-1464. 3.0 6

16962 Historical Biogeography of Holarctic Cymbiodyta Water Scavenger Beetles in the Times of Cenozoic
Land Bridge Dispersal Routes. Insect Systematics and Diversity, 2019, 3, . 0.7 3

16963 Novel mutations in <i>SLC6A5</i> with benign course in hyperekplexia. Journal of Physical Education
and Sports Management, 2019, 5, a004465. 0.5 10

16964 TetR-family transcription factors in Gram-negative bacteria: conservation, variation and implications
for efflux-mediated antimicrobial resistance. BMC Genomics, 2019, 20, 731. 1.2 41

16965 Comparative genomics of Leishmania (Mundinia). BMC Genomics, 2019, 20, 726. 1.2 27

16966
Hydrostatic Pressure Helps to Cultivate an Original Anaerobic Bacterium From the Atlantis Massif
Subseafloor (IODP Expedition 357): Petrocella atlantisensis gen. nov. sp. nov.. Frontiers in
Microbiology, 2019, 10, 1497.

1.5 28

16967 Functional interactions between herpes simplex virus pUL51, pUL7 and gE reveal cell-specific
mechanisms for epithelial cell-to-cell spread. Virology, 2019, 537, 84-96. 1.1 14

16968 Effects of macroalgal morphology on marine epifaunal diversity. Journal of the Marine Biological
Association of the United Kingdom, 2019, 99, 1697-1707. 0.4 15

16969
Screening and molecular identification of Cr(VI)-resistant Trichoderma isolated from ex-tin mining
soil in Bangka Belitung Province, Indonesia. IOP Conference Series: Earth and Environmental Science,
2019, 308, 012011.

0.2 0

16970 GingerRoot: A Novel DNA Transposon Encoding Integrase-Related Transposase in Plants and Animals.
Genome Biology and Evolution, 2019, 11, 3181-3193. 1.1 8

16971 An interaction between host and microbe genotypes determines colonization success of a key bumble
bee gut microbiota member. Evolution; International Journal of Organic Evolution, 2019, 73, 2333-2342. 1.1 18

16972 Angiosperm to Gymnosperm hostâ€•plant switch entails shifts in microbiota of the <i>Welwitschia</i>
bug, <i>Probergrothius angolensis</i> (Distant, 1902). Molecular Ecology, 2019, 28, 5172-5187. 2.0 20

16973 Historical museum collections clarify the evolutionary history of cryptic species radiation in the
world's largest amphibians. Ecology and Evolution, 2019, 9, 10070-10084. 0.8 36



941

Citation Report

# Article IF Citations

16974 The evolution of climate tolerance in coniferâ€•feeding aphids in relation to their host's climatic niche.
Ecology and Evolution, 2019, 9, 11657-11671. 0.8 7

16975 Three lonely Argentines: Toward a new generic delimitation in Polygalaceae. Taxon, 2019, 68, 522-536. 0.4 8

16976 One for all: molecular study of Polygala major complex (Polygalaceae) in Southwest Asia. Plant
Systematics and Evolution, 2019, 305, 975-984. 0.3 4

16977 Characterization of the viral genomes present in commercial batches of horse serum obtained by
high-throughput sequencing. Biologicals, 2019, 61, 1-7. 0.5 9

16978 Have Niche, Will Travel. New Means of Linking Diet and Ecomorphology Reveals Niche Conservatism in
Freshwater Cottoid Fishes. Integrative Organismal Biology, 2019, 1, obz023. 0.9 11

16979 GEMME: A Simple and Fast Global Epistatic Model Predicting Mutational Effects. Molecular Biology
and Evolution, 2019, 36, 2604-2619. 3.5 71

16980 A collection of rumen bacteriome data from 334 mid-lactation dairy cows. Scientific Data, 2019, 6,
180301. 2.4 13

16981
A hard-earned draw: phylogeny-based revision of the deep-sea shrimp Bentheogennema (Decapoda:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (Benthesicymidae) transfers two species to other genera and reveals two new species. Zoological

Journal of the Linnean Society, 2019, 187, 1155-1172.
1.0 6

16982
A new subfamily for a clade of opecoelids (Trematoda: Digenea) exploiting marine fishes as
second-intermediate hosts, with the first report of opecoelid metacercariae from an elasmobranch.
Zoological Journal of the Linnean Society, 0, , .

1.0 4

16983 Dictyostelium purpureum var. pseudosessile, a new variant of dictyostelid from tropical China. BMC
Evolutionary Biology, 2019, 19, 78. 3.2 3

16984 The wild sweetpotato (Ipomoea trifida) genome provides insights into storage root development. BMC
Plant Biology, 2019, 19, 119. 1.6 33

16985 A Chromosome-Scale Reference Assembly of a Tibetan Loach, Triplophysa siluroides. Frontiers in
Genetics, 2019, 10, 991. 1.1 10

16986 Exploring the Phytochemical Landscape of the Early-Diverging Flowering Plant Amborella trichopoda
Baill.. Molecules, 2019, 24, 3814. 1.7 8

16987 Transcriptome analysis of two radiated Cycas species and the subsequent species delimitation of the
Cycas taiwaniana complex. Applications in Plant Sciences, 2019, 7, e11292. 0.8 1

16988 Discovery of Human Signaling Systems: Pairing Peptides to G Protein-Coupled Receptors. Cell, 2019, 179,
895-908.e21. 13.5 157

16989 A case of nascent speciation: unique polymorphism of gonophores within hydrozoan Sarsia lovenii.
Scientific Reports, 2019, 9, 15567. 1.6 10

16990 The PATRIC Bioinformatics Resource Center: expanding data and analysis capabilities. Nucleic Acids
Research, 2020, 48, D606-D612. 6.5 552

16991 Infectious vaccine-derived rubella viruses emerge, persist, and evolve in cutaneous granulomas of
children with primary immunodeficiencies. PLoS Pathogens, 2019, 15, e1008080. 2.1 58



942

Citation Report

# Article IF Citations

16992
Testing New Peptides From Toxoplasma gondii SAG1, GRA6, and GRA7 for Serotyping: Better Definition
Using GRA6 in Mother/Newborns Pairs With Risk of Congenital Transmission in Mexico. Frontiers in
Cellular and Infection Microbiology, 2019, 9, 368.

1.8 8

16993 Novel Polyomaviruses in Mammals from Multiple Orders and Reassessment of Polyomavirus Evolution
and Taxonomy. Viruses, 2019, 11, 930. 1.5 23

16994 Phylotranscriptomic analyses reveal asymmetrical gene duplication dynamics and signatures of
ancient polyploidy in mints. Genome Biology and Evolution, 2019, 11, 3393-3408. 1.1 21

16995
The Rhododendron Genome and Chromosomal Organization Provide Insight into Shared
Whole-Genome Duplications across the Heath Family (Ericaceae). Genome Biology and Evolution, 2019,
11, 3353-3371.

1.1 47

16996 Molecular phylogeny and divergence times of the genus Hedysarum (Fabaceae) with special reference
to section Multicaulia in Southwest Asia. Plant Systematics and Evolution, 2019, 305, 1001-1017. 0.3 22

16997 Was Zika introduced to Brazil by participants at the 2013 Beach Soccer World Cup held in Tahiti: A
phylogeographical analysis. Travel Medicine and Infectious Disease, 2019, 32, 101512. 1.5 1

16998 Oral Microbiome Alterations Associated with Early Childhood Caries Highlight the Importance of
Carbohydrate Metabolic Activities. MSystems, 2019, 4, . 1.7 56

16999 Antimicrobial and antioxidant activities of endophytic fungi extracts isolated from Carissa carandas.
African Journal of Microbiology Research, 2019, 13, 464-473. 0.4 4

17000 A critical analysis of state-of-the-art metagenomics OTU clustering algorithms. Journal of
Biosciences, 2019, 44, 1. 0.5 5

17001 Integrating disorder in globular multidomain proteins: Fuzzy sensors and the role of SH3 domains.
Archives of Biochemistry and Biophysics, 2019, 677, 108161. 1.4 15

17002 Microbial metabolisms in an abyssal ferromanganese crust from the Takuyo-Daigo Seamount as
revealed by metagenomics. PLoS ONE, 2019, 14, e0224888. 1.1 14

17003 Comparative Genomic Analysis of the Biotechnological Potential of the Novel Species Pseudomonas
wadenswilerensis CCOS 864T and Pseudomonas reidholzensis CCOS 865T. Diversity, 2019, 11, 204. 0.7 3

17004 Biochemical and Structural Insights Concerning Triclosan Resistance in a Novel YX7K Type Enoyl-Acyl
Carrier Protein Reductase from Soil Metagenome. Scientific Reports, 2019, 9, 15401. 1.6 3

17005 Pathogen-induced activation of disease-suppressive functions in the endophytic root microbiome.
Science, 2019, 366, 606-612. 6.0 621

17006 The First Complete Mitochondrial Genome Sequence in the Genus Aphanius (Teleostei). Journal of
Ichthyology, 2019, 59, 754-765. 0.2 3

17007 A new and unusual species of Hericium (Basidiomycota: Russulales, Hericiaceae) from the Dja
Biosphere Reserve, Cameroon. Mycological Progress, 2019, 18, 1253-1262. 0.5 14

17008 Amphisamytha (Annelida: Ampharetidae) from Indian Ocean hydrothermal vents: Biogeographic
implications. Deep-Sea Research Part I: Oceanographic Research Papers, 2019, 154, 103148. 0.6 15

17009 Domainoid: domain-oriented orthology inference. BMC Bioinformatics, 2019, 20, 523. 1.2 17



943

Citation Report

# Article IF Citations

17010 Extensive Tandem Duplication Events Drive the Expansion of the C1q-Domain-Containing Gene Family in
Bivalves. Marine Drugs, 2019, 17, 583. 2.2 33

17011 Early Diverging Fungus Mucor circinelloides Lacks Centromeric Histone CENP-A and Displays a Mosaic
of Point and Regional Centromeres. Current Biology, 2019, 29, 3791-3802.e6. 1.8 77

17012 The global diversity of Haemonchus contortus is shaped by human intervention and climate. Nature
Communications, 2019, 10, 4811. 5.8 63

17013 Kalign 3: multiple sequence alignment of large datasets. Bioinformatics, 2020, 36, 1928-1929. 1.8 83

17014 Molecular evolution of genes encoding allergen proteins in the peanuts genus Arachis: Structural
and functional implications. PLoS ONE, 2019, 14, e0222440. 1.1 4

17015 Differences in protein structural regions that impact functional specificity in GT2 family Î²-glucan
synthases. PLoS ONE, 2019, 14, e0224442. 1.1 17

17016 Nanopore Sequencing and De Novo Assembly of a Black-Shelled Pacific Oyster (Crassostrea gigas)
Genome. Frontiers in Genetics, 2019, 10, 1211. 1.1 33

17017 Conservation Analysis of B-Cell Allergen Epitopes to Predict Clinical Cross-Reactivity Between
Shellfish and Inhalant Invertebrate Allergens. Frontiers in Immunology, 2019, 10, 2676. 2.2 42

17018 Mechanical Tillage Diversely Affects Glomalin Content, Water Stable Aggregates and AM Fungal
Community in the Soil Profiles of Two Differently Managed Olive Orchards. Biomolecules, 2019, 9, 639. 1.8 13

17019 Comparative Virological and Pathogenic Characteristics of Avian Influenza H5N8 Viruses Detected in
Wild Birds and Domestic Poultry in Egypt during the Winter of 2016/2017. Viruses, 2019, 11, 990. 1.5 13

17020 Characterization of tomato mosaic virus and search for its resistance in Solanum species. European
Journal of Plant Pathology, 2019, 155, 1195-1209. 0.8 4

17021 Characterisation of Two Toxic Gambierdiscus spp. (Gonyaulacales, Dinophyceae) from the Great
Barrier Reef (Australia): G. lewisii sp. nov. and G. holmesii sp. nov.. Protist, 2019, 170, 125699. 0.6 31

17022 Origin of horsetails and the role of whole-genome duplication in plant macroevolution. Proceedings
of the Royal Society B: Biological Sciences, 2019, 286, 20191662. 1.2 17

17023 Engineered ChymotrypsiN for Mass Spectrometry-Based Detection of Protein Glycosylation. ACS
Chemical Biology, 2019, 14, 2616-2628. 1.6 10

17024
A thraustochytrid-specific lipase/phospholipase with unique positional specificity contributes to
microbial competition and fatty acid acquisition from the environment. Scientific Reports, 2019, 9,
16357.

1.6 20

17025 Evolutionary Analysis of Bile Acid-Conjugating Enzymes Reveals a Complex Duplication and Reciprocal
Loss History. Genome Biology and Evolution, 2019, 11, 3256-3268. 1.1 11

17026 Effect of Seasonal Variation on Bacterial Inhabitants and Diversity in Drinking Water of an Office
Building, Delhi. Air, Soil and Water Research, 2019, 12, 117862211988233. 1.2 6

17027 Susceptibility of Chickens to Low Pathogenic Avian Influenza (LPAI) Viruses of Wild Birdâ€“ and
Poultryâ€“Associated Subtypes. Viruses, 2019, 11, 1010. 1.5 14



944

Citation Report

# Article IF Citations

17028 Unique structure and function of viral rhodopsins. Nature Communications, 2019, 10, 4939. 5.8 59

17029 Marine Proteobacteria metabolize glycolate via the Î²-hydroxyaspartate cycle. Nature, 2019, 575, 500-504. 13.7 71

17030 Sequencing of the black rockfish chromosomal genome provides insight into sperm storage in the
female ovary. DNA Research, 2019, 26, 453-464. 1.5 19

17031 Surveillance to maintain the sensitivity of genotype-based antibiotic resistance diagnostics. PLoS
Biology, 2019, 17, e3000547. 2.6 15

17032 Description of Klebsiella spallanzanii sp. nov. and of Klebsiella pasteurii sp. nov.. Frontiers in
Microbiology, 2019, 10, 2360. 1.5 49

17033 Phylogeny and biogeography of <i>Polygala</i> (Polygalaceae). Taxon, 2019, 68, 673-691. 0.4 19

17034 Anti-CRISPR AcrIIA5 Potently Inhibits All Cas9 Homologs Used for Genome Editing. Cell Reports, 2019,
29, 1739-1746.e5. 2.9 35

17035
A distinct class of eukaryotic MT-A70 methyltransferases maintain symmetric DNA N6-adenine
methylation at the ApT dinucleotides as an epigenetic mark associated with transcription. Nucleic
Acids Research, 2019, 47, 11771-11789.

6.5 34

17036 Distinct Polysaccharide Utilization Profiles of Human Intestinal Prevotella copri Isolates. Cell Host
and Microbe, 2019, 26, 680-690.e5. 5.1 115

17037 Genome-wide identification of ABC transporters in monogeneans. Molecular and Biochemical
Parasitology, 2019, 234, 111234. 0.5 9

17038 Genetic structure of Mycoplasma ovipneumoniae informs pathogen spillover dynamics between
domestic and wild Caprinae in the western United States. Scientific Reports, 2019, 9, 15318. 1.6 20

17039 â€˜Drcâ€™, a structurally novel ssDNA-binding transcription regulator of N4-related bacterial viruses.
Nucleic Acids Research, 2020, 48, 445-459. 6.5 23

17040
Acute Influenza A virus outbreak in an enzootic infected sow herd: Impact on viral dynamics, genetic
and antigenic variability and effect of maternally derived antibodies and vaccination. PLoS ONE, 2019,
14, e0224854.

1.1 24

17041 Novel <i>ABCD1</i> gene mutations in Iranian pedigrees with X-linked adrenoleukodystrophy. Journal
of Pediatric Endocrinology and Metabolism, 2019, 32, 1207-1215. 0.4 0

17042
Alginate Lyase Aly36B is a New Bacterial Member of the Polysaccharide Lyase Family 36 and Catalyzes by
a Novel Mechanism With Lysine as Both the Catalytic Base and Catalytic Acid. Journal of Molecular
Biology, 2019, 431, 4897-4909.

2.0 18

17043 Ancient parasite DNA from late Quaternary Atacama Desert rodent middens. Quaternary Science
Reviews, 2019, 226, 106031. 1.4 8

17044 Reconstructing the ancestral phenotypes of great apes and humans (Homininae) using subspecies-level
phylogenies. Biological Journal of the Linnean Society, 0, , . 0.7 1

17045 Host-range shift of H3N8 canine influenza virus: a phylodynamic analysis of its origin and adaptation
from equine to canine host. Veterinary Research, 2019, 50, 87. 1.1 9



945

Citation Report

# Article IF Citations

17046 Evolutionary Rate Heterogeneity and Functional Divergence of Orthologous Genes in Pyrus.
Biomolecules, 2019, 9, 490. 1.8 10

17047
Complete genome sequencing of Shigella sp. PAMC 28760: Identification of CAZyme genes and analysis
of their potential role in glycogen metabolism for cold survival adaptation. Microbial Pathogenesis,
2019, 137, 103759.

1.3 15

17048 Limited impact of influenza A virus vaccination of piglets in an enzootic infected sow herd. Research
in Veterinary Science, 2019, 127, 47-56. 0.9 17

17049 Evaluation of 16S rRNA gene sequencing for species and strain-level microbiome analysis. Nature
Communications, 2019, 10, 5029. 5.8 1,007

17050 Ancient events and climate adaptive capacity shaped distinct chloroplast genetic structure in the oak
lineages. BMC Evolutionary Biology, 2019, 19, 202. 3.2 14

17051 Genome survey of resistance gene analogs in sugarcane: genomic features and differential expression
of the innate immune system from a smut-resistant genotype. BMC Genomics, 2019, 20, 809. 1.2 22

17052 First detection of the kdr mutation (L1014F) in the plague vector Xenopsylla cheopis (Siphonaptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Pulicidae). Parasites and Vectors, 2019, 12, 526.1.0 3

17053 The Novel Serine/Threonine Protein Kinase LmjF.22.0810 from Leishmania major may be Involved in the
Resistance to Drugs such as Paromomycin. Biomolecules, 2019, 9, 723. 1.8 8

17054
Morphology and molecular phylogeny of two new species in genus Freyastera (Asteroidea: Brisingida:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (Freyellidae), with a revised key to close species and ecological remarks. Deep-Sea Research Part I:

Oceanographic Research Papers, 2019, 154, 103163.
0.6 9

17055
Development and characterization of white spot disease linked microsatellite DNA markers in Penaeus
monodon, and their application to determine the population diversity, cluster and structure. Journal
of Invertebrate Pathology, 2019, 168, 107275.

1.5 5

17056 A Quantum-inspired optimization Heuristic for the Multiple Sequence Alignment Problem in
Bio-computing. , 2019, , . 4

17057 The repositioning of epigenetic probes/inhibitors identifies new anti-schistosomal lead compounds
and chemotherapeutic targets. PLoS Neglected Tropical Diseases, 2019, 13, e0007693. 1.3 25

17058
Development of a quantitative PCR assay for the detection and enumeration of a potentially
ciguatoxin-producing dinoflagellate, Gambierdiscus lapillus (Gonyaulacales, Dinophyceae). PLoS ONE,
2019, 14, e0224664.

1.1 16

17059 Nonparametric chemical descriptors for the calculation of ligand-biopolymer affinities with
machine-learning scoring functions. Journal of Computer-Aided Molecular Design, 2019, 33, 943-953. 1.3 4

17060
Evaluation of in vitro alpha-glucosidase inhibitory, antimicrobial, and cytotoxic activities of
secondary metabolites from the endophytic fungus, Nigrospora sphaerica, isolated from Helianthus
annuus. Annals of Microbiology, 2019, 69, 1397-1406.

1.1 8

17061 Screening of marine microalgae: Investigation of new exopolysaccharide producers. Algal Research,
2019, 44, 101711. 2.4 67

17062 Effective genome editing and identification of a regiospecific gallic acid 4-O-glycosyltransferase in
pomegranate (Punica granatum L.). Horticulture Research, 2019, 6, 123. 2.9 43

17063 The wax gourd genomes offer insights into the genetic diversity and ancestral cucurbit karyotype.
Nature Communications, 2019, 10, 5158. 5.8 94



946

Citation Report

# Article IF Citations

17064 Mutations in Glucan, Water Dikinase Affect Starch Degradation and Gametophore Development in the
Moss Physcomitrella patens. Scientific Reports, 2019, 9, 15114. 1.6 7

17065 Definitive demonstration by synthesis of genome annotation completeness. Proceedings of the
National Academy of Sciences of the United States of America, 2019, 116, 24206-24213. 3.3 28

17066 Complete chloroplast genome sequence and phylogenetic analysis of Spathiphyllum 'Parrish'. PLoS
ONE, 2019, 14, e0224038. 1.1 19

17067 Molecular characterization and In Vitro synthesis of infectious RNA of a Turnip vein-clearing virus
isolated from Alliaria petiolata in Hungary. PLoS ONE, 2019, 14, e0224398. 1.1 2

17068 Fine-Tuning the Expression of Duplicate Genes by Translational Regulation in Arabidopsis and Maize.
Frontiers in Plant Science, 2019, 10, 534. 1.7 8

17069 Cross-Kingdom Analysis of Diversity, Evolutionary History, and Site Selection within the Eukaryotic
Macrophage Migration Inhibitory Factor Superfamily. Genes, 2019, 10, 740. 1.0 19

17070 Transcriptome profiling of maternal stressâ€•induced wing dimorphism in pea aphids. Ecology and
Evolution, 2019, 9, 11848-11862. 0.8 8

17071 Identification of functional divergence sites in dopamine receptors of vertebrates. Computational
Biology and Chemistry, 2019, 83, 107140. 1.1 15

17072
Biochemical characterization and mutational analysis of silkworm Bombyx mori
Î²-1,4-N-acetylgalactosaminyltransferase and insight into the substrate specificity of
Î²-1,4-galactosyltransferase family enzymes. Insect Biochemistry and Molecular Biology, 2019, 115, 103254.

1.2 9

17073 An identity crisis in the Indo-Pacific: molecular exploration of the genus Koseiria (Digenea:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (Enenteridae). International Journal for Parasitology, 2019, 49, 945-961.1.3 8

17074 Extended studies of interspecific relationships in Daucus (Apiaceae) using DNA sequences from ten
nuclear orthologues. Botanical Journal of the Linnean Society, 2019, 191, 164-187. 0.8 3

17075 Molecular evolution of the meiotic recombination pathway in mammals. Evolution; International
Journal of Organic Evolution, 2019, 73, 2368-2389. 1.1 22

17076 Occurrence and molecular characterization of betanodaviruses in fish and invertebrates of the Greek
territorial waters. Journal of Fish Diseases, 2019, 42, 1773-1783. 0.9 21

17077 Complete Coding Sequence of a Chikungunya Virus Strain Imported into Slovenia from Thailand in Late
2018. Microbiology Resource Announcements, 2019, 8, . 0.3 5

17078 GenGraph: a python module for the simple generation and manipulation of genome graphs. BMC
Bioinformatics, 2019, 20, 519. 1.2 4

17079 The genome of the migratoryÂ nematode, Radopholus similis, reveals signatures of close associationÂ to
the sedentary cyst nematodes. PLoS ONE, 2019, 14, e0224391. 1.1 13

17080
Effect of Fermented Corn-Soybean Meal on Serum Immunity, the Expression of Genes Related to Gut
Immunity, Gut Microbiota, and Bacterial Metabolites in Grower-Finisher Pigs. Frontiers in
Microbiology, 2019, 10, 2620.

1.5 36

17081 Red to Brown: An Elevated Anthocyanic Response in Apple Drives Ethylene to Advance Maturity and
Fruit Flesh Browning. Frontiers in Plant Science, 2019, 10, 1248. 1.7 41



947

Citation Report

# Article IF Citations

17082 Hinge Region in DNA Packaging Terminase pUL15 of Herpes Simplex Virus: A Potential Allosteric Target
for Antiviral Drugs. Biomolecules, 2019, 9, 603. 1.8 5

17083 The Role of Co-Deleted Genes in Neurofibromatosis Type 1 Microdeletions: An Evolutive Approach.
Genes, 2019, 10, 839. 1.0 3

17084 Integration of Quantitative Trait Loci Mapping and Expression Profiling Analysis to Identify Genes
Potentially Involved in Ramie Fiber Lignin Biosynthesis. Genes, 2019, 10, 842. 1.0 4

17085 Phylodynamics of Influenza A/H1N1pdm09 in India Reveals Circulation Patterns and Increased Selection
for Clade 6b Residues and Other High Mortality Mutants. Viruses, 2019, 11, 791. 1.5 9

17086 Genomic Basis of Circannual Rhythm in the European Corn Borer Moth. Current Biology, 2019, 29,
3501-3509.e5. 1.8 69

17087 Identification of wild hosts of tomato yellow leaf curl virus in South-Eastern Iran. Archives of
Phytopathology and Plant Protection, 2019, 52, 917-929. 0.6 0

17088
Variation in <i>Wolbachia cidB</i> gene, but not <i>cidA</i>, is associated with cytoplasmic
incompatibility <i>mod</i> phenotype diversity in <i>Culex pipiens</i>. Molecular Ecology, 2019, 28,
4725-4736.

2.0 28

17089 Role of ancient lakes in genetic and phenotypic diversification of freshwater snails. Molecular
Ecology, 2019, 28, 5032-5051. 2.0 22

17090 Cryptic species and coâ€•diversification in sand scorpions from the Karakum and Kyzylkum deserts of
Central Asia. Zoologica Scripta, 2019, 48, 801-812. 0.7 11

17091 <i>Aeschynomene indica</i> -Nodulating Rhizobia Lacking Nod Factor Synthesis Genes: Diversity and
Evolution in Shandong Peninsula, China. Applied and Environmental Microbiology, 2019, 85, . 1.4 7

17092 A Conserved Streptococcal Virulence Regulator Controls the Expression of a Distinct Class of M-Like
Proteins. MBio, 2019, 10, . 1.8 8

17093 Exceptionally high rates of positive selection on the rbcL gene in the genus Ilex (Aquifoliaceae). BMC
Evolutionary Biology, 2019, 19, 192. 3.2 14

17094
Phylogenetics, patterns of genetic variation and population dynamics of Trypanosoma terrestris
support both coevolution and ecological host-fitting as processes driving trypanosome evolution.
Parasites and Vectors, 2019, 12, 473.

1.0 12

17095 An Emerging Human Parechovirus Type 5 Causing Sepsis-Like Illness in Infants in Australia. Viruses,
2019, 11, 913. 1.5 9

17096 Exploring taxonomic diversity and biogeography of the family Nemacheilinae (Cypriniformes). Ecology
and Evolution, 2019, 9, 10343-10353. 0.8 7

17097 Evolution of the untouchables: Phylogenetics and classification of <i>Cnidoscolus</i>
(Euphorbiaceae). Taxon, 2019, 68, 692-713. 0.4 10

17098 Phylogeny of the Neotropical legume genera <i>Zygia</i> and <i>Marmaroxylon</i> and close
relatives. Taxon, 2019, 68, 661-672. 0.4 11

17099
Convergent Evolution of C239S Mutation in <i>Pythium</i> spp. Î²-Tubulin Coincides with Inherent
Insensitivity to Ethaboxam and Implications for Other Peronosporalean Oomycetes. Phytopathology,
2019, 109, 2087-2095.

1.1 18



948

Citation Report

# Article IF Citations

17100 Origin and diversification of Xanthomonas citri subsp. citri pathotypes revealed by inclusive
phylogenomic, dating, and biogeographic analyses. BMC Genomics, 2019, 20, 700. 1.2 33

17101 Update of the species checklist of Culicoides Latreille, 1809 biting midges (Diptera: Ceratopogonidae)
of Morocco. Parasites and Vectors, 2019, 12, 459. 1.0 12

17102 Nedd8 hydrolysis by UCH proteases in Plasmodium parasites. PLoS Pathogens, 2019, 15, e1008086. 2.1 19

17103 Pennellia yalaensis (Brassicaceae: Halimolobeae), a New Species from the Andes of Northern Argentina.
Systematic Botany, 2019, 44, 355-362. 0.2 2

17104 Non-human Primate Papillomaviruses Share Similar Evolutionary Histories and Niche Adaptation as the
Human Counterparts. Frontiers in Microbiology, 2019, 10, 2093. 1.5 16

17105 Genome-Wide Analysis of NAC Gene Family in Betula pendula. Forests, 2019, 10, 741. 0.9 44

17106 Differential Distribution and Determinants of Ammonia Oxidizing Archaea Sublineages in the Oxygen
Minimum Zone off Costa Rica. Microorganisms, 2019, 7, 453. 1.6 9

17107 Thecamoeba cosmophorea n. sp. (Amoebozoa, Discosea, Thecamoebida) â€” An example of sibling species
within the genus Thecamoeba. European Journal of Protistology, 2019, 67, 132-141. 0.5 7

17108
Cycad Coralloid Roots Contain Bacterial Communities Including Cyanobacteria
and<i>Caulobacter</i>spp. That Encode Niche-Specific Biosynthetic Gene Clusters. Genome Biology and
Evolution, 2019, 11, 319-334.

1.1 57

17109
First genomic study on Lake Tanganyika sprat Stolothrissa tanganicae: a lack of population structure
calls for integrated management of this important fisheries target species. BMC Evolutionary Biology,
2019, 19, 6.

3.2 10

17110 Emergence of Madariaga virus as a cause of acute febrile illness in children, Haiti, 2015-2016. PLoS
Neglected Tropical Diseases, 2019, 13, e0006972. 1.3 23

17111 Comprehensive Analysis and Functional Studies of WRKY Transcription Factors in Nelumbo nucifera.
International Journal of Molecular Sciences, 2019, 20, 5006. 1.8 30

17112
A multigene and morphological analysis expands the diversity of the seabod shrimp Xiphopenaeus
Smith, 1869 (Decapoda: Penaeidae), with descriptions of two new species. Scientific Reports, 2019, 9,
15281.

1.6 16

17113 Hepatitis C virus genotype 1 and 2 recombinant genomes and the phylogeographic history of the 2k/1b
lineage. Virus Evolution, 2019, 5, vez041. 2.2 5

17114 Legitimate and Reliable Determination of the Age-Related Intestinal Microbiome in Young Piglets;
Rectal Swabs and Fecal Samples Provide Comparable Insights. Frontiers in Microbiology, 2019, 10, 1886. 1.5 19

17115 Metagenomic Analysis of the Diversity of DNA Viruses in the Surface and Deep Sea of the South China
Sea. Frontiers in Microbiology, 2019, 10, 1951. 1.5 34

17116
The activity of Saccharomyces cerevisiae Na+, K+/H+ antiporter Nha1 is negatively regulated by 14-3-3
protein binding at serine 481. Biochimica Et Biophysica Acta - Molecular Cell Research, 2019, 1866,
118534.

1.9 9

17117 Mitochondrial genome of Murina shuipuensis (Chiroptera: Vespertilionidae) from Shuifu Village,
Guizhou, China (type locality). Mitochondrial DNA Part B: Resources, 2019, 4, 2588-2590. 0.2 2



949

Citation Report

# Article IF Citations

17118 Molecular profiling of tissue biopsies reveals unique signatures associated with streptococcal
necrotizing soft tissue infections. Nature Communications, 2019, 10, 3846. 5.8 25

17119 Noda-Like RNA Viruses Infecting <i>Caenorhabditis</i> Nematodes: Sympatry, Diversity, and
Reassortment. Journal of Virology, 2019, 93, . 1.5 17

17120 In silico Analysis Reveals Distribution of Quorum Sensing Genes and Consistent Presence of LuxR
Solos in the Pandoraea Species. Frontiers in Microbiology, 2019, 10, 1758. 1.5 5

17121 DNA Barcoding Reveals High Levels of Divergence among Mitochondrial Lineages of Brycon
(Characiformes, Bryconidae). Genes, 2019, 10, 639. 1.0 9

17122 Positive selection in dNTPase SAMHD1 throughout mammalian evolution. Proceedings of the National
Academy of Sciences of the United States of America, 2019, 116, 18647-18654. 3.3 14

17123 Shifting roles of <i>Drosophila</i> pair-rule gene orthologs: segmental expression and function in
the milkweed bug <i>Oncopeltus fasciatus</i>. Development (Cambridge), 2019, 146, . 1.2 19

17124 A lipophilicity-based energy function for membrane-protein modelling and design. PLoS Computational
Biology, 2019, 15, e1007318. 1.5 32

17125 Genetic status of the endangered plant species Gladiolus palustris in the western part of its
distribution area. Conservation Genetics, 2019, 20, 1339-1354. 0.8 8

17126 Soil acidification in continuously cropped tobacco alters bacterial community structure and
diversity via the accumulation of phenolic acids. Scientific Reports, 2019, 9, 12499. 1.6 49

17127 Raptor genomes reveal evolutionary signatures of predatory and nocturnal lifestyles. Genome
Biology, 2019, 20, 181. 3.8 11

17128 Defining a Core Genome for the Herpesvirales and Exploring their Evolutionary Relationship with the
Caudovirales. Scientific Reports, 2019, 9, 11342. 1.6 8

17129
Morphological and molecular phylogenetic identification and record verification of Gambierdiscus
excentricus (Dinophyceae) from Madeira Island (NE Atlantic Ocean). Marine Biodiversity Records, 2019,
12, .

1.2 16

17130
Characterization of Entamoeba histolytica adenosine 5â€²-phosphosulfate (APS) kinase; validation as a
target and provision of leads for the development of new drugs against amoebiasis. PLoS Neglected
Tropical Diseases, 2019, 13, e0007633.

1.3 15

17131 Genomic signatures and coâ€•occurrence patterns of the ultraâ€•small Saccharimonadia (phylum) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (CPR/Patescibacteria) suggest a symbiotic lifestyle. Molecular Ecology, 2019, 28, 4259-4271.2.0 101

17132 A survey of known immune epitopes in the enteroviruses strains associated with acute flaccid
myelitis. Human Immunology, 2019, 80, 923-929. 1.2 11

17133 Repeatability in protein sequences. Journal of Structural Biology, 2019, 208, 86-91. 1.3 12

17134 Denitrification is the main microbial N loss pathway on the Qinghai-Tibet Plateau above an elevation of
5000â€¯m. Science of the Total Environment, 2019, 696, 133852. 3.9 21

17135 Clinical implications of convergent procoagulant toxicity and differential antivenom efficacy in
Australian elapid snake venoms. Toxicology Letters, 2019, 316, 171-182. 0.4 20



950

Citation Report

# Article IF Citations

17136 An archaeal origin of the Woodâ€“Ljungdahl H4MPT branch and the emergence of bacterial
methylotrophy. Nature Microbiology, 2019, 4, 2155-2163. 5.9 51

17137 Blo t 2: Group 2 allergen from the dust mite Blomia tropicalis. Scientific Reports, 2019, 9, 12239. 1.6 11

17138 Records of Culturable Endophytic Fungi Inhabiting Rhizome of Elettaria in Hutan Sibayak, North
Sumatera. IOP Conference Series: Earth and Environmental Science, 2019, 305, 012004. 0.2 6

17139 Phylogeny of the Australian Solanum dioicum group using seven nuclear genes, with consideration of
Symonâ€™s fruit and seed dispersal hypotheses. PLoS ONE, 2019, 14, e0207564. 1.1 15

17141
Identification of a novel species of Eimeria Schneider, 1875 from the woylie, Bettongia penicillata Gray
(Diprotodontia: Potoroidae) and the genetic characterisation of three Eimeria spp. from other
potoroid marsupials. Systematic Parasitology, 2019, 96, 553-563.

0.5 2

17142 Three new species, new combinations and a key to known species ofLobothallia(Megasporaceae).
Lichenologist, 2019, 51, 301-322. 0.5 12

17143
The mitochondrial genome of the gold-ringed cowry Monetaria annulus (Mollusca: Gastropoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 507 Td (Cypraeidae) determined by whole-genome sequencing. Mitochondrial DNA Part B: Resources, 2019, 4,

2305-2307.
0.2 4

17144 leidyi Is a New Group of DD41D Transposons in Mnemiopsis leidyi Genome. Russian Journal of Genetics,
2019, 55, 825-834. 0.2 1

17145 Evolution of female promiscuity in Passerides songbirds. BMC Evolutionary Biology, 2019, 19, 169. 3.2 44

17146 Understanding xylose isomerase from Burkholderia cenocepacia: insights into structure and
functionality for ethanol production. AMB Express, 2019, 9, 73. 1.4 4

17147 Enhancing identification accuracy for powdery mildews using previously underexploited DNA loci.
Mycologia, 2019, 111, 798-812. 0.8 29

17148 Comparative genomics of 11 complete chloroplast genomes of Senecioneae (Asteraceae) species: DNA
barcodes and phylogenetics. , 2019, 60, 17. 29

17149 <i>Feline coronavirus</i> isolates from a part of Brazil: insights into molecular epidemiology and
phylogeny inferred from the <i>7b gene</i>. Journal of Veterinary Medical Science, 2019, 81, 1455-1460. 0.3 11

17150 Molecular Evolution in Small Steps under Prevailing Negative Selection: A Nearly Universal Rule of
Codon Substitution. Genome Biology and Evolution, 2019, 11, 2702-2712. 1.1 10

17151 The Genome Solver Project: Faculty Training and Student Performance Gains in Bioinformatics.
Journal of Microbiology and Biology Education, 2019, 20, . 0.5 7

17152 Characterization of the melanopsin gene (Opn4x) of diurnal and nocturnal snakes. BMC Evolutionary
Biology, 2019, 19, 174. 3.2 3

17153 Lettuce Chlorosis Virus Disease: A New Threat to Cannabis Production. Viruses, 2019, 11, 802. 1.5 19

17154 Morphology and metabarcoding: a test with stream diatoms from Mexico highlights the
complementarity of identification methods. Freshwater Science, 2019, 38, 448-464. 0.9 31



951

Citation Report

# Article IF Citations

17155
Evaluation of parameters affecting performance and reliability of machine learning-based antibiotic
susceptibility testing from whole genome sequencing data. PLoS Computational Biology, 2019, 15,
e1007349.

1.5 64

17156 Genetics, morphology and diet of introduced populations of the ant-eating Texas Horned Lizard
(Phrynosoma cornutum). Scientific Reports, 2019, 9, 11470. 1.6 2

17157 The human gut chemical landscape predicts microbe-mediated biotransformation of foods and drugs.
ELife, 2019, 8, . 2.8 39

17158 Independent evolution of rosmarinic acid biosynthesis in two sister families under the Lamiids clade
of flowering plants. Journal of Biological Chemistry, 2019, 294, 15193-15205. 1.6 41

17159 Exploring Listeria monocytogenes Transcriptomes in Correlation with Divergence of Lineages and
Virulence as Measured in Galleria mellonella. Applied and Environmental Microbiology, 2019, 85, . 1.4 12

17160 Comparative genomics of Aeromonas veronii: Identification of a pathotype impacting aquaculture
globally. PLoS ONE, 2019, 14, e0221018. 1.1 50

17161 Population genetic structure and demography of Magnolia kobus: variety borealis is not supported
genetically. Journal of Plant Research, 2019, 132, 741-758. 1.2 11

17162 Does nomenclatural stability justify para/polyphyletic taxa? A phylogenetic classification in the xeric
clade Pitcairnioideae (Bromeliaceae). Systematics and Biodiversity, 2019, 17, 467-490. 0.5 9

17163
Total-evidence phylogeny of the Rhinomirini, taxonomic review of its subgroupings (Insecta:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (Heteroptera: Miridae: Cylapinae) and description of new Australian taxa. Zoological Journal of the

Linnean Society, 2019, 187, 1196-1252.
1.0 13

17164 Convergent evolution of linked mating-type loci in basidiomycete fungi. PLoS Genetics, 2019, 15,
e1008365. 1.5 31

17165 First Isolation and Rapid Identification of Newcastle Disease Virus from Aborted Fetus of Dromedary
Camel Using Next-Generation Sequencing. Viruses, 2019, 11, 810. 1.5 4

17166 Dietary daidzein improved intestinal health of juvenile turbot in terms of intestinal mucosal barrier
function and intestinal microbiota. Fish and Shellfish Immunology, 2019, 94, 132-141. 1.6 35

17167 Tropane alkaloids biosynthesis involves an unusual type III polyketide synthase and non-enzymatic
condensation. Nature Communications, 2019, 10, 4036. 5.8 40

17168 Production of zosteric acid and other sulfated phenolic biochemicals in microbial cell factories.
Nature Communications, 2019, 10, 4071. 5.8 15

17169 Many human RNA viruses show extraordinarily stringent selective constraints on protein evolution.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 19009-19018. 3.3 33

17170 A 'phylogeny-aware' multi-objective optimization approach for computing MSA. , 2019, , . 4

17171
Characterization of an Environmental Multidrug-Resistant Acinetobacter seifertii and Comparative
Genomic Analysis Reveals Co-occurrence of Antimicrobial Resistance and Metal Tolerance
Determinants. Frontiers in Microbiology, 2019, 10, 2151.

1.5 16

17172
Phylogenetic relationships and historical biogeography of Oligosarcus (Teleostei: Characidae):
Examining riverine landscape evolution in southeastern South America. Molecular Phylogenetics and
Evolution, 2019, 140, 106604.

1.2 17



952

Citation Report

# Article IF Citations

17173 The timing of Malvales evolution: Incorporating its extensive fossil record to inform about lineage
diversification. Molecular Phylogenetics and Evolution, 2019, 140, 106606. 1.2 34

17174 Influence of directional positive Darwinian selection-driven evolution on arboviruses Dengue and
Zika virulence and pathogenesis. Molecular Phylogenetics and Evolution, 2019, 140, 106607. 1.2 1

17175 Temperature as competitive strategy determining factor in pulse-fed aerobic bioreactors. ISME Journal,
2019, 13, 3112-3125. 4.4 17

17176 A reference genome for pea provides insight into legume genome evolution. Nature Genetics, 2019, 51,
1411-1422. 9.4 363

17177 Shallow genetic divergence and distinct phenotypic differences between two Andean hummingbirds:
Speciation with gene flow?. Auk, 2019, 136, . 0.7 18

17178 Species or population? Systematic status of Vieja coatlicue (Teleostei: Cichlidae). Neotropical
Ichthyology, 2019, 17, . 0.5 3

17179 Single Stranded DNA Viruses Associated with Capybara Faeces Sampled in Brazil. Viruses, 2019, 11, 710. 1.5 36

17180 HIV Rebound Is Predominantly Fueled by Genetically Identical Viral Expansions from Diverse
Reservoirs. Cell Host and Microbe, 2019, 26, 347-358.e7. 5.1 117

17181 Capability for arsenic mobilization in groundwater is distributed across broad phylogenetic lineages.
PLoS ONE, 2019, 14, e0221694. 1.1 15

17182 Sequence analysis of the medium and small RNAs of impatiens necrotic spot virus reveals segment
reassortment but not recombination. Archives of Virology, 2019, 164, 2829-2836. 0.9 3

17183 Quantitative and rapid Plasmodium falciparum malaria diagnosis and artemisinin-resistance detection
using a CMOS Lab-on-Chip platform. Biosensors and Bioelectronics, 2019, 145, 111678. 5.3 74

17184 COSY catalyses transâ€“cis isomerization and lactonization in the biosynthesis of coumarins. Nature
Plants, 2019, 5, 1066-1075. 4.7 64

17185
Multilocus approach reveals a complex evolutionary history of the invasive mile-a-minute plant,
Mikania micrantha (Asteraceae), in its natural habitat. Botanical Journal of the Linnean Society, 2019,
191, 188-215.

0.8 1

17186 High-quality Schistosoma haematobium genome achieved by single-molecule and long-range
sequencing. GigaScience, 2019, 8, . 3.3 41

17187
Small mammals of the EstaÃ§Ã£o EcolÃ³gica de Bananal, southeastern Atlantic Forest, Brazil, with
description of a new species of Brucepattersonius (Rodentia, Sigmodontinae). Arquivos De Zoologia,
2019, 50, 1-116.

0.1 10

17188 Taxonomic revision of black salamanders of the<i>Aneides flavipunctatus</i>complex (Caudata:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (Plethodontidae). PeerJ, 2019, 7, e7370.0.9 3

17189 A new species of terrestrial frog of the genus<i>Noblella</i>Barbour, 1930 (Amphibia: Strabomantidae)
from the Llanganates-Sangay Ecological Corridor, Tungurahua, Ecuador. PeerJ, 2019, 7, e7405. 0.9 8

17190 Molecular characteristics of plant UDP-arabinopyranose mutases. Glycobiology, 2019, 29, 839-846. 1.3 16



953

Citation Report

# Article IF Citations

17191
In silico Screening and Heterologous Expression of a Polyethylene Terephthalate Hydrolase
(PETase)-Like Enzyme (SM14est) With Polycaprolactone (PCL)-Degrading Activity, From the Marine
Sponge-Derived Strain Streptomyces sp. SM14. Frontiers in Microbiology, 2019, 10, 2187.

1.5 80

17192 The large repertoire of conifer NLR resistance genes includes drought responsive and highly
diversified RNLs. Scientific Reports, 2019, 9, 11614. 1.6 49

17193 Low complexity regions in the proteins of prokaryotes perform important functional roles and are
highly conserved. Nucleic Acids Research, 2019, 47, 9998-10009. 6.5 44

17194 A Riboflavin Transporter in <b><i>Bdellovibrio exovorous</i></b> JSS. Journal of Molecular
Microbiology and Biotechnology, 2019, 29, 27-34. 1.0 3

17195 Genome-wide analysis of AGO, DCL and RDR gene families reveals RNA-directed DNA methylation is
involved in fruit abscission in Citrus sinensis. BMC Plant Biology, 2019, 19, 401. 1.6 29

17196 Gene Tags Assessment by Comparative Genomics (GTACG): A User-Friendly Framework for Bacterial
Comparative Genomics. Frontiers in Genetics, 2019, 10, 725. 1.1 4

17197 Aster dianchuanensis (Asteraceae, Astereae), a new species from Yunnan and Sichuan, China. Kew
Bulletin, 2019, 74, 1. 0.4 5

17198 Characterization of Salinivibrio socompensis sp. nov., A New Halophilic Bacterium Isolated from the
High-Altitude Hypersaline Lake Socompa, Argentina. Microorganisms, 2019, 7, 241. 1.6 20

17199 First Report of Microcystis Strains Producing MC-FR and -WR Toxins in Japan. Toxins, 2019, 11, 521. 1.5 9

17200 Entry of bunyaviruses into plants and vectors. Advances in Virus Research, 2019, 104, 65-96. 0.9 23

17201 A Family of Dual-Activity Glycosyltransferase-Phosphorylases Mediates Mannogen Turnover and
Virulence in Leishmania Parasites. Cell Host and Microbe, 2019, 26, 385-399.e9. 5.1 33

17202 Microbial Metabolism Modulates Antibiotic Susceptibility within the Murine Gut Microbiome. Cell
Metabolism, 2019, 30, 800-823.e7. 7.2 70

17203 Systematic prediction of functionally linked genes in bacterial and archaeal genomes. Nature
Protocols, 2019, 14, 3013-3031. 5.5 21

17204 Active surveillance and genetic evolution of avian influenza viruses in Egypt, 2016â€“2018. Emerging
Microbes and Infections, 2019, 8, 1370-1382. 3.0 29

17205 Distinct evolution of toll-like receptor signaling pathway genes in cetaceans. Genes and Genomics,
2019, 41, 1417-1430. 0.5 6

17206
Delayed peak of human infections and ongoing reassortment of H7N9 avian influenza virus in the
newly affected western Chinese provinces during Wave Five. International Journal of Infectious
Diseases, 2019, 88, 80-87.

1.5 2

17207
Visualization of protein sequence space with force-directed graphs, and their application to the
choice of target-template pairs for homology modelling. Journal of Molecular Graphics and
Modelling, 2019, 92, 180-191.

1.3 0

17208
Euopisthobranch mollusks of the order Cephalaspidea (Gastropoda: Heterobranchia) of the
Kuril-Kamchatka Trench and the adjacent Pacific abyssal plain with descriptions of three new species
of the genus Spiraphiline (Philinidae). Progress in Oceanography, 2019, 178, 102185.

1.5 14



954

Citation Report

# Article IF Citations

17209
Genomic analysis of siderophore Î²-hydroxylases reveals divergent stereocontrol and expands the
condensation domain family. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 19805-19814.

3.3 31

17210 PPNID: a reference database and molecular identification pipeline for plant-parasitic nematodes.
Bioinformatics, 2020, 36, 1052-1056. 1.8 11

17211 DNA barcoding of southern African crustaceans reveals a mix of invasive species and potential cryptic
diversity. PLoS ONE, 2019, 14, e0222047. 1.1 16

17212 A DNA barcoding study of seven cichlid species from southern Africa reveals their phylogenetic
relationships. African Journal of Aquatic Science, 2019, 44, 291-293. 0.5 2

17213 ABHD2 Inhibitor Identified by Activity-Based Protein Profiling Reduces Acrosome Reaction. ACS
Chemical Biology, 2019, 14, 2295-2304. 1.6 10

17214 The complete mitochondrial genome of <i>Sapajus flavius</i>ï¼ˆBlonde Capuchinï¼‰. Mitochondrial DNA
Part B: Resources, 2019, 4, 2970-2971. 0.2 1

17215 High-coverage genomes to elucidate the evolution of penguins. GigaScience, 2019, 8, . 3.3 18

17216 Chlamydia pan-genomic analysis reveals balance between host adaptation and selective pressure to
genome reduction. BMC Genomics, 2019, 20, 710. 1.2 20

17217 Sex-dependent and -independent transcriptional changes during haploid phase gametogenesis in the
sugar kelp Saccharina latissima. PLoS ONE, 2019, 14, e0219723. 1.1 15

17218 Phylogeography and Historical Demography of Two Sympatric Atlantic Snappers: Lutjanus analis and L.
jocu. Frontiers in Marine Science, 2019, 6, . 1.2 5

17219 Oncomodulin: The Enigmatic Parvalbumin Protein. Frontiers in Molecular Neuroscience, 2019, 12, 235. 1.4 22

17220 Effect of extreme metal(loid) concentrations on prokaryotic community structure in floodplain soils
contaminated with mine waste. Applied Soil Ecology, 2019, 144, 182-195. 2.1 2

17221 In-silico Design of DNA Oligonucleotides: Challenges and Approaches. Computational and Structural
Biotechnology Journal, 2019, 17, 1056-1065. 1.9 15

17222 The statistical power of k-mer based aggregative statistics for alignment-free detection of horizontal
gene transfer. Synthetic and Systems Biotechnology, 2019, 4, 150-156. 1.8 5

17223
Analysis of Zobellella denitrificans ZD1 draft genome: Genes and gene clusters responsible for high
polyhydroxybutyrate (PHB) production from glycerol under saline conditions and its CRISPR-Cas
system. PLoS ONE, 2019, 14, e0222143.

1.1 9

17224 Genome sequence of the Chinese white wax scale insect Ericerus pela: the first draft genome for the
Coccidae family of scale insects. GigaScience, 2019, 8, . 3.3 15

17225 Spatio-temporal distribution of Spiroplasma infections in the tsetse fly (Glossina fuscipes fuscipes) in
northern Uganda. PLoS Neglected Tropical Diseases, 2019, 13, e0007340. 1.3 22

17226 Genetic evidence of broad spreading of Lymantria dispar in the West Siberian Plain. PLoS ONE, 2019, 14,
e0220954. 1.1 16



955

Citation Report

# Article IF Citations

17227
Ectopic Expression of a R2R3-MYB Transcription Factor Gene LjaMYB12 from Lonicera japonica Increases
Flavonoid Accumulation in Arabidopsis thaliana. International Journal of Molecular Sciences, 2019,
20, 4494.

1.8 21

17228 Genome-Wide Analysis and Expression Profiling of Rice Hybrid Proline-Rich Proteins in Response to
Biotic and Abiotic Stresses, and Hormone Treatment. Plants, 2019, 8, 343. 1.6 13

17229 Two new species of Clavulina and the first record of Clavulina reae from temperate Abies religiosa
forests in central Mexico. Mycological Progress, 2019, 18, 1187-1200. 0.5 11

17230 Physiological functions of a methuselah-like G protein coupled receptor in Lymantria dispar Linnaeus.
Pesticide Biochemistry and Physiology, 2019, 160, 1-10. 1.6 27

17231 Rule-Based Recommendation System for Phylogenetic Inference. , 2019, , . 1

17232
Diet-driven ecological radiation and allopatric speciation result in high species diversity in a
temperate-cold water marine genus Dendronotus (Gastropoda: Nudibranchia). Molecular
Phylogenetics and Evolution, 2019, 141, 106609.

1.2 35

17233 Conservation and diversity in the secondary forward photodynamics of red/green
cyanobacteriochromesâ€ . Photochemical and Photobiological Sciences, 2019, 18, 2539-2552. 1.6 6

17234
Molecular characterisation of Solanum melongena L. and the crop wild relatives, S. violaceum Ortega
and S. torvum Sw., using phylogenetic/DNA barcoding markers. Genetic Resources and Crop Evolution,
2019, 66, 1625-1634.

0.8 2

17235 Pathogenicity and genomic changes of a 2016 European H5N8 highly pathogenic avian influenza virus
(clade 2.3.4.4) in experimentally infected mallards and chickens. Virology, 2019, 537, 172-185. 1.1 33

17236 A Strain of Bacillus thuringiensis Containing a Novel cry7Aa2 Gene that Is Toxic to Leptinotarsa
decemlineata (Say) (Coleoptera: Chrysomelidae). Insects, 2019, 10, 259. 1.0 16

17237 Equid alphaherpesvirus 1 from Italian Horses: Evaluation of the Variability of the ORF30, ORF33, ORF34
and ORF68 Genes. Viruses, 2019, 11, 851. 1.5 7

17238 Non-ribosomal Peptide Synthetase Gene Clusters in the Human Pathogenic Fungus Scedosporium
apiospermum. Frontiers in Microbiology, 2019, 10, 2062. 1.5 24

17239 Machine-Learning Classification Suggests That Many Alphaproteobacterial Prophages May Instead Be
Gene Transfer Agents. Genome Biology and Evolution, 2019, 11, 2941-2953. 1.1 24

17240 A review of the antimicrobial side of antidepressants and its putative implications on the gut
microbiome. Australian and New Zealand Journal of Psychiatry, 2019, 53, 1151-1166. 1.3 43

17241 DNA barcodes reveal inconsistent species boundaries in <i>Diplolepis</i> rose gall wasps and their
<i>Periclistus</i> inquilines (Hymenoptera: Cynipidae). Canadian Entomologist, 2019, 151, 717-727. 0.4 11

17242 Enhanced microbial hydrocarbon biodegradation as stimulated during field-scale landfarming of
crude oil-impacted soil. Sustainable Chemistry and Pharmacy, 2019, 14, 100177. 1.6 13

17243 Structural insight into glucose repression of the mannitol operon. Scientific Reports, 2019, 9, 13930. 1.6 10

17244 Genome expansion by allopolyploidization in the fungal strain Coniochaeta 2T2.1 and its exceptional
lignocellulolytic machinery. Biotechnology for Biofuels, 2019, 12, 229. 6.2 12



956

Citation Report

# Article IF Citations

17245 Drivers of HIV-1 transmission: The Portuguese case. PLoS ONE, 2019, 14, e0218226. 1.1 12

17246 YtrASa, a GntR-Family Transcription Factor, Represses Two Genetic Loci Encoding Membrane Proteins
in Sulfolobus acidocaldarius. Frontiers in Microbiology, 2019, 10, 2084. 1.5 9

17247 Further Elucidation of the Argonaute and Dicer Protein Families in the Model Grass Species
Brachypodium distachyon. Frontiers in Plant Science, 2019, 10, 1332. 1.7 7

17248 Morphological plasticity in a Fijian Seagrass: Halophila ovalis subsp. bullosa. Regional Studies in
Marine Science, 2019, 32, 100809. 0.4 5

17249 The sequence and de novo assembly of Takifugu bimaculatus genome using PacBio and Hi-C
technologies. Scientific Data, 2019, 6, 187. 2.4 29

17250 Mutational landscape and intra-host diversity of human papillomavirus type 16 long control region
and E6 variants in cervical samples. Archives of Virology, 2019, 164, 2953-2961. 0.9 11

17251 Emergence of the Asian lineage of Zika virus in Angola: an outbreak investigation. Lancet Infectious
Diseases, The, 2019, 19, 1138-1147. 4.6 63

17252 Evolution of reproductive traits and selfing syndrome in the sub-endemic Mediterranean genus
Centaurium Hill (Gentianaceae). Botanical Journal of the Linnean Society, 2019, 191, 216-235. 0.8 9

17253 Understanding UCEs: A Comprehensive Primer on Using Ultraconserved Elements for Arthropod
Phylogenomics. Insect Systematics and Diversity, 2019, 3, . 0.7 35

17254
Unraveling the functional role of the orphan solute carrier, SLC22A24 in the transport of steroid
conjugates through metabolomic and genome-wide association studies. PLoS Genetics, 2019, 15,
e1008208.

1.5 23

17255 Genomic Analysis of Clostridium perfringens BEC/CPILE-Positive, Toxinotype D and E Strains Isolated
from Healthy Children. Toxins, 2019, 11, 543. 1.5 11

17256
Taxonomy and phylogeny of mud owls (Annelida: Sternaspidae), including a new synonymy and new
records from the Southern Ocean, North East Atlantic Ocean and Pacific Ocean: challenges in
morphological delimitation. Marine Biodiversity, 2019, 49, 2659-2697.

0.3 14

17257
DNA analysis of elasmobranch products originating from Bangladesh reveals unregulated
elasmobranch fishery and trade on species of global conservation concern. PLoS ONE, 2019, 14,
e0222273.

1.1 13

17258 Genome-Wide Analysis of Cotton Auxin Early Response Gene Families and Their Roles in Somatic
Embryogenesis. Genes, 2019, 10, 730. 1.0 18

17259
Characterisation of three novel Î²-1,3 glucanases from the medically important house dust mite
Dermatophagoides pteronyssinus (airmid). Insect Biochemistry and Molecular Biology, 2019, 115,
103242.

1.2 6

17260 ICEKp2: description of an integrative and conjugative element in Klebsiella pneumoniae, co-occurring
and interacting with ICEKp1. Scientific Reports, 2019, 9, 13892. 1.6 10

17261 New Non-Bilaterian Transcriptomes Provide Novel Insights into the Evolution of Coral Skeletomes.
Genome Biology and Evolution, 2019, 11, 3068-3081. 1.1 21

17262 Morphological and Molecular Characterization of Zanthoxylum zanthoxyloides (Rutaceae) from
Burkina Faso. Plants, 2019, 8, 353. 1.6 9



957

Citation Report

# Article IF Citations

17263 Molecular evolution of the internal transcribed spacers in red oaks (Quercus sect. Lobatae).
Computational Biology and Chemistry, 2019, 83, 107117. 1.1 4

17264 Evolutionary dynamics of lineage 2 West Nile virus in Europe, 2004â€“2018: Phylogeny, selection
pressure and phylogeography. Molecular Phylogenetics and Evolution, 2019, 141, 106617. 1.2 30

17265
Three novel Ambrosia <i>Fusarium</i> Clade species producing clavate macroconidia known (<i>F.) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 667 Td (floridanum</i> and <i>F. obliquiseptatum</i>) or predicted (<i>F. tuaranense</i>) to be farmed by

<i>Euwallacea</i> spp. (Coleoptera: Scolytinae) on woody hosts. Mycologia, 2019, 111, 919-935.
0.8 30

17266
MYB Gene Family in Potato (Solanum tuberosum L.): Genome-Wide Identification of
Hormone-Responsive Reveals Their Potential Functions in Growth and Development. International
Journal of Molecular Sciences, 2019, 20, 4847.

1.8 74

17267 Current Progress of Avian Vaccines Against West Nile Virus. Vaccines, 2019, 7, 126. 2.1 13

17268 Molecular characterization of black flies (Diptera: Simuliidae) in areas with pest outbreaks and
simuliotoxicosis in Northeast Anatolia Region, Turkey. Acta Tropica, 2019, 199, 105149. 0.9 7

17269
Effect of diversity in gp41 membrane proximal external region of primary HIV-1 Indian subtype C
sequences on interaction with broadly neutralizing antibodies 4E10 and 10E8. Virus Research, 2019, 273,
197763.

1.1 6

17270 Raltegravir-Induced Adaptations of the HIV-1 Integrase: Analysis of Structure, Variability, and Mutation
Co-occurrence. Frontiers in Microbiology, 2019, 10, 1981. 1.5 6

17271 Genomic Analysis of Î³-Hexachlorocyclohexane-Degrading Sphingopyxis lindanitolerans WS5A3p Strain
in the Context of the Pangenome of Sphingopyxis. Genes, 2019, 10, 688. 1.0 13

17272 Chenopodium ficifolium flowers under long days without upregulation of FLOWERING LOCUS T (FT)
homologs. Planta, 2019, 250, 2111-2125. 1.6 16

17273 Water stress affects the frequency of Firmicutes, Clostridiales and Lysobacter in rhizosphere soils of
greenhouse grape. Agricultural Water Management, 2019, 226, 105776. 2.4 35

17274 An Allosteric Anti-tryptase Antibody for the Treatment of Mast Cell-Mediated Severe Asthma. Cell,
2019, 179, 417-431.e19. 13.5 76

17275
Structural characterization of the PCV2d virus-like particle at 3.3â€¯Ã… resolution reveals differences to
PCV2a and PCV2b capsids, a tetranucleotide, and an N-terminus near the icosahedral 3-fold axes.
Virology, 2019, 537, 186-197.

1.1 12

17276 RhopH3, rhoptry gene conserved in the free-living alveolate flagellate Colpodella sp. (Apicomplexa).
European Journal of Protistology, 2019, 71, 125637. 0.5 4

17277 Beyond pathogens: microbiota interactions with the plant immune system. Current Opinion in
Microbiology, 2019, 49, 7-17. 2.3 171

17278 Phylogenetically distant group of terpene synthases participates in cadinene and cedrane-type
sesquiterpenes accumulation in Taiwania cryptomerioides. Plant Science, 2019, 289, 110277. 1.7 12

17279 Fast and accurate genome comparison using genome images: The Extended Natural Vector Method.
Molecular Phylogenetics and Evolution, 2019, 141, 106633. 1.2 9

17280 Biotic interactions are the dominant drivers of phylogenetic and functional structure in bird
communities along a tropical elevational gradient. Auk, 2019, 136, . 0.7 28



958

Citation Report

# Article IF Citations

17281 Introgression between non-sister species of honeyeaters (Aves: Meliphagidae) several million years
after speciation. Biological Journal of the Linnean Society, 2019, 128, 583-591. 0.7 6

17282 Metagenomic Signatures of Gut Infections Caused by Different <i>Escherichia coli</i> Pathotypes.
Applied and Environmental Microbiology, 2019, 85, . 1.4 33

17283 Identification and Characterization of â€œ <i>Haemophilus quentini</i> â€• Strains Causing Invasive
Disease in Ontario, Canada (2016 to 2018). Journal of Clinical Microbiology, 2019, 57, . 1.8 5

17284 Diversity and distribution of Ischnomesidae (Crustacea: Isopoda: Asellota) along the Kuril-Kamchatka
Trench â€“ A genetic perspective. Progress in Oceanography, 2019, 178, 102174. 1.5 19

17285
Chromosome number diversity in Asian <i>Cryptocercus</i> (Blattodea, Cryptocercidae) and
implications for karyotype evolution and geographic distribution on the Western Sichuan Plateau.
Systematics and Biodiversity, 2019, 17, 594-608.

0.5 4

17286
Targeted metagenomic recovery of four divergent viruses reveals shared and distinctive
characteristics of giant viruses of marine eukaryotes. Philosophical Transactions of the Royal Society
B: Biological Sciences, 2019, 374, 20190086.

1.8 22

17287
Single cell ecogenomics reveals mating types of individual cells and ssDNA viral infections in the
smallest photosynthetic eukaryotes. Philosophical Transactions of the Royal Society B: Biological
Sciences, 2019, 374, 20190089.

1.8 11

17288 Structure of Csx1-cOA4 complex reveals the basis of RNA decay in Type III-B CRISPR-Cas. Nature
Communications, 2019, 10, 4302. 5.8 72

17289 Mapping the missing branch on the neogastropod tree of life: molecular phylogeny of marginelliform
gastropods. Journal of Molluscan Studies, 2019, 85, 439-451. 0.4 8

17290 Haplotype-resolved genomes of geminivirus-resistant and geminivirus-susceptible African cassava
cultivars. BMC Biology, 2019, 17, 75. 1.7 42

17291 Overexpression of Medicago MtCDFd1_1 Causes Delayed Flowering in Medicago via Repression of
MtFTa1 but Not MtCO-Like Genes. Frontiers in Plant Science, 2019, 10, 1148. 1.7 15

17292 Analysis of Orthologous SECONDARY WALL-ASSOCIATED NAC DOMAIN1 (SND1) Promotor Activity in
Herbaceous and Woody Angiosperms. International Journal of Molecular Sciences, 2019, 20, 4623. 1.8 2

17293 Transposable element discovery and characterization of LTR-retrotransposon evolutionary lineages
in the tropical fruit species Passiflora edulis. Molecular Biology Reports, 2019, 46, 6117-6133. 1.0 8

17294 Chromosome-level assembly of the mustache toad genome using third-generation DNA sequencing and
Hi-C analysis. GigaScience, 2019, 8, . 3.3 25

17295
Geochemical and Metagenomic Characterization of Jinata Onsen, a Proterozoic-Analog Hot Spring,
Reveals Novel Microbial Diversity including Iron-Tolerant Phototrophs and Thermophilic
Lithotrophs. Microbes and Environments, 2019, 34, 278-292.

0.7 48

17296 A scale-free analysis of the HIV-1 genome demonstrates multiple conserved regions of structural and
functional importance. PLoS Computational Biology, 2019, 15, e1007345. 1.5 10

17297 Genetic, structural, and functional diversity of low and high-affinity siderophores in strains of
nitrogen fixing<i>Azotobacter chroococcum</i>. Metallomics, 2019, 11, 201-212. 1.0 21

17298 A comparative analysis of complete plastid genomes from <i>Prangos fedtschenkoi</i> and <i>Prangos
lipskyi </i>(Apiaceae). Ecology and Evolution, 2019, 9, 364-377. 0.8 13



959

Citation Report

# Article IF Citations

17299
Distribution of bacterial polycyclic aromatic hydrocarbon (PAH) ring-hydroxylating dioxygenases
genes in oilfield soils and mangrove sediments explored by gene-targeted metagenomics. Applied
Microbiology and Biotechnology, 2019, 103, 2427-2440.

1.7 37

17300 Phoenicibacter congonensis gen. nov., sp. nov., a new genus isolated from the human gut and its
description using a taxonogenomic approach. Antonie Van Leeuwenhoek, 2019, 112, 775-784. 0.7 2

17301 Immunological MHC supertypes and allelic expression: how low is the functional MHC diversity in
free-ranging Namibian cheetahs?. Conservation Genetics, 2019, 20, 65-80. 0.8 13

17302 Phenolic variation among Chamaecrista nictitans subspecies and varieties revealed through
UPLC-ESI(-)-MS/MS chemical fingerprinting. Metabolomics, 2019, 15, 14. 1.4 8

17303 Identification of a cyanobacterial aldehyde dehydrogenase that produces retinoic acid inÂ vitro.
Biochemical and Biophysical Research Communications, 2019, 510, 27-34. 1.0 15

17304 Different pathogenicity of two strains of clade 2.3.4.4c H5N6 highly pathogenic avian influenza
viruses bearing different PA and NS gene in domestic ducks. Virology, 2019, 530, 11-18. 1.1 11

17305 Penaeid shrimp genome provides insights into benthic adaptation and frequent molting. Nature
Communications, 2019, 10, 356. 5.8 328

17306 An evolutionarily-conserved Wnt3/Î²-catenin/Sp5 feedback loop restricts head organizer activity in
Hydra. Nature Communications, 2019, 10, 312. 5.8 84

17307 Inferring bacterial recombination rates from large-scale sequencing datasets. Nature Methods, 2019,
16, 199-204. 9.0 58

17308
An integrative taxonomic and phylogenetic approach reveals a complex of cryptic species in the
â€˜peppermintâ€™ shrimp<i>Lysmata wurdemanni sensu stricto</i>. Zoological Journal of the Linnean
Society, 2019, 185, 1018-1038.

1.0 7

17309 Sucrose Metabolism in Haloarchaea: Reassessment Using Genomics, Proteomics, and Metagenomics.
Applied and Environmental Microbiology, 2019, 85, . 1.4 10

17310 Impact of Homologous Recombination on the Evolution of Prokaryotic Core Genomes. MBio, 2019, 10, . 1.8 60

17311
The structure of the nucleoprotein of Influenza D shows that all Orthomyxoviridae nucleoproteins
have a similar NPCORE, with or without a NPTAIL for nuclear transport. Scientific Reports, 2019, 9,
600.

1.6 17

17312 Genome sequence of<i>Malania oleifera</i>, a tree with great value for nervonic acid production.
GigaScience, 2019, 8, . 3.3 36

17313
A new classification for deep-sea opecoelid trematodes based on the phylogenetic position of some
unusual taxa from shallow-water, herbivorous fishes off south-west Australia. Zoological Journal
of the Linnean Society, 2019, 186, 385-413.

1.0 22

17314
Unexpected phylogenetic relationships within the world's largest limbless skink species ( <i>Acontias) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (plumbeus</i> ) highlight the need for a review of the taxonomic status of <i>Acontias poecilus</i>.

Journal of Zoological Systematics and Evolutionary Research, 2019, 57, 445-460.
0.6 3

17315
Whole chloroplast genome and gene locus phylogenies reveal the taxonomic placement and
relationship of Tripidium (Panicoideae: Andropogoneae) to sugarcane. BMC Evolutionary Biology, 2019,
19, 33.

3.2 48

17316 Epidemiology and molecular characterization of the re-emerging measles virus among children and
adults in the Haut-Ogooue, Gabon. BMC Infectious Diseases, 2019, 19, 90. 1.3 6



960

Citation Report

# Article IF Citations

17317 Genome Assembly and Annotation of the Trichoplusia ni Tni-FNL Insect Cell Line Enabled by Long-Read
Technologies. Genes, 2019, 10, 79. 1.0 16

17318 Metagenomic Characterization of the Viral Community of the South Scotia Ridge. Viruses, 2019, 11, 95. 1.5 22

17319 ITS2: An Ideal DNA Barcode for the Arid Medicinal Plant Rhazya Stricta. Pharmaceutical Medicine, 2019,
33, 53-61. 1.0 6

17320 Expression of the Fusarium graminearum terpenome and involvement of the endoplasmic
reticulum-derived toxisome. Fungal Genetics and Biology, 2019, 124, 78-87. 0.9 25

17321 Diversification of bent-toed geckos (Cyrtodactylus) on Sumatra and west Java. Molecular
Phylogenetics and Evolution, 2019, 134, 1-11. 1.2 18

17322 Fueled by methane: deep-sea sponges from asphalt seeps gain their nutrition from methane-oxidizing
symbionts. ISME Journal, 2019, 13, 1209-1225. 4.4 68

17323 Megaphages infect Prevotella and variants are widespread in gut microbiomes. Nature Microbiology,
2019, 4, 693-700. 5.9 141

17324 Amended identification of Oxydia (Lepidoptera: Geometridae) on Brazilian peppertree. Biocontrol
Science and Technology, 2019, 29, 400-404. 0.5 2

17325 Polyploidy in creosote bush (<i>Larrea tridentata</i>) shapes the biogeography of specialist
herbivores. Journal of Biogeography, 2019, 46, 597-610. 1.4 13

17326 Viroid-infected Tomato and Capsicum Seed Shipments to Australia. Viruses, 2019, 11, 98. 1.5 24

17327 Seed size evolution and biogeography of Plukenetia (Euphorbiaceae), a pantropical genus with
traditionally cultivated oilseed species. BMC Evolutionary Biology, 2019, 19, 29. 3.2 16

17328 Babesial infection in the Madagascan flying fox, Pteropus rufus Ã‰. Geoffroy, 1803. Parasites and
Vectors, 2019, 12, 51. 1.0 14

17329 Atlantic West Ophiothrix spp. in the scope of integrative taxonomy: Confirming the existence of
Ophiothrix trindadensis Tommasi, 1970. PLoS ONE, 2019, 14, e0210331. 1.1 11

17330 Archaea dominate the microbial community in an ecosystem with low-to-moderate temperature and
extreme acidity. Microbiome, 2019, 7, 11. 4.9 58

17331 Transcriptional Reprogramming of Rice Cells by Xanthomonas oryzae TALEs. Frontiers in Plant Science,
2019, 10, 162. 1.7 38

17332 Biostimulation of carbonate precipitation process in soil for copper immobilization. Journal of
Hazardous Materials, 2019, 368, 705-713. 6.5 88

17333 Leishmania cytochrome b gene sequence polymorphisms in southern Iran: relationships with different
cutaneous clinical manifestations. BMC Infectious Diseases, 2019, 19, 98. 1.3 9

17334 The pseudokinase <scp>TRIB</scp> 1 toggles an intramolecular switch to regulate <scp>COP</scp> 1
nuclear export. EMBO Journal, 2019, 38, . 3.5 31



961

Citation Report

# Article IF Citations

17335 Cytological, Biochemical and Molecular Events of the Embryogenic State in Douglas-fir (Pseudotsuga) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (menziesii [Mirb.]). Frontiers in Plant Science, 2019, 10, 118.1.7 18

17336 Molecular evolution of the <i>semenogelin 1</i> and <i>2</i> and mating system in gibbons. American
Journal of Physical Anthropology, 2019, 168, 364-369. 2.1 4

17337 A neutral evolution test derived from a theoretical amino acid substitution model. Journal of
Theoretical Biology, 2019, 467, 31-38. 0.8 5

17338 Exploring K2G30 Genome: A High Bacterial Cellulose Producing Strain in Glucose and Mannitol Based
Media. Frontiers in Microbiology, 2019, 10, 58. 1.5 49

17339 Function and Evolution of Nematode RNAi Pathways. Non-coding RNA, 2019, 5, 8. 1.3 49

17340 Tomato Yellow Leaf Curl Sardinia Virus, a Begomovirus Species Evolving by Mutation and
Recombination: A Challenge for Virus Control. Viruses, 2019, 11, 45. 1.5 28

17341
Chitinolytic actinobacteria isolated from an Algerian semi-arid soil: development of an antifungal
chitinase-dependent assay and GH18 chitinase gene identification. Annals of Microbiology, 2019, 69,
395-405.

1.1 14

17342 MIPS: Functional dynamics in evolutionary pathways of plant kingdom. Genomics, 2019, 111, 1929-1945. 1.3 17

17343 Genetic Diversity and Gene Family Expansions in Members of the Genus<i>Entamoeba</i>. Genome
Biology and Evolution, 2019, 11, 688-705. 1.1 22

17344 Architectural Dynamics of CaMKII-Actin Networks. Biophysical Journal, 2019, 116, 104-119. 0.2 23

17345 Multi-locus DNA metabarcoding of zooplankton communities and scat reveal trophic interactions of
a generalist predator. Scientific Reports, 2019, 9, 281. 1.6 42

17346 Unveiling new sequestrate <i>Cortinarius</i> species from northern Patagonian Nothofagaceae
forests based on molecular and morphological data. Mycologia, 2019, 111, 103-117. 0.8 13

17347 Endemic, endangered and evolutionarily significant: cryptic lineages in Seychellesâ€™ frogs (Anura:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (Sooglossidae). Biological Journal of the Linnean Society, 2019, 126, 417-435.0.7 11

17348 The control of endopolygalacturonase expression by the sugarcane RAV transcription factor during
aerenchyma formation. Journal of Experimental Botany, 2019, 70, 497-506. 2.4 24

17349 Origin of Gibberellin-Dependent Transcriptional Regulation by Molecular Exploitation of a
Transactivation Domain in DELLA Proteins. Molecular Biology and Evolution, 2019, 36, 908-918. 3.5 38

17350 Gene annotation errors are common in the mammalian mitochondrial genomes database. BMC
Genomics, 2019, 20, 73. 1.2 28

17351
Analysis of a new begomovirus unveils a composite element conserved in the CP gene promoters of
several Geminiviridae genera: Clues to comprehend the complex regulation of late genes. PLoS ONE,
2019, 14, e0210485.

1.1 16

17352 Whole-genome sequence of the bovine blood fluke Schistosoma bovis supports interspecific
hybridization with S. haematobium. PLoS Pathogens, 2019, 15, e1007513. 2.1 49



962

Citation Report

# Article IF Citations

17353 Comprehensive profiling of translation initiation in influenza virus infected cells. PLoS Pathogens,
2019, 15, e1007518. 2.1 22

17354 Exploiting the Richness of Environmental Waterborne Bacterial Species to Find Natural Legionella
pneumophila Competitors. Frontiers in Microbiology, 2018, 9, 3360. 1.5 23

17355 Unraveling the Developmental and Genetic Mechanisms Underpinning Floral Architecture in
Proteaceae. Frontiers in Plant Science, 2019, 10, 18. 1.7 17

17356 Lectin Sequence Distribution in QTLs from Rice (Oryza sativa) Suggest A Role in Morphological Traits
and Stress Responses. International Journal of Molecular Sciences, 2019, 20, 437. 1.8 9

17357 Identification and Characterization of Mitogen-Activated Protein Kinase (MAPK) Genes in Sunflower
(Helianthus annuus L.). Plants, 2019, 8, 28. 1.6 21

17358 Species delimitation and genetic structure of two endemic Magnolia species (section Magnolia;) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (Magnoliaceae) in Mexico. Genetica, 2019, 147, 57-68.0.5 12

17359 Bioremediation of petroleum-contaminated soil enhanced by aged refuse. Chemosphere, 2019, 222,
98-105. 4.2 41

17360 Identification and expression profiling of microRNAs in Hymenolepis. International Journal for
Parasitology, 2019, 49, 211-223. 1.3 13

17361 Metabolic diversity within the globally abundant Marine Group II Euryarchaea offers insight into
ecological patterns. Nature Communications, 2019, 10, 271. 5.8 66

17362 Into the Thermus Mobilome: Presence, Diversity and Recent Activities of Insertion Sequences Across
Thermus spp.. Microorganisms, 2019, 7, 25. 1.6 17

17363 An Extension of the Kimura Two-Parameter Model to the Natural Evolutionary Process. Journal of
Molecular Evolution, 2019, 87, 60-67. 0.8 46

17364 The complete mitogenome of a South African cryptic species of tadpole shrimp within the Triops
granarius (Lucas, 1864) species group. Mitochondrial DNA Part B: Resources, 2019, 4, 455-456. 0.2 3

17365
Syndromic survey and molecular analysis of influenza viruses at the humanâ€“swine interface in two
West African cosmopolitan cities suggest the possibility of bidirectional interspecies transmission.
Zoonoses and Public Health, 2019, 66, 232-247.

0.9 7

17366 Dispersal route of the Asian house rat (Rattus tanezumi) on mainland China: insights from
microsatellite and mitochondrial DNA. BMC Genetics, 2019, 20, 11. 2.7 16

17367
Comparative metagenomic analyses of a high-altitude Himalayan geothermal spring revealed
temperature-constrained habitat-specific microbial community and metabolic dynamics. Archives of
Microbiology, 2019, 201, 377-388.

1.0 12

17368 Bayesian phylogenetic analysis of the influenza-A virus genomes isolated in Tunisia, and determination
of potential recombination events. Molecular Phylogenetics and Evolution, 2019, 134, 253-268. 1.2 6

17369 Hydrogen-based metabolism as an ancestral trait in lineages sibling to the Cyanobacteria. Nature
Communications, 2019, 10, 463. 5.8 87

17370 Evaluation of Multilocus Sequence Typing of <i>Cyclospora cayetanensis</i> based on microsatellite
markers. Parasite, 2019, 26, 3. 0.8 21



963

Citation Report

# Article IF Citations

17371 Draft Genome Sequences of Two Closely Related <i>Marichromatium</i> Isolates, Photosynthetic
Gammaproteobacteria from Marine Ecosystems. Microbiology Resource Announcements, 2019, 8, . 0.3 0

17372 Genomic Signals of Adaptation towards Mutualism and Sociality in Two Ambrosia Beetle Complexes.
Life, 2019, 9, 2. 1.1 5

17373 A Piscibacillus sp. Isolated from A Soda Lake Exhibits Anticancer Activity Against Breast Cancer
MDA-MB-231 Cells. Microorganisms, 2019, 7, 34. 1.6 19

17374 Fungal Endophyte Communities of Three Agricultural Important Grass Species Differ in Their Response
Towards Management Regimes. Microorganisms, 2019, 7, 37. 1.6 14

17375
Heterologous expression and characterization of a new galactose-binding lectin from Bauhinia
forficata with antiproliferative activity. International Journal of Biological Macromolecules, 2019,
128, 877-884.

3.6 10

17376 Evolution of salivary glue genes in Drosophila species. BMC Evolutionary Biology, 2019, 19, 36. 3.2 14

17377 Genome-wide identification and expression analysis of expansin gene family in common wheat
(Triticum aestivum L.). BMC Genomics, 2019, 20, 101. 1.2 67

17378
Assessing phylogenetic information to reveal uncertainty in historical data: An example using
Goodeinae (Teleostei: Cyprinodontiformes: Goodeidae). Molecular Phylogenetics and Evolution, 2019,
134, 282-290.

1.2 6

17379 The flagellin of candidate live biotherapeutic Enterococcus gallinarum MRx0518 is a potent
immunostimulant. Scientific Reports, 2019, 9, 801. 1.6 34

17380 Phylogeography of HIV-1 suggests that Ugandan fishing communities are a sink for, not a source of,
virus from general populations. Scientific Reports, 2019, 9, 1051. 1.6 43

17381 Phylogenetic and morphological analyses of the mycoparasitic genusÂ <i>Piptocephalis</i>. Mycologia,
2019, 111, 54-68. 0.8 9

17382 Tandem gene duplication and recombination at the AT3 locus in the Solanaceae, a gene essential for
capsaicinoid biosynthesis in Capsicum. PLoS ONE, 2019, 14, e0210510. 1.1 11

17383 Methanotrophy, Methylotrophy, the Human Body, and Disease. , 2019, , 1-20. 1

17384 Two new species of dictyostelid cellular slime molds in high-elevation habitats on the Qinghai-Tibet
Plateau, China. Scientific Reports, 2019, 9, 5. 1.6 16

17385 Integrative taxonomy reveals the exceptional species diversity of Eudonia (Lepidoptera: Crambidae) in
Tibet, China. Systematics and Biodiversity, 2019, 17, 39-50. 0.5 4

17386 Phylogeny and molecular species delimitation of long-nosed armadillos (Dasypus: Cingulata) supports
morphology-based taxonomy. Zoological Journal of the Linnean Society, 2019, 186, 813-825. 1.0 27

17387 The landscape of transposable elements and satellite DNAs in the genome of a dioecious plant spinach
(Spinacia oleracea L.). Mobile DNA, 2019, 10, 3. 1.3 37

17388 A Pathovar of Xanthomonas oryzae Infecting Wild Grasses Provides Insight Into the Evolution of
Pathogenicity in Rice Agroecosystems. Frontiers in Plant Science, 2019, 10, 507. 1.7 18



964

Citation Report

# Article IF Citations

17389 Intestinal Parasites and the Occurrence of Zoonotic Giardia duodenalis Genotype in Captive Gibbons
at Krabokkoo Wildlife Breeding Center, Thailand. Frontiers in Veterinary Science, 2019, 6, 110. 0.9 8

17390 Present status and future of boletoid fungi (Boletaceae) on the island of Cyprus: Cryptic and
threatened diversity unravelled by ten-year study. Fungal Ecology, 2019, 41, 65-81. 0.7 11

17391 Increasing species sampling in chelicerate genomic-scale datasets provides support for monophyly of
Acari and Arachnida. Nature Communications, 2019, 10, 2295. 5.8 90

17392 Expression induction of a class of RD26 genes by drought and salinity stresses in maize. Biologia
(Poland), 2019, 74, 1237-1246. 0.8 1

17393 Prediction of cross-species infection propensities of viruses with receptor similarity. Infection,
Genetics and Evolution, 2019, 73, 71-80. 1.0 12

17394 A de novo transcriptome assembly approach elucidates the dynamics of ovarian maturation in the
swordfish (Xiphias gladius). Scientific Reports, 2019, 9, 7375. 1.6 12

17395 Phylogenomics, biogeography and evolution in the American genus Brahea (Arecaceae). Botanical
Journal of the Linnean Society, 2019, 190, 242-259. 0.8 14

17396
Stenotrophomonas maltophilia Differential Gene Expression in Synthetic Cystic Fibrosis Sputum
Reveals Shared and Cystic Fibrosis Strain-Specific Responses to the Sputum Environment. Journal of
Bacteriology, 2019, 201, .

1.0 8

17397 Genomic Characterization and Virulence Potential of Two<i>Fusarium oxysporum</i>Isolates
Cultured from the International Space Station. MSystems, 2019, 4, . 1.7 26

17398
Comparative analysis reveals conservation in genome organization among intestinal Cryptosporidium
species and sequence divergence in potential secreted pathogenesis determinants among major
human-infecting species. BMC Genomics, 2019, 20, 406.

1.2 37

17399 Trichoderma lixii (IIIM-B4), an endophyte of Bacopa monnieri L. producing peptaibols. BMC
Microbiology, 2019, 19, 98. 1.3 25

17400 Longitudinal study of humoral immunity to bovine coronavirus, virus shedding, and treatment for
bovine respiratory disease in pre-weaned beef calves. BMC Veterinary Research, 2019, 15, 161. 0.7 24

17401 Proteome and allergenome of the European house dust mite Dermatophagoides pteronyssinus. PLoS
ONE, 2019, 14, e0216171. 1.1 26

17402 Identification and Characterization of a Novel Robigovirus Species from Sweet Cherry in Turkey.
Pathogens, 2019, 8, 57. 1.2 11

17403 Correlation in Expression between LTR Retrotransposons and Potential Host Cis-Targets during
Infection of Antherea pernyi with ApNPV Baculovirus. Viruses, 2019, 11, 421. 1.5 10

17405 Exploring the sequence variability of polymerization-involved residues in the production of levan-
and inulin-type fructooligosaccharides with a levansucrase. Scientific Reports, 2019, 9, 7720. 1.6 17

17406
New species and new records of species of Cloacina von Linstow, 1898 (Nematoda: Strongylida)
parasitic in the western scrub wallaby, Notamacropus irma (Jourdan) (Marsupialia: Macropodidae)
from Western Australia. Systematic Parasitology, 2019, 96, 453-474.

0.5 1

17407 The ESCRT-machinery: closing holes and expanding roles. Current Opinion in Cell Biology, 2019, 59,
121-132. 2.6 108



965

Citation Report

# Article IF Citations

17408 Time Calibrated Morpho-molecular Classification of Nassellaria (Radiolaria). Protist, 2019, 170, 187-208. 0.6 21

17409
Morphology and molecular phylogenetic placement of a coastal shipworm (Bactronophorus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 707 Td (thoracites (Gould, 1862), Teredinidae) from Peninsular Malaysia. Regional Studies in Marine Science,

2019, 29, 100694.
0.4 2

17410 Comparison of sampling techniques and different media for the enrichment and isolation of
cellulolytic organisms from biogas fermenters. Systematic and Applied Microbiology, 2019, 42, 481-487. 1.2 5

17411
Advanced understanding of phylogenetic relationships, morphological evolution and biogeographic
history of the mega-diverse plant genus Myrcia and its relatives (Myrtaceae: Myrteae). Molecular
Phylogenetics and Evolution, 2019, 138, 65-88.

1.2 24

17412 Genome Plasticity in Papillomaviruses and De Novo Emergence of E5 Oncogenes. Genome Biology and
Evolution, 2019, 11, 1602-1617. 1.1 14

17413 Characterization of the mechanisms by which missense mutations in the lysosomal acid lipase gene
disrupt enzymatic activity. Human Molecular Genetics, 2019, 28, 3043-3052. 1.4 4

17414 Obligate anaerobes are abundant in human necrotizing soft tissue infection samples â€“ a metagenomics
analysis. Apmis, 2019, 127, 577-587. 0.9 19

17415
A century of gray: A genomic locus found in 2 distinct Pseudomonas spp. is associated with historical
and contemporary color defects in dairy products worldwide. Journal of Dairy Science, 2019, 102,
5979-6000.

1.4 20

17416 Arsenite Oxidation by a Newly Isolated Betaproteobacterium Possessing arx Genes and Diversity of the
arx Gene Cluster in Bacterial Genomes. Frontiers in Microbiology, 2019, 10, 1210. 1.5 11

17417
Combined transcriptomic and proteomic analysis reveals a diversity of venom-related and toxin-like
peptides expressed in the mat anemone Zoanthus natalensis (Cnidaria, Hexacorallia). Archives of
Toxicology, 2019, 93, 1745-1767.

1.9 14

17418 Metarhizium aciculare sp. nov. for euvesperins A and B producing Metarhizium strains. Mycoscience,
2019, 60, 313-318. 0.3 7

17419 Diversity patterns of bacteriophages infecting <i>Aggregatibacter</i> and <i>Haemophilus</i> species
across clades and niches. ISME Journal, 2019, 13, 2500-2522. 4.4 20

17420 Evolutionary coupling analysis identifies the impact of disease-associated variants at less-conserved
sites. Nucleic Acids Research, 2019, 47, e94-e94. 6.5 11

17421 Genetic and Genomic Analyses Reveal Boundaries between Species Closely Related to
<i>Cryptococcus</i> Pathogens. MBio, 2019, 10, . 1.8 37

17422 Unusual Cysteine Content in V1 Region of gp120 From an Elite Suppressor That Produces Broadly
Neutralizing Antibodies. Frontiers in Immunology, 2019, 10, 1021. 2.2 8

17423
Transcriptome-Based Analysis Reveals a Crucial Role of BxGPCR17454 in Low Temperature Response of
Pine Wood Nematode (Bursaphelenchus xylophilus). International Journal of Molecular Sciences,
2019, 20, 2898.

1.8 12

17424 <i>Umbilicaria subpolyphylla</i>Oxner: the correct name for<i>U. iberica</i>Sancho &amp; Krzewicka
and its bipolar distribution pattern. Lichenologist, 2019, 51, 205-220. 0.5 7

17425 Convergent allostery in ribonucleotide reductase. Nature Communications, 2019, 10, 2653. 5.8 27



966

Citation Report

# Article IF Citations

17426 The complete chloroplast genome of the essential medicinal herb, <i>Amomum Villosum</i>
(Zingiberaceae). Mitochondrial DNA Part B: Resources, 2019, 4, 1798-1799. 0.2 2

17427 Time of day and network reprogramming during drought induced CAM photosynthesis in Sedum
album. PLoS Genetics, 2019, 15, e1008209. 1.5 59

17428 Aerobic cometabolism of tetrabromobisphenol A by marine bacterial consortia. Environmental
Science and Pollution Research, 2019, 26, 23832-23841. 2.7 17

17429 On the origin of the New World Pyrgomorphidae (Insecta: Orthoptera). Molecular Phylogenetics and
Evolution, 2019, 139, 106537. 1.2 3

17430 Biological diversity or nomenclatural multiplicity: the Thai freshwater snail<i>Neoradina
prasongi</i>Brandt, 1974 (Gastropoda: Thiaridae). Systematics and Biodiversity, 2019, 17, 260-276. 0.5 4

17431 ChlamBase: a curated model organism database for the Chlamydia research community. Database: the
Journal of Biological Databases and Curation, 2019, 2019, . 1.4 5

17432 Identifying Clusters of High Confidence Homologies in Multiple Sequence Alignments. Molecular
Biology and Evolution, 2019, 36, 2340-2351. 3.5 108

17433 <scp>l</scp> -Serine dietary supplementation is associated with clinical improvement of
loss-of-function <i>GRIN2B</i> -related pediatric encephalopathy. Science Signaling, 2019, 12, . 1.6 53

17434 Amino Acid Residues Î²139, Î²189, and Î²319 Modulate ADP-Inhibition in Escherichia coli H+-FOF1-ATP Synthase.
Biochemistry (Moscow), 2019, 84, 407-415. 0.7 4

17435 Pepper yellow leaf curl Aceh virus: a novel bipartite begomovirus isolated from chili pepper, tomato,
and tobacco plants in Indonesia. Archives of Virology, 2019, 164, 2379-2383. 0.9 22

17436 Non-neutral evolution of H3.3-encoding genes occurs without alterations in protein sequence.
Scientific Reports, 2019, 9, 8472. 1.6 10

17437 Towards a new classification of tribe Stachydeae (Lamiaceae): naming clades using molecular
evidence. Botanical Journal of the Linnean Society, 2019, 190, 345-358. 0.8 14

17438 The Second Site Modifier, Sympathy for the ligule, Encodes a Homolog of Arabidopsis ENHANCED
DISEASE RESISTANCE4 and Rescues the Liguleless narrow Maize Mutant. Plant Cell, 2019, 31, 1829-1844. 3.1 17

17439 Gene editing of the wheat homologs of <scp>TONNEAU</scp>1â€•recruiting motif encoding gene affects
grain shape and weight in wheat. Plant Journal, 2019, 100, 251-264. 2.8 97

17440 Large-scale ruminant genome sequencing provides insights into their evolution and distinct traits.
Science, 2019, 364, . 6.0 266

17441 Serine-Threonine Kinases Encoded by Split <i>hipA</i> Homologs Inhibit Tryptophanyl-tRNA Synthetase.
MBio, 2019, 10, . 1.8 25

17442 A First Study of the Virulence Potential of a Bacillus subtilis Isolate From Deep-Sea Hydrothermal
Vent. Frontiers in Cellular and Infection Microbiology, 2019, 9, 183. 1.8 34

17443 Genome-Wide Identification and Expression Profiles of Myosin Genes in the Pacific White Shrimp,
Litopenaeus vannamei. Frontiers in Physiology, 2019, 10, 610. 1.3 9



967

Citation Report

# Article IF Citations

17444 The Novel Cerato-Platanin-Like Protein FocCP1 from Fusarium oxysporum Triggers an Immune Response
in Plants. International Journal of Molecular Sciences, 2019, 20, 2849. 1.8 30

17445 Overlooked Genetic Diversity of Ammonia Oxidizing Archaea Lineages in the Global Oceans. Journal of
Geophysical Research G: Biogeosciences, 2019, 124, 1799-1811. 1.3 23

17446 Ancient duplications and grass-specific transposition influenced the evolution of LEAFY transcription
factor genes. Communications Biology, 2019, 2, 237. 2.0 16

17447 Identification and characterization of a new sulfoacetaldehyde reductase from the human gut
bacterium <i>Bifidobacterium kashiwanohense</i>. Bioscience Reports, 2019, 39, . 1.1 7

17448 Phylogeography and population genetics of<i>Acanthophyllum squarrosum</i>complex
(Caryophyllaceae) in the Irano-Turanian region. Systematics and Biodiversity, 2019, 17, 412-421. 0.5 4

17449 LTK is an ER-resident receptor tyrosine kinase that regulates secretion. Journal of Cell Biology, 2019,
218, 2470-2480. 2.3 39

17450 Deleterious Mutation Accumulation in Arabidopsis thaliana Pollen Genes: A Role for a Recent
Relaxation of Selection. Genome Biology and Evolution, 2019, 11, 1939-1951. 1.1 16

17451 A natural histone H2A variant lacking the Bub1 phosphorylation site and regulated depletion of
centromeric histone CENP-A foster evolvability in Candida albicans. PLoS Biology, 2019, 17, e3000331. 2.6 16

17452 Metagenomic next-generation sequencing of samples from pediatric febrile illness in Tororo, Uganda.
PLoS ONE, 2019, 14, e0218318. 1.1 66

17453 Phylogeography of Dendrolimus punctatus (Lepidoptera: Lasiocampidae): Population differentiation
and last glacial maximum survival. Ecology and Evolution, 2019, 9, 7480-7496. 0.8 9

17454 For common community phylogenetic analyses, go ahead and use synthesis phylogenies. Ecology, 2019,
100, e02788. 1.5 80

17455 Deep sequencing of 2009 influenza A/H1N1 virus isolated from volunteer human challenge study
participants and natural infections. Virology, 2019, 534, 96-107. 1.1 8

17456
Phylogenetic relationships within Parianinae (Poaceae: Bambusoideae: Olyreae) with emphasis on
Eremitis: Evidence from nuclear and plastid DNA sequences, macromorphology, and pollen ectexine
patterns. Molecular Phylogenetics and Evolution, 2019, 139, 106541.

1.2 17

17457 HIV-1 DNA sequence diversity and evolution during acute subtype C infection. Nature Communications,
2019, 10, 2737. 5.8 51

17458 Evolutionary Metabolomics Identifies Substantial Metabolic Divergence between Maize and Its Wild
Ancestor, Teosinte. Plant Cell, 2019, 31, 1990-2009. 3.1 69

17459
Expression of extracellular peroxidases and catalases in mesophilic and thermophilic Chaetomia in
response to environmental oxidative stress stimuli. Ecotoxicology and Environmental Safety, 2019,
181, 481-490.

2.9 14

17460 Genomic diversification of IncR plasmids from China. Journal of Global Antimicrobial Resistance, 2019,
19, 358-364. 0.9 14

17461 Functional Metagenomics Reveals a New Catalytic Domain, the Metallo-Î²-Lactamase Superfamily Domain,
Associated with Phytase Activity. MSphere, 2019, 4, . 1.3 6



968

Citation Report

# Article IF Citations

17462 Structural Characterization of Arabidopsis thaliana NAP1-Related Protein 2 (AtNRP2) and Comparison
with its Homolog AtNRP1. Molecules, 2019, 24, 2258. 1.7 6

17463 Genomic identification of cryptic susceptibility to penicillins and Î²-lactamase inhibitors in
methicillin-resistant Staphylococcus aureus. Nature Microbiology, 2019, 4, 1680-1691. 5.9 47

17464 Comparative Genomic Analysis of<i> Trichinella spiralis</i> Reveals Potential Mechanisms of Adaptive
Evolution. BioMed Research International, 2019, 2019, 1-12. 0.9 3

17465 A Genetically Tractable, Natural Mouse Model of Cryptosporidiosis Offers Insights into Host
Protective Immunity. Cell Host and Microbe, 2019, 26, 135-146.e5. 5.1 72

17466 Genetic characteristics and phylogenetic relationship of Parascaris spp. from Equus zebra, E. caballus,
and E. asinus. Veterinary Parasitology, 2019, 271, 76-79. 0.7 5

17467 Serotype-specific evolutionary patterns of antimicrobial-resistant Salmonella enterica. BMC
Evolutionary Biology, 2019, 19, 132. 3.2 20

17468 Assessing the performance of in silico methods for predicting the pathogenicity of variants in the
gene CHEK2, among Hispanic females with breast cancer. Human Mutation, 2019, 40, 1612-1622. 1.1 8

17469 Diversity and Evolution of Type III Secreted Effectors: A Case Study of Three Families. Current Topics in
Microbiology and Immunology, 2019, 427, 201-230. 0.7 9

17470
Optimization and characterization of red pigment production from an endophytic fungus, Nigrospora
aurantiaca CMU-ZY2045, and its potential source of natural dye for use in textile dyeing. Applied
Microbiology and Biotechnology, 2019, 103, 6973-6987.

1.7 24

17471 Evolutionary analysis of human parechovirus type 3 and clinical outcomes of infection during the
2017â€“18 Australian epidemic. Scientific Reports, 2019, 9, 8906. 1.6 13

17472 The CYPome of the model xenobiotic-biotransforming fungus Cunninghamella elegans. Scientific
Reports, 2019, 9, 9240. 1.6 28

17473 Diversity and distribution of Laonice species (Annelida: Spionidae) in the tropical North Atlantic and
Puerto Rico Trench. Scientific Reports, 2019, 9, 9260. 1.6 12

17474 Expansion of vomeronasal receptor genes (OlfC) in the evolution of fright reaction in Ostariophysan
fishes. Communications Biology, 2019, 2, 235. 2.0 16

17475
Multimetal Resistant, Alkalitolerant Bacteria Isolated from Serpentinizing Fluid-Associated Sediments
and Acid Mine Drainage in the Zambales Ophiolite, the Philippines. Geomicrobiology Journal, 2019, 36,
792-809.

1.0 3

17476 Allopatric divergence and secondary contact with gene flow: a recurring theme in rattlesnake
speciation. Biological Journal of the Linnean Society, 2019, 128, 149-169. 0.7 25

17477 Suppressor mutations in ribosomal proteins and FliY restore Bacillus subtilis swarming motility in
the absence of EF-P. PLoS Genetics, 2019, 15, e1008179. 1.5 15

17478 Comparative Chloroplast Genomics at Low Taxonomic Levels: A Case Study Using Amphilophium
(Bignonieae, Bignoniaceae). Frontiers in Plant Science, 2019, 10, 796. 1.7 55

17479 Changes in endophytic bacterial communities during different growth stages of cucumber (Cucumis) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (sativus L.). World Journal of Microbiology and Biotechnology, 2019, 35, 104.1.7 12



969

Citation Report

# Article IF Citations

17480 High-Quality Library Preparation for NGS-Based Immunoglobulin Germline Gene Inference and
Repertoire Expression Analysis. Frontiers in Immunology, 2019, 10, 660. 2.2 55

17481 Characterization of a GDP-Fucose Transporter and a Fucosyltransferase Involved in the Fucosylation
of Glycoproteins in the Diatom Phaeodactylum tricornutum. Frontiers in Plant Science, 2019, 10, 610. 1.7 14

17482 Evolution of Insect Iridescence: Origins of Three-Dimensional Photonic Crystals in Weevils
(Coleoptera: Curculionoidea). Integrative and Comparative Biology, 2019, 59, 1664-1672. 0.9 14

17483 Serratia microhaemolytica sp. nov., isolated from an artificial lake in Southern China. Antonie Van
Leeuwenhoek, 2019, 112, 1447-1456. 0.7 7

17484
New nematode species from the continental slope of New Zealand (Chromadorea, Microlaimida, and) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 587 Td (Chromadorida), and unexpected placement of the genus Molgolaimus Ditlevsen, 1921. Marine

Biodiversity, 2019, 49, 2267-2280.
0.3 6

17485 A role for G protein-coupled receptor 137b in bone remodeling in mouse and zebrafish. Bone, 2019, 127,
104-113. 1.4 8

17486 Spatiotemporal shifts of ammonia-oxidizing archaea abundance and structure during the restoration
of a multiple pond and plant-bed/ditch wetland. Science of the Total Environment, 2019, 684, 629-640. 3.9 16

17487 A mitochondrial genome phylogeny of Mytilidae (Bivalvia: Mytilida). Molecular Phylogenetics and
Evolution, 2019, 139, 106533. 1.2 41

17488 What determines host specificity in hyperspecialized plant parasitic nematodes?. BMC Genomics, 2019,
20, 457. 1.2 11

17489 Sequence capture using AFLPâ€•generated baits: A costâ€•effective method for highâ€•throughput phylogenetic
and phylogeographic analysis. Ecology and Evolution, 2019, 9, 5925-5937. 0.8 4

17490 Complete genome sequence and phylogenetic analysis of nosocomial pathogen Acinetobacter
nosocomialis strain NCTC 8102. Genes and Genomics, 2019, 41, 1063-1075. 0.5 6

17491 Genetic variation and relationships among Afrotropical species of Myotis (Chiroptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Vespertilionidae). Journal of Mammalogy, 2019, 100, 1130-1143.0.6 16

17492
Bacillus thuringiensis Cry1Da_7 and Cry1B.868 Protein Interactions with Novel Receptors Allow
Control of Resistant Fall Armyworms, Spodoptera frugiperda (J.E. Smith). Applied and Environmental
Microbiology, 2019, 85, .

1.4 33

17493 Genome sequencing provides insights into the evolution and antioxidant activity of Chinese bayberry.
BMC Genomics, 2019, 20, 458. 1.2 31

17494 Reconstruction of a Genome Scale Metabolic Model of the polyhydroxybutyrate producing
methanotroph Methylocystis parvus OBBP. Microbial Cell Factories, 2019, 18, 104. 1.9 33

17495 A Novel Gene Underlies Bleomycin-Response Variation in<i>Caenorhabditis elegans</i>. Genetics, 2019,
212, 1453-1468. 1.2 43

17496 Bioinformatic Identification of Functionally and Structurally Relevant Residues and Motifs in Protein
S-Acyltransferases. Methods in Molecular Biology, 2019, 2009, 191-199. 0.4 0

17497 Isolation and characterization of a thermophilic sulfur- and iron-reducing thaumarchaeote from a
terrestrial acidic hot spring. ISME Journal, 2019, 13, 2465-2474. 4.4 26



970

Citation Report

# Article IF Citations

17498 Palaeoproteomics resolves sloth relationships. Nature Ecology and Evolution, 2019, 3, 1121-1130. 3.4 91

17499 Tropical rainforest flies carrying pathogens form stable associations with social nonhuman primates.
Molecular Ecology, 2019, 28, 4242-4258. 2.0 27

17500 Lignocellulose degradation in isopods: new insights into the adaptation to terrestrial life. BMC
Genomics, 2019, 20, 462. 1.2 22

17501 A multigene phylogeny toward a new phylogenetic classification of Leotiomycetes. IMA Fungus, 2019,
10, 1. 1.7 140

17502
Molecular and morphological characterization of the metacercariae of two species of diplostomid
trematodes (Platyhelminthes, Digenea) in freshwater fishes of the Batalha River, Brazil. Parasitology
Research, 2019, 118, 2169-2182.

0.6 8

17503 Host selection and stochastic effects influence bacterial community assembly on the microalgal
phycosphere. Algal Research, 2019, 40, 101489. 2.4 58

17504
Structural, functional, and evolutionary analysis of late embryogenesis abundant proteins (LEA) in
Triticum aestivum: A detailed molecular level biochemistry using in silico approach. Computational
Biology and Chemistry, 2019, 82, 9-24.

1.1 18

17505 Enhanced anaerobic digestion of up-flow anaerobic sludge blanket (UASB) by blast furnace dust (BFD):
Feasibility and mechanism. International Journal of Hydrogen Energy, 2019, 44, 17709-17719. 3.8 20

17506
Comprehensive multi-technique approach reveals the high diversity of microcystins in field
collections and an associated isolate of Microcystis aeruginosa from a Turkish lake. Toxicon, 2019,
167, 87-100.

0.8 26

17507 Diversity of intertidal marine sponges from the western coast of Portugal (North-east Atlantic).
Journal of the Marine Biological Association of the United Kingdom, 2019, 99, 1253-1265. 0.4 6

17508
Dynamic evolution of mitochondrial genomes in Trebouxiophyceae, including the first completely
assembled mtDNA from a lichen-symbiont microalga (Trebouxia sp. TR9). Scientific Reports, 2019, 9,
8209.

1.6 14

17509
Micro-scale isotopic variability of low-temperature pyrite in fractured crystalline bedrock â€• A large Fe
isotope fractionation between Fe(II)aq/pyrite and absence of Fe-S isotope co-variation. Chemical
Geology, 2019, 522, 192-207.

1.4 3

17510 Exploring the Biodiversity of Understudied Benthic Taxa at Mesophotic and Deeper Depths: Examples
From the Order Zoantharia (Anthozoa: Hexacorallia). Frontiers in Marine Science, 2019, 6, . 1.2 16

17511 Transcriptome analysis reveals lncRNAâ€•mediated complex regulatory network response to DNA damage
in the liver tissue of Rattus norvegicus. Journal of Cellular Physiology, 2019, 234, 23216-23231. 2.0 6

17512 Occurrence of diverse Bradyrhizobium spp. in roots and rhizospheres of two commercial Brazilian
sugarcane cultivars. Brazilian Journal of Microbiology, 2019, 50, 759-767. 0.8 13

17513 Fungi in Bottom Sediments of the Chukchi Sea. Russian Journal of Marine Biology, 2019, 45, 86-95. 0.2 4

17514 Genome Analysis of Coxsackievirus A4 Isolates From Hand, Foot, and Mouth Disease Cases in
Shandong, China. Frontiers in Microbiology, 2019, 10, 1001. 1.5 12

17515 First Report of Integrative Conjugative Elements in Riemerella anatipestifer Isolates From Ducks in
China. Frontiers in Veterinary Science, 2019, 6, 128. 0.9 10



971

Citation Report

# Article IF Citations

17516 Gain-of-Function Mutations in KCNN3 Encoding the Small-Conductance Ca2+-Activated K+ Channel SK3
Cause Zimmermann-Laband Syndrome. American Journal of Human Genetics, 2019, 104, 1139-1157. 2.6 45

17517 Structural insights of a cellobiose dehydrogenase enzyme from the basidiomycetes fungus
Termitomyces clypeatus. Computational Biology and Chemistry, 2019, 82, 65-73. 1.1 9

17518 Genome-wide analysis of magnesium transporter genes in Solanum lycopersicum. Computational
Biology and Chemistry, 2019, 80, 498-511. 1.1 18

17519 The pH sensing receptor AopalH plays important roles in the nematophagous fungus Arthrobotrys
oligospora. Fungal Biology, 2019, 123, 547-554. 1.1 15

17520 The acidocalcisome inositol-1,4,5-trisphosphate receptor of Trypanosoma brucei is stimulated by
luminal polyphosphate hydrolysis products. Journal of Biological Chemistry, 2019, 294, 10628-10637. 1.6 15

17521
Revision of freshwater shrimps belonging to<i>Caridina weberi</i>complex (Crustacea: Decapoda:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 547 Td (Atyidae) from Polynesia with discussion on their biogeography. Journal of Natural History, 2019, 53,

815-847.
0.2 1

17522 Chromosomal and Genomic Dynamics of Satellite DNAs in Characidae (Characiformes, Teleostei)
Species. Zebrafish, 2019, 16, 408-414. 0.5 2

17523 Ancient complement and lineage-specific evolution of the Sec7 ARF GEF proteins in eukaryotes.
Molecular Biology of the Cell, 2019, 30, 1846-1863. 0.9 21

17524 A key metabolic gene for recurrent freshwater colonization and radiation in fishes. Science, 2019, 364,
886-889. 6.0 109

17525 Codon Usage Heterogeneity in the Multipartite Prokaryote Genome: Selection-Based Coding Bias
Associated with Gene Location, Expression Level, and Ancestry. MBio, 2019, 10, . 1.8 17

17526 MHCSeqNet: a deep neural network model for universal MHC binding prediction. BMC Bioinformatics,
2019, 20, 270. 1.2 56

17527
Evolutionary significance and regulated expression of Tdrd family genes in gynogenetic Japanese
flounder (Paralichthys olivaceus). Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2019, 31, 100593.

0.4 6

17528 Diversification in gravel beaches: A radiation of interstitial clingfish (Gouania, Gobiesocidae) in the
Mediterranean Sea. Molecular Phylogenetics and Evolution, 2019, 139, 106525. 1.2 14

17529 Rapid divergence, molecular evolution, and morphological diversification of coastal host-parasite
systems from southern Brazil. Parasitology, 2019, 146, 1313-1332. 0.7 3

17530
Transcript expression profiling in two contrasting cultivars and molecular cloning of a SKP-1 like
gene, a component of SCF-ubiquitin proteasome system from mungbean Vigna radiate L.. Scientific
Reports, 2019, 9, 8103.

1.6 8

17531 Exploiting orthology and de novo transcriptome assembly to refine target sequence information.
BMC Medical Genomics, 2019, 12, 69. 0.7 2

17532 Genome-Wide Analysis of WRKY Genes and Their Response to Hormone and Mechanic Stresses in
Carrot. Frontiers in Genetics, 2019, 10, 363. 1.1 69

17533 Comparative Analysis of Calcium-Dependent Protein Kinase in Cucurbitaceae and Expression Studies in
Watermelon. International Journal of Molecular Sciences, 2019, 20, 2527. 1.8 18



972

Citation Report

# Article IF Citations

17534 Isolation, Molecular Identification and Mycotoxin Profile of Fusarium Species Isolated from Maize
Kernels in Iran. Toxins, 2019, 11, 297. 1.5 27

17535
Photochemical Characterization of a New Heliorhodopsin from the Gram-Negative Eubacterium
<i>Bellilinea caldifistulae</i> (BcHeR) and Comparison with Heliorhodopsin-48C12. Biochemistry, 2019,
58, 2934-2943.

1.2 21

17536 NGPhylogeny.fr: new generation phylogenetic services for non-specialists. Nucleic Acids Research,
2019, 47, W260-W265. 6.5 489

17537 The little Aplysia coming of age: from one species to a complex of species complexes in Aplysia parvula
(Mollusca: Gastropoda: Heterobranchia). Zoological Journal of the Linnean Society, 2019, 187, 279-330. 1.0 25

17538 PETISCO is a novel protein complex required for 21U RNA biogenesis and embryonic viability. Genes and
Development, 2019, 33, 857-870. 2.7 34

17539 Comparative transcriptomic analysis reveals genetic divergence and domestication genes in Diospyros.
BMC Plant Biology, 2019, 19, 227. 1.6 16

17540 Characterization of a novel Helitron family in insect genomes: insights into classification, evolution
and horizontal transfer. Mobile DNA, 2019, 10, 25. 1.3 10

17541 Chromulinavorax destructans, a pathogen of microzooplankton that provides a window into the
enigmatic candidate phylum Dependentiae. PLoS Pathogens, 2019, 15, e1007801. 2.1 59

17542 Genome Analysis of Hypomyces perniciosus, the Causal Agent of Wet Bubble Disease of Button
Mushroom (Agaricus bisporus). Genes, 2019, 10, 417. 1.0 17

17543 Proteome-wide analysis of chaperone-mediated autophagy targeting motifs. PLoS Biology, 2019, 17,
e3000301. 2.6 136

17544 Isolation of Subtype 3c, 3e and 3f-Like Hepatitis E Virus Strains Stably Replicating to High Viral Loads in
an Optimized Cell Culture System. Viruses, 2019, 11, 483. 1.5 32

17545 Compositional properties and codon usage pattern of mitochondrial ATP gene in different classes of
Arthropoda. Genetica, 2019, 147, 231-248. 0.5 7

17546 Metabolic versatility in a modern lineage of cyanobacteria from terrestrial hot springs. Free Radical
Biology and Medicine, 2019, 140, 224-232. 1.3 20

17547
The human nephrin Y1139RSL motif is essential for podocyte foot process organization and slit
diaphragm formation during glomerular development. Journal of Biological Chemistry, 2019, 294,
10773-10788.

1.6 4

17548 Genome-wide SNP Data Reveal an Overestimation of Species Diversity in a Group of Hawkmoths.
Genome Biology and Evolution, 2019, 11, 2136-2150. 1.1 35

17549 Generic Repeat Finder: A High-Sensitivity Tool for Genome-Wide De Novo Repeat Detection. Plant
Physiology, 2019, 180, 1803-1815. 2.3 64

17550
Phylogeography and ecological niche modeling unravel the evolutionary history of the Yarkand hare,
Lepus yarkandensis (Mammalia: Leporidae), through the Quaternary. BMC Evolutionary Biology, 2019,
19, 113.

3.2 5

17551 In silico survey of the central conserved regions in viroids of the <i>Pospiviroidae</i> family for
conserved asymmetric loop structures. Rna, 2019, 25, 985-1003. 1.6 5



973

Citation Report

# Article IF Citations

17552 Multiple rare and common variants in APOB gene locus associated with oxidatively modified
low-density lipoprotein levels. PLoS ONE, 2019, 14, e0217620. 1.1 9

17553
Mutational, functional and evolutionary analysis of interleukin-11 in Homo sapiens: A detailed in silico
exploration for platelet recovery due to chemotherapy induced thrombocytopenia. Meta Gene, 2019,
21, 100591.

0.3 0

17554 Phylogeny and taxonomy of <i>Podosphaera cerasi</i>, sp. nov., and <i>Podosphaera prunicola</i>
sensu lato. Mycologia, 2019, 111, 647-659. 0.8 17

17555 Turnover of ribosome-associated transcripts from de novo ORFs produces gene-like characteristics
available for de novo gene emergence in wild yeast populations. Genome Research, 2019, 29, 932-943. 2.4 39

17556 Historical biogeography of herbivorous coral reef fishes: The formation of an Atlantic fauna. Journal
of Biogeography, 2019, 46, 1611-1624. 1.4 30

17557 Complete Genome Sequence of Iris Severe Mosaic Virus Isolated in Japan. Microbiology Resource
Announcements, 2019, 8, . 0.3 2

17558 Positive Selection of Squalene Synthase in Cucurbitaceae Plants. International Journal of Genomics,
2019, 2019, 1-15. 0.8 9

17559 Comparative genome analysis of the Lactobacillus brevis species. BMC Genomics, 2019, 20, 416. 1.2 45

17560 Systematic Analysis of Metabolic Pathway Distributions of Bacterial Energy Reserves. G3: Genes,
Genomes, Genetics, 2019, 9, 2489-2496. 0.8 9

17561 Influence of Light on Particulate Organic Matter Utilization by Attached and Free-Living Marine
Bacteria. Frontiers in Microbiology, 2019, 10, 1204. 1.5 24

17562
Distinctive ligandâ€•binding specificities of tandem PA14 biomassâ€•sensory elements from <i>Clostridium
thermocellum</i> and <i>Clostridium clariflavum</i>. Proteins: Structure, Function and
Bioinformatics, 2019, 87, 917-930.

1.5 8

17563 Schistosoma mansoni does not and cannot oxidise fatty acids, but these are used for biosynthetic
purposes instead. International Journal for Parasitology, 2019, 49, 647-656. 1.3 19

17564 Canine trypanosomiasis in an endemic Costa Rican community: Demonstration of the active infection
cycle. Veterinary Parasitology: Regional Studies and Reports, 2019, 17, 100307. 0.3 4

17565 Species delimitation of neotropical Characins (Stevardiinae): Implications for taxonomy of complex
groups. PLoS ONE, 2019, 14, e0216786. 1.1 31

17566 The Exaptation of HERV-H: Evolutionary Analyses Reveal the Genomic Features of Highly Transcribed
Elements. Frontiers in Immunology, 2019, 10, 1339. 2.2 18

17567 Phylogeny of Coussareeae (Rubioideae, Rubiaceae). Plant Systematics and Evolution, 2019, 305, 293-304. 0.3 11

17568 Identification and expression profiling of MSY genes of yak for bull fertility. Journal of Genetics, 2019,
98, 1. 0.4 5

17569 The negative impact of cadmium on nitrogen transformation processes in a paddy soil is greater under
non-flooding than flooding conditions. Environment International, 2019, 129, 451-460. 4.8 59



974

Citation Report

# Article IF Citations

17570
A new syntopic species of Stygobromus Cope, 1872 (Amphipoda: Crangonyctidae) from groundwaters in
Georgia and Florida, USA, with notes on S. floridanus Holsinger &amp; Sawicki, 2016. Journal of
Crustacean Biology, 2019, 39, 407-418.

0.3 6

17571 Characterization of Colletotrichum Species Causing Anthracnose of Pomegranate in the
Southeastern United States. Plant Disease, 2019, 103, 2771-2780. 0.7 20

17572 The perils of intralocus recombination for inferences of molecular convergence. Philosophical
Transactions of the Royal Society B: Biological Sciences, 2019, 374, 20180244. 1.8 33

17573
Physiological traits and relative abundance of species as explanatory variables of co-occurrence
pattern of cultivable bacteria associated with chia seeds. Canadian Journal of Microbiology, 2019, 65,
668-680.

0.8 0

17574 Unravelling the Single-Stranded DNA Virome of the New Zealand Blackfly. Viruses, 2019, 11, 532. 1.5 24

17575 Microbial communities in a former pilot-scale uranium mine in Eastern Finland â€“ Association with
radium immobilization. Science of the Total Environment, 2019, 686, 619-640. 3.9 12

17576 Generalizing rate heterogeneity across sites in statistical phylogenetics. Statistical Modelling, 2019, ,
1471082X1882993. 0.5 1

17577 High throughput LC-MS/MS-based proteomic analysis of excretory-secretory products from
short-term in vitro culture of Haemonchus contortus. Journal of Proteomics, 2019, 204, 103375. 1.2 44

17578 Kistamicin biosynthesis reveals the biosynthetic requirements for production of highly crosslinked
glycopeptide antibiotics. Nature Communications, 2019, 10, 2613. 5.8 48

17579 PrankWeb: a web server for ligand binding site prediction and visualization. Nucleic Acids Research,
2019, 47, W345-W349. 6.5 227

17580 Discovery and inhibition of an interspecies gut bacterial pathway for Levodopa metabolism. Science,
2019, 364, . 6.0 431

17581 Identifying genetic determinants of complex phenotypes from whole genome sequence data. BMC
Genomics, 2019, 20, 470. 1.2 6

17582 Genome-wide identification, phylogeny, evolutionary expansion and expression analyses of bZIP
transcription factor family in tartary buckwheat. BMC Genomics, 2019, 20, 483. 1.2 32

17583 Evaluation of chloroplast genome annotation tools and application to analysis of the evolution of
coffee species. PLoS ONE, 2019, 14, e0216347. 1.1 31

17584 Structural analysis of broiler chicken small intestinal mucin O-glycan modification by Clostridium
perfringens. Poultry Science, 2019, 98, 5074-5088. 1.5 19

17585 An Ancient Lineage of Highly Divergent Parvoviruses Infects both Vertebrate and Invertebrate Hosts.
Viruses, 2019, 11, 525. 1.5 64

17586
Flight costs in volant vertebrates: A phylogenetically-controlled meta-analysis of birds and bats.
Comparative Biochemistry and Physiology Part A, Molecular &amp; Integrative Physiology, 2019, 235,
193-201.

0.8 18

17587 Phylogenetic and distributional data on boletoid fungi (Boletaceae) in Cyprus and description of a
new sampling methodology. Data in Brief, 2019, 25, 104115. 0.5 0



975

Citation Report

# Article IF Citations

17588 An extensive molecular phylogeny of weaverbirds (Aves: Ploceidae) unveils broad nonmonophyly of
traditional genera and new relationships. Auk, 2019, 136, . 0.7 6

17589 A novel metabarcoding approach to investigate Fusarium species composition in soil and plant
samples. FEMS Microbiology Ecology, 2019, 95, . 1.3 25

17590 Systematic relationships of sympatric pipefishes ( Syngnathus spp.): A mismatch between
morphological and molecular variation. Journal of Fish Biology, 2019, 95, 999-1012. 0.7 6

17591 The First Attempt at Studying the Species Diversity of Fish in Lake Khanka Using DNA Barcoding
Techniques. Russian Journal of Genetics, 2019, 55, 464-472. 0.2 0

17592 Functional Metagenomics Characterization of an Anaerobic Saltwater Bioreactor. Journal of
Renewable Energy, 2019, 2019, 1-15. 2.1 3

17593
Comprehensive analysis of full genome sequence and Bd-milRNA/target mRNAs to discover the
mechanism of hypovirulence in Botryosphaeria dothidea strains on pear infection with BdCV1 and
BdPV1. IMA Fungus, 2019, 10, 3.

1.7 11

17594 Hidden genomic evolution in a morphospeciesâ€”The landscape of rapidly evolving genes in
Tetrahymena. PLoS Biology, 2019, 17, e3000294. 2.6 31

17595 Clustering of Vibrio parahaemolyticus Isolates Using MLST and Whole-Genome Phylogenetics and
Protein Motif Fingerprinting. Frontiers in Public Health, 2019, 7, 66. 1.3 8

17596 Characterization of Flagellotropic, Chi-Like Salmonella Phages Isolated from Thai Poultry Farms.
Viruses, 2019, 11, 520. 1.5 28

17597 Overproduction of single cell oil from xylose rich sugarcane bagasse hydrolysate by an engineered
oleaginous yeast Rhodotorula mucilaginosa IIPL32. Fuel, 2019, 254, 115653. 3.4 17

17598
Morphological and molecular characterization of adults and larvae of Crassicauda spp. (Nematoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 347 Td (Spirurida) from Mediterranean fin whales Balaenoptera physalus (Linnaeus, 1758). International

Journal for Parasitology: Parasites and Wildlife, 2019, 9, 258-265.
0.6 8

17599
Development of DNA barcode for rapid identification of Epimedium elatum (Morren &amp; Decne) from
Northwestern Himalayas in India. Journal of Applied Research on Medicinal and Aromatic Plants, 2019,
13, 100205.

0.9 4

17600 Strain diversity of Rickettsia amblyommatis in ticks infesting birds in the North Huetar conservation
area of Costa Rica. Ticks and Tick-borne Diseases, 2019, 10, 1109-1112. 1.1 6

17601 Using nuclear loci and allelic variation to disentangle the phylogeny of Phyllostachys (Poaceae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Bambusoideae). Molecular Phylogenetics and Evolution, 2019, 137, 222-235.1.2 13

17602 A fossil-calibrated phylogenomic analysis of Daphnia and the Daphniidae. Molecular Phylogenetics and
Evolution, 2019, 137, 250-262. 1.2 43

17603 Mediterranean grassland soil Câ€“N compound turnover is dependent on rainfall and depth, and is
mediated by genomically divergent microorganisms. Nature Microbiology, 2019, 4, 1356-1367. 5.9 170

17604 Studies of Laboulbeniales on<i>Myrmica</i>ants (IV): host-related diversity and thallus distribution
patterns of<i>Rickia wasmannii</i>. Parasite, 2019, 26, 29. 0.8 10

17605 Chalcone synthase is ubiquitinated and degraded via interactions with a RING-H2 protein in petals of
Paeonia â€˜He Xieâ€™. Journal of Experimental Botany, 2019, 70, 4749-4762. 2.4 29



976

Citation Report

# Article IF Citations

17606 Ascomycete Aspergillus oryzae Is an Efficient Expression Host for Production of Basidiomycete
Terpenes by Using Genomic DNA Sequences. Applied and Environmental Microbiology, 2019, 85, . 1.4 43

17607
Chromosomally Encoded <i>hok-sok</i> Toxin-Antitoxin System in the Fire Blight Pathogen Erwinia
amylovora: Identification and Functional Characterization. Applied and Environmental Microbiology,
2019, 85, .

1.4 8

17608
Transcriptomic analysis reveals insights into deep-sea adaptations of the dominant species, Shinkaia
crosnieri (Crustacea: Decapoda: Anomura), inhabiting both hydrothermal vents and cold seeps. BMC
Genomics, 2019, 20, 388.

1.2 23

17609 Shotgun Metagenomics Reveals the Benthic Microbial Community Response to Plastic and Bioplastic in
a Coastal Marine Environment. Frontiers in Microbiology, 2019, 10, 1252. 1.5 128

17610 A new oligotrich (Ciliophora, Oligotrichia) from Argentina, with redefinition of Novistrombidium
Song and Bradbury. European Journal of Protistology, 2019, 69, 20-36. 0.5 7

17611 Uncultured <i>Nitrospina</i>-like species are major nitrite oxidizing bacteria in oxygen minimum
zones. ISME Journal, 2019, 13, 2391-2402. 4.4 67

17612 Drug ReposER: a web server for predicting similar amino acid arrangements to known drug binding
interfaces for potential drug repositioning. Nucleic Acids Research, 2019, 47, W350-W356. 6.5 20

17613
The dynamics of mito-nuclear coevolution: A perspective from bivalve species with two different
mechanisms of mitochondrial inheritance. Journal of Zoological Systematics and Evolutionary
Research, 2019, 57, 534-547.

0.6 4

17614 A taxonomic review and revisions of Microstomidae (Platyhelminthes: Macrostomorpha). PLoS ONE,
2019, 14, e0212073. 1.1 11

17615 Structural insights into dehydratase substrate selection for the borrelidin and fluvirucin polyketide
synthases. Journal of Industrial Microbiology and Biotechnology, 2019, 46, 1225-1235. 1.4 7

17616 Phylogeny and toxicological assessments of two Porthidium lansbergii lansbergii morphotypes from
the caribbean region of Colombia. Toxicon, 2019, 166, 56-65. 0.8 8

17617 A systematic study towards evolutionary and epidemiological dynamics of currently predominant H5
highly pathogenic avian influenza viruses in Vietnam. Scientific Reports, 2019, 9, 7723. 1.6 15

17618 Timing the Evolutionary Advent of Cyanobacteria and the Later Great Oxidation Event Using Gene
Phylogenies of a Sunscreen. MBio, 2019, 10, . 1.8 54

17619 Horizontal acquisition of hydrogen conversion ability and other habitat adaptations in the
Hydrogenovibrio strains SP-41 and XCL-2. BMC Genomics, 2019, 20, 339. 1.2 9

17620
In-Depth Genomic and Phenotypic Characterization of the Antarctic Psychrotolerant Strain
Pseudomonas sp. MPC6 Reveals Unique Metabolic Features, Plasticity, and Biotechnological Potential.
Frontiers in Microbiology, 2019, 10, 1154.

1.5 36

17621 Chapparvovirus DNA Found in 4% of Dogs with Diarrhea. Viruses, 2019, 11, 398. 1.5 49

17622 Hiding in plain sight: invasive coral Tubastraea tagusensis (Scleractinia:Hexacorallia) in the Gulf of
Mexico. Coral Reefs, 2019, 38, 395-403. 0.9 16

17623 Redondoviridae, a Family of Small, Circular DNA Viruses of the Human Oro-Respiratory Tract
Associated with Periodontitis and Critical Illness. Cell Host and Microbe, 2019, 25, 719-729.e4. 5.1 83



977

Citation Report

# Article IF Citations

17624 Structural basis for catalysis and substrate specificity of a 3C-like cysteine protease from a mosquito
mesonivirus. Virology, 2019, 533, 21-33. 1.1 10

17625 Ancient landscapes of the Namib Desert harbor high levels of genetic variability and deeply divergent
lineages for Collembola. Ecology and Evolution, 2019, 9, 4969-4979. 0.8 10

17626 Fine-scale genetic structure and conservation status of American badgers at their northwestern
range periphery. Conservation Genetics, 2019, 20, 1023-1034. 0.8 1

17627
Inferring boundaries among fish species of the new world silversides (Atherinopsidae; genus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 627 Td (Odontesthes): new evidences of incipient speciation between marine and brackish populations of

Odontesthes argentinensis. Genetica, 2019, 147, 217-229.
0.5 9

17628 Slow Delivery Immunization Enhances HIV Neutralizing Antibody and Germinal Center Responses via
Modulation of Immunodominance. Cell, 2019, 177, 1153-1171.e28. 13.5 293

17629 A Colorful Pallet of B-Phycoerythrin Proteoforms Exposed by a Multimodal Mass Spectrometry
Approach. CheM, 2019, 5, 1302-1317. 5.8 10

17630 Paleogenome Reveals Genetic Contribution of Extinct Giant Panda to Extant Populations. Current
Biology, 2019, 29, 1695-1700.e6. 1.8 22

17631 CPGAVAS2, an integrated plastome sequence annotator and analyzer. Nucleic Acids Research, 2019, 47,
W65-W73. 6.5 608

17632
Discovery of Novel Crustacean and Cephalopod Flaviviruses: Insights into the Evolution and
Circulation of Flaviviruses between Marine Invertebrate and Vertebrate Hosts. Journal of Virology,
2019, 93, .

1.5 47

17633 Fat bodyâ€“specific vitellogenin expression regulates host-seeking behaviour in the mosquito Aedes
albopictus. PLoS Biology, 2019, 17, e3000238. 2.6 22

17634 Genomic Features for Desiccation Tolerance and Sugar Biosynthesis in the Extremophile
Gloeocapsopsis sp. UTEX B3054. Frontiers in Microbiology, 2019, 10, 950. 1.5 15

17635
Non-photochemical quenching in the cells of the carotenogenic chlorophyte Haematococcus
lacustris under favorable conditions and under stress. Biochimica Et Biophysica Acta - General
Subjects, 2019, 1863, 1429-1442.

1.1 20

17636 Origin of a Core Bacterial Gene via Co-option and Detoxification of a Phage Lysin. Current Biology,
2019, 29, 1634-1646.e6. 1.8 16

17637 Near-Neighbor Interactions in the NS3-4A Protease of HCV Impact Replicative Fitness of Drug-Resistant
Viral Variants. Journal of Molecular Biology, 2019, 431, 2354-2368. 2.0 3

17638
Characteristics of sagittae morphology in sixteen marine fish species collected from the Persian Gulf:
Demonstration of the phylogenetic influence on otolith shape. Regional Studies in Marine Science,
2019, 29, 100661.

0.4 11

17639 SPARK-MSNA: Efficient algorithm on Apache Spark for aligning multiple similar DNA/RNA sequences
with supervised learning. Scientific Reports, 2019, 9, 6631. 1.6 7

17640 The Microbiome of Temporal Arteries. Pathogens and Immunity, 2019, 4, 21. 1.4 19

17641
The first complete mitochondrial genomes of snow sheep (<i>Ovis nivicola</i>) and thinhorn sheep
(<i>Ovis dalli</i>) and their phylogenetic implications for the genus <i>Ovis</i>. Mitochondrial DNA
Part B: Resources, 2019, 4, 1332-1333.

0.2 5



978

Citation Report

# Article IF Citations

17642 Molecular identification of late and terminal Pleistocene Equus ovodovi from northeastern China.
PLoS ONE, 2019, 14, e0216883. 1.1 15

17643 Investigation of antiâ€•inflammatory and toxicity effects of mangroveâ€•derived Streptomyces rochei strain
VITGAP173. Journal of Cellular Biochemistry, 2019, 120, 17080-17097. 1.2 4

17644 Fish diversity of the largest deltaic formation in the Americas - a description of the fish fauna of the
ParnaÃba Delta using DNA Barcoding. Scientific Reports, 2019, 9, 7530. 1.6 22

17645 Genomes of the wild beets <i>Beta patula</i> and <i>Beta vulgaris</i> ssp. <i>maritima</i>. Plant
Journal, 2019, 99, 1242-1253. 2.8 28

17646 BRCA1 â€• and BRCA2 â€•specific in silico tools for variant interpretation in the CAGI 5 ENIGMA challenge.
Human Mutation, 2019, 40, 1593-1611. 1.1 11

17647 Genomic and pathogenic properties of Pseudomonas syringae pv. syringae strains isolated from
apricot in East Azerbaijan province, Iran. Biocatalysis and Agricultural Biotechnology, 2019, 19, 101167. 1.5 9

17648 Genome-Wide Identification, Evolution, and Transcriptional Profiling of<i>PP2C</i>Gene Family
in<i>Brassica rapa</i>. BioMed Research International, 2019, 2019, 1-15. 0.9 30

17649 Peptide-based functional annotation of carbohydrate-active enzymes by conserved unique peptide
patterns (CUPP). Biotechnology for Biofuels, 2019, 12, 102. 6.2 55

17650 Comparative Analysis of the Two Acinetobacter baumannii Multilocus Sequence Typing (MLST)
Schemes. Frontiers in Microbiology, 2019, 10, 930. 1.5 133

17651
Investigation of evolutionary and expressional relationships in the function of the leucine-rich
repeat receptor-like protein kinase gene family (LRR-RLK) in the radish (Raphanus sativus L.). Scientific
Reports, 2019, 9, 6937.

1.6 26

17652 Gld2 activity is regulated by phosphorylation in the N-terminal domain. RNA Biology, 2019, 16, 1022-1033. 1.5 7

17653 Identification of Novel Mobilized Colistin Resistance Gene <i>mcr-9</i> in a Multidrug-Resistant,
Colistin-Susceptible Salmonella enterica Serotype Typhimurium Isolate. MBio, 2019, 10, . 1.8 406

17654 Phylogenetic analysis of the hemagglutinin gene of influenza A(H1N1)pdm09 and A(H3N2) virus isolates
from Haryana, India. VirusDisease, 2019, 30, 336-343. 1.0 2

17655 Ice-Age Climate Adaptations Trap the Alpine Marmot in a State of Low Genetic Diversity. Current
Biology, 2019, 29, 1712-1720.e7. 1.8 27

17656 A brief overview of the concepts, methods and computational tools used in phylogenetic tree
construction and gene prediction. Meta Gene, 2019, 21, 100586. 0.3 8

17657 Phylogeographical and crossâ€•species transmission dynamics of SAT1 and SAT2 footâ€•andâ€•mouth disease
virus in Eastern Africa. Molecular Ecology, 2019, 28, 2903-2916. 2.0 19

17658
Exploiting the natural poly(3-hydroxyalkanoates) production capacity of
Antarctic<i>Pseudomonas</i>strains: from unique phenotypes to novel biopolymers. Journal of
Industrial Microbiology and Biotechnology, 2019, 46, 1139-1153.

1.4 25

17659 Genome of the African cassava whitefly Bemisia tabaci and distribution and genetic diversity of
cassava-colonizing whiteflies in Africa. Insect Biochemistry and Molecular Biology, 2019, 110, 112-120. 1.2 47



979

Citation Report

# Article IF Citations

17660 An apical hypoxic niche sets the pace of shoot meristem activity. Nature, 2019, 569, 714-717. 13.7 137

17661 Oxidative opening of the aromatic ring: Tracing the natural history of a large superfamily of
dioxygenase domains and their relatives. Journal of Biological Chemistry, 2019, 294, 10211-10235. 1.6 24

17662
The Assembly and Analysis of a Reference Library Based on the Mitochondrial COI Gene Nucleotide
Sequences for Delimitation of Sand Lance Species (Uranoscopiformes: Ammodytidae) from the
Northern Hemisphere. Russian Journal of Marine Biology, 2019, 45, 40-46.

0.2 2

17663 Diversification of cytokinin phosphotransfer signaling genes in Medicago truncatula and other
legume genomes. BMC Genomics, 2019, 20, 373. 1.2 14

17664 Genome-wide comparison reveals divergence of cassava and rubber aquaporin family genes after the
recent whole-genome duplication. BMC Genomics, 2019, 20, 380. 1.2 18

17665 A Site of Vulnerability on the Influenza Virus Hemagglutinin Head Domain Trimer Interface. Cell, 2019,
177, 1136-1152.e18. 13.5 177

17666 Bedbugs Evolved before Their Bat Hosts and Did Not Co-speciate with Ancient Humans. Current
Biology, 2019, 29, 1847-1853.e4. 1.8 36

17667 Tracing the phylogenetic history of the Crl regulon through the Bacteria and Archaea genomes. BMC
Genomics, 2019, 20, 299. 1.2 8

17668 Impact of alignment algorithm on the estimation of pairwise genetic similarity of porcine
reproductive and respiratory syndrome virus (PRRSV). BMC Veterinary Research, 2019, 15, 135. 0.7 4

17669 Characterization and Transcript Expression Analyses of Atlantic Cod Viperin. Frontiers in
Immunology, 2019, 10, 311. 2.2 42

17670 Comparative genomics of Bifidobacterium species isolated from marmosets and humans. American
Journal of Primatology, 2019, 81, e983. 0.8 12

17671 Deciphering the evolutionary history of microbial cyclic triterpenoids. Free Radical Biology and
Medicine, 2019, 140, 270-278. 1.3 9

17672
Genomic dissection and transcriptional profiling of Cysteine-rich receptor-like kinases in five cereals
and functional characterization of TaCRK68-A. International Journal of Biological Macromolecules,
2019, 134, 316-329.

3.6 50

17673 Partitioning of morphospace in larval and adult reed frogs (Anura: Hyperoliidae: Hyperolius) of the
Central African Albertine Rift. Zoologischer Anzeiger, 2019, 280, 65-77. 0.4 11

17674 Uneven selection pressure accelerating divergence of Populus and Salix. Horticulture Research, 2019,
6, 37. 2.9 15

17675 Centromeric Satellite DNAs: Hidden Sequence Variation in the Human Population. Genes, 2019, 10, 352. 1.0 75

17676 Assessing the Evolutionary Conservation of Protein Disulphide Bonds. Methods in Molecular Biology,
2019, 1967, 9-19. 0.4 1

17677 The Water Microbiome Through a Pilot Scale Advanced Treatment Facility for Direct Potable Reuse.
Frontiers in Microbiology, 2019, 10, 993. 1.5 36



980

Citation Report

# Article IF Citations

17678
Gyrodactylus lilianae n. sp. (Polyonchoinea: Gyrodactylidae) from Rhamdia quelen (Quoy &amp;) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 747 Td (Gaimard) (Siluriformes: Heptapteridae) from southern Brazil: a potential nuisance for aquaculture.

Systematic Parasitology, 2019, 96, 407-415.
0.5 6

17679 Triterpenoid-biosynthetic UDP-glycosyltransferases from plants. Biotechnology Advances, 2019, 37,
107394. 6.0 114

17680 Characterization and source-tracking of antibiotic resistomes in the sediments of a peri-urban river.
Science of the Total Environment, 2019, 679, 88-96. 3.9 41

17681 Defining optimal electron transfer partners for light-driven cytochrome P450 reactions. Metabolic
Engineering, 2019, 55, 33-43. 3.6 24

17682 Regulation of measles virus gene expression by P protein coiled-coil properties. Science Advances,
2019, 5, eaaw3702. 4.7 31

17683 Botryotrichum domesticum sp. nov., a new hyphomycete from an indoor environment. Botany, 2019, 97,
311-319. 0.5 3

17684
Evaluation of native microalgae from Tunisia using the pulse-amplitude-modulation measurement of
chlorophyll fluorescence and a performance study in semi-continuous mode for biofuel production.
Biotechnology for Biofuels, 2019, 12, 119.

6.2 15

17685 Systematic assessment of secondary bile acid metabolism in gut microbes reveals distinct metabolic
capabilities in inflammatory bowel disease. Microbiome, 2019, 7, 75. 4.9 215

17686 Malaria vector species in Amazonian Peru co-occur in larval habitats but have distinct larval
microbial communities. PLoS Neglected Tropical Diseases, 2019, 13, e0007412. 1.3 22

17687
Genetic Characterization of a blaVIMâ€“24-Carrying IncP-7Î² Plasmid p1160-VIM and a blaVIMâ€“4-Harboring
Integrative and Conjugative Element Tn6413 From Clinical Pseudomonas aeruginosa. Frontiers in
Microbiology, 2019, 10, 213.

1.5 13

17688 Molecular Data Reveal Multiple Lineages in Piranhas of the Genus Pygocentrus (Teleostei,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (Characiformes). Genes, 2019, 10, 371.1.0 10

17689 Northâ€•facing slopes and elevation shape asymmetric genetic structure in the rangeâ€•restricted
salamander <i>Plethodon shenandoah</i>. Ecology and Evolution, 2019, 9, 5094-5105. 0.8 9

17690 Gut microbial diversity increases with social rank in the African cichlid fish, Astatotilapia burtoni.
Animal Behaviour, 2019, 152, 79-91. 0.8 7

17691 A dated molecular perspective of eucalypt taxonomy, evolution and diversification. Australian
Systematic Botany, 2019, 32, 29-48. 0.3 79

17692 Complete Genome Sequence of a Carrot Torradovirus 1 Isolate, Obtained from <i>Angelica keiskei</i>
in Japan. Microbiology Resource Announcements, 2019, 8, . 0.3 6

17693 Two Divergent Isolates of Turnip Yellows Virus from Pea and Rapeseed and First Report of Turnip
Yellows Virus-Associated RNA in Germany. Microbiology Resource Announcements, 2019, 8, . 0.3 19

17694 Comparative Genomic Analysis of<i>Lactobacillus plantarum</i>: An Overview. International Journal
of Genomics, 2019, 2019, 1-11. 0.8 45

17695 Genomics-driven discovery of a biosynthetic gene cluster required for the synthesis of
BII-Rafflesfungin from the fungus Phoma sp. F3723. BMC Genomics, 2019, 20, 374. 1.2 9



981

Citation Report

# Article IF Citations

17696
Knockdown resistance (kdr) mutations within seventeen field populations of Aedes albopictus from
Beijing China: first report of a novel V1016G mutation and evolutionary origins of kdr haplotypes.
Parasites and Vectors, 2019, 12, 180.

1.0 39

17697 The conservation and functionality of the oxygen-sensing enzyme Factor Inhibiting HIF (FIH) in
non-vertebrates. PLoS ONE, 2019, 14, e0216134. 1.1 7

17698 <i>De Novo</i>, Divergence, and Mixed Origin Contribute to the Emergence of Orphan Genes
in<i>Pristionchus</i>Nematodes. G3: Genes, Genomes, Genetics, 2019, 9, 2277-2286. 0.8 34

17699 Revision of Bairdiella (Sciaenidae: Perciformes) from the western South Atlantic, with insights into
its diversity and biogeography. Neotropical Ichthyology, 2019, 17, . 0.5 11

17700 The Polyextreme Ecosystem, Salar de Huasco at the Chilean Altiplano of the Atacama Desert Houses
Diverse Streptomyces spp. with Promising Pharmaceutical Potentials. Diversity, 2019, 11, 69. 0.7 25

17701 Analyzing Secondary Structure Patterns in DNA Aptamers Identified via CompELS. Molecules, 2019, 24,
1572. 1.7 37

17702 Revisiting the Role of Transcription Factors in Coordinating the Defense Response Against Citrus Bark
Cracking Viroid Infection in Commercial Hop (Humulus Lupulus L.). Viruses, 2019, 11, 419. 1.5 22

17703 Integrating Culture-based Antibiotic Resistance Profiles with Whole-genome Sequencing Data for
11,087 Clinical Isolates. Genomics, Proteomics and Bioinformatics, 2019, 17, 169-182. 3.0 8

17704 Low-copy nuclear sequence data confirm complex patterns of farina evolution in notholaenid ferns
(Pteridaceae). Molecular Phylogenetics and Evolution, 2019, 138, 139-155. 1.2 14

17705 Candidate Phyla Radiation Roizmanbacteria From Hot Springs Have Novel and Unexpectedly Abundant
CRISPR-Cas Systems. Frontiers in Microbiology, 2019, 10, 928. 1.5 36

17706 Extreme-Fungi and the Benefits of A Stressing Life. Life, 2019, 9, 31. 1.1 7

17707 Quantifying the extent of morphological homoplasy: A phylogenetic analysis of 490 characters in
Drosophila. Evolution Letters, 2019, 3, 286-298. 1.6 15

17708 Haplotypes of CYP1B1 and CCDC57 genes in an Afro-Caribbean female population with uterine
leiomyoma. Molecular Biology Reports, 2019, 46, 3299-3306. 1.0 2

17709
The non-flavonoid inducible nodA3 and the flavonoid regulated nodA1 genes of Rhizobium tropici CIAT
899 guarantee nod factor production and nodulation of different host legumes. Plant and Soil, 2019,
440, 185-200.

1.8 9

17710 Phylogenetic community structure as an ecological indicator of anthropogenic disturbance for
endemic lizards in a biodiversity hotspot. Ecological Indicators, 2019, 103, 766-773. 2.6 5

17711 The curious case of the Mesolithic Iberian dogs: An archaeogenetic study. Journal of Archaeological
Science, 2019, 105, 116-129. 1.2 18

17712 Towards high quality real-time whole genome sequencing during outbreaks using Usutu virus as
example. Infection, Genetics and Evolution, 2019, 73, 49-54. 1.0 21

17713 Marinitoga lauensis sp. nov., a novel deep-sea hydrothermal vent thermophilic anaerobic heterotroph
with a prophage. Systematic and Applied Microbiology, 2019, 42, 343-347. 1.2 17



982

Citation Report

# Article IF Citations

17714 Molecular characterization of six Hyalomma species using mitochondrial markers. Ticks and
Tick-borne Diseases, 2019, 10, 911-917. 1.1 10

17715 Evolution of folate biosynthesis and metabolism across algae and land plant lineages. Scientific
Reports, 2019, 9, 5731. 1.6 35

17716 Equine Influenza Virus in Asia: Phylogeographic Pattern and Molecular Features Reveal Circulation of
an Autochthonous Lineage. Journal of Virology, 2019, 93, . 1.5 18

17717 Diversification of Colonization Factors in a Multidrug-Resistant Escherichia coli Lineage Evolving
under Negative Frequency-Dependent Selection. MBio, 2019, 10, . 1.8 106

17718 Response to the Letter to the Editor by Harris. Parasites and Vectors, 2019, 12, 178. 1.0 6

17719 Phylogenomic Rhizobium Species Are Structured by a Continuum of Diversity and Genomic Clusters.
Frontiers in Microbiology, 2019, 10, 910. 1.5 24

17720 Long-term effects of biochar amendment on rhizosphere and bulk soil microbial communities in a
karst region, southwest China. Applied Soil Ecology, 2019, 140, 126-134. 2.1 34

17721 Tomato Twisted Leaf Virus: A Novel Indigenous New World Monopartite Begomovirus Infecting
Tomato in Venezuela. Viruses, 2019, 11, 327. 1.5 18

17722 Phylogeographic patterns and conservation implications of the endangered Chinese giant salamander.
Ecology and Evolution, 2019, 9, 3879-3890. 0.8 20

17723 The evolution of the plastid phosphate translocator family. Planta, 2019, 250, 245-261. 1.6 11

17724
The newly developed single nucleotide polymorphism (SNP) markers for a potentially medicinal plant,
Crepidiastrum denticulatum (Asteraceae), inferred from complete chloroplast genome data.
Molecular Biology Reports, 2019, 46, 3287-3297.

1.0 11

17725 Rapid, Heuristic Discovery and Design of Promoter Collections in Non-Model Microbes for Industrial
Applications. ACS Synthetic Biology, 2019, 8, 1175-1186. 1.9 14

17726
The Blue-Light Photoreceptor <i>Sfwc-1</i> Gene Regulates the Phototropic Response and
Fruiting-Body Development in the Homothallic Ascomycete <i>Sordaria fimicola</i>. Applied and
Environmental Microbiology, 2019, 85, .

1.4 11

17727 In vivo assembly and trafficking of olfactory Ionotropic Receptors. BMC Biology, 2019, 17, 34. 1.7 28

17728 Evolutionary history of burrowing asps (Lamprophiidae: Atractaspidinae) with emphasis on fang
evolution and prey selection. PLoS ONE, 2019, 14, e0214889. 1.1 22

17729
The first complete mitochondrial genome of a cyclophorid land snail, with implications for
architaenioglossan relationships (Mollusca, Caenogastropoda, Cyclophoroidea). International
Journal of Biological Macromolecules, 2019, 133, 522-528.

3.6 1

17730
A comparative study on growth and degradation behavior of C. pyrenoidosa on synthetic phenol and
phenolic wastewater of a coal gasification plant. Journal of Environmental Chemical Engineering,
2019, 7, 103079.

3.3 31

17731 Predicted highly derived class 1 CRISPR-Cas system in Haloarchaea containing diverged Cas5 and Cas7
homologs but no CRISPR array. FEMS Microbiology Letters, 2019, 366, . 0.7 10



983

Citation Report

# Article IF Citations

17732 Novel Stenotrophomonas maltophilia temperate phage DLP4 is capable of lysogenic conversion. BMC
Genomics, 2019, 20, 300. 1.2 31

17733
Earlier Initiation of Antiretroviral Treatment Coincides With an Initial Control of the HIV-1
Sub-Subtype F1 Outbreak Among Men-Having-Sex-With-Men in Flanders, Belgium. Frontiers in
Microbiology, 2019, 10, 613.

1.5 21

17734 Microbiology and Nitrogen Cycle in the Benthic Sediments of a Glacial Oligotrophic Deep Andean Lake
as Analog of Ancient Martian Lake-Beds. Frontiers in Microbiology, 2019, 10, 929. 1.5 22

17735 DNA Barcode Reveals the Bycatch of Endangered Batoids Species in the Southwest Atlantic:
Implications for Sustainable Fisheries Management and Conservation Efforts. Genes, 2019, 10, 304. 1.0 23

17736 Strain- and Species-Level Variation in the Microbiome of Diabetic Wounds Is Associated with Clinical
Outcomes and Therapeutic Efficacy. Cell Host and Microbe, 2019, 25, 641-655.e5. 5.1 192

17737 Enigmatic incongruence between mtDNA and nDNA revealed by multi-locus phylogenomic analyses in
freshwater snails. Scientific Reports, 2019, 9, 6223. 1.6 32

17738 Genome analyses of the new model protist <i>Euplotes vannus</i> focusing on genome rearrangement
and resistance to environmental stressors. Molecular Ecology Resources, 2019, 19, 1292-1308. 2.2 69

17739 E6 proteins from high-risk HPV, low-risk HPV, and animal papillomaviruses activate the Wnt/Î²-catenin
pathway through E6AP-dependent degradation of NHERF1. PLoS Pathogens, 2019, 15, e1007575. 2.1 36

17740 Diversity, Virulence, and Antimicrobial Resistance in Isolates From the Newly Emerging Klebsiella
pneumoniae ST101 Lineage. Frontiers in Microbiology, 2019, 10, 542. 1.5 69

17741 Identification and sequencing of the gene encoding DNA methyltransferase 3 (DNMT3) from sea
cucumber, Apostichopus japonicus. Molecular Biology Reports, 2019, 46, 3791-3800. 1.0 2

17742 The Mo- and Fe-nitrogenases of the endophyte Kosakonia sp. UYSO10 are necessary for growth
promotion of sugarcane. Annals of Microbiology, 2019, 69, 741-750. 1.1 8

17743 Ultracentrifugation enrichment protocol followed by total RNA sequencing allows assembly of the
complete mitochondrial genome. Journal of Biotechnology, 2019, 299, 8-12. 1.9 2

17744 REC114 Partner ANKRD31 Controls Number, Timing, and Location of Meiotic DNA Breaks. Molecular
Cell, 2019, 74, 1053-1068.e8. 4.5 89

17745 Mechanisms of allopatric speciation in an Antillean damselfly genus (Odonata, Zygoptera): Vicariance
or long-distance dispersal?. Molecular Phylogenetics and Evolution, 2019, 137, 14-21. 1.2 5

17746 Flight over the Proto-Caribbean seaway: Phylogeny and macroevolution of Neotropical Anaeini
leafwing butterflies. Molecular Phylogenetics and Evolution, 2019, 137, 86-103. 1.2 14

17747
Population genetic structure and selective pressure on the mitochondrial ATP6 gene of the Japanese
sand lance Ammodytes personatus Girard. Journal of the Marine Biological Association of the United
Kingdom, 2019, 99, 1409-1416.

0.4 6

17748 Structures and functions linked to genome-wide adaptation of human influenza A viruses. Scientific
Reports, 2019, 9, 6267. 1.6 4

17749 Ligand-Binding-Site Structure Shapes Allosteric Signal Transduction and the Evolution of Allostery in
Protein Complexes. Molecular Biology and Evolution, 2019, 36, 1711-1727. 3.5 33



984

Citation Report

# Article IF Citations

17750 Trichothecene-Producing Fusarium Species Isolated from Soybean Roots in Ethiopia and Ghana and
their Pathogenicity on Soybean. Plant Disease, 2019, 103, 2070-2075. 0.7 16

17751 Regulation of Human Cytomegalovirus Secondary Envelopment by a C-Terminal Tetralysine Motif in
pUL71. Journal of Virology, 2019, 93, . 1.5 23

17752
Superimposing incident sexually transmitted infections on HIV phylogram to investigate possible
misclassification of men who have sex with men as heterosexuals in a cohort in Antwerp, Belgium.
International Journal of STD and AIDS, 2019, 30, 486-495.

0.5 0

17753 Fungal Diversity and Onychomycosis. Journal of the American Podiatric Medical Association, 2019, 109,
57-63. 0.2 18

17754 Colonization of Northern Europe by Zygaena filipendulae (Lepidoptera). Ecology and Evolution, 2019,
9, 4796-4804. 0.8 3

17755 Origin of angiosperms and the puzzle of the Jurassic gap. Nature Plants, 2019, 5, 461-470. 4.7 467

17756 Complete mitochondrial genome of Callogorgia cf. gracilis (Octocorallia: Calcaxonia: Primnoidae).
Mitochondrial DNA Part B: Resources, 2019, 4, 361-362. 0.2 2

17757 Complete mitochondrial genome of the four-lined snake, Elaphe quatuorlineata (Bonnaterre, 1790).
Mitochondrial DNA Part B: Resources, 2019, 4, 897-898. 0.2 3

17758 In vivo analysis of influenza A mRNA secondary structures identifies critical regulatory motifs.
Nucleic Acids Research, 2019, 47, 7003-7017. 6.5 51

17759
Genomic, phylogenetic and catabolic re-assessment of the Pseudomonas putida clade supports the
delineation of Pseudomonas alloputida sp. nov., Pseudomonas inefficax sp. nov., Pseudomonas persica
sp. nov., and Pseudomonas shirazica sp. nov. Systematic and Applied Microbiology, 2019, 42, 468-480.

1.2 48

17760 Correlation of the rumen fluid microbiome and the average daily gain with a dietary supplementation
of Allium mongolicum Regel extracts in sheep1. Journal of Animal Science, 2019, 97, 2865-2877. 0.2 20

17761 Speciesâ€•level predation network uncovers high prey specificity in a Neotropical army ant community.
Molecular Ecology, 2019, 28, 2423-2440. 2.0 33

17762 An Interactive Gameplay to Crowdsource Multiple Sequence Alignment of Genome Sequences. , 2019, , . 2

17763 Dual Sensing of Physiologic pH and Calcium by EFCAB9 Regulates Sperm Motility. Cell, 2019, 177,
1480-1494.e19. 13.5 116

17764 Shedding light on the dark matter of the biomolecular structural universe: Progress in RNA 3D
structure prediction. Methods, 2019, 162-163, 68-73. 1.9 18

17765 Evaluation of the multispecies coalescent method to explore intra-<i>Trypanosoma cruzi</i> I
relationships and genetic diversity. Parasitology, 2019, 146, 1063-1074. 0.7 8

17766 Two lineages of kingfisher feather lice exhibit differing degrees of cospeciation with their hosts.
Parasitology, 2019, 146, 1083-1095. 0.7 8

17767 Methylamine-specific methyltransferase paralogs in <i>Methanosarcina</i> are functionally distinct
despite frequent gene conversion. ISME Journal, 2019, 13, 2173-2182. 4.4 6



985

Citation Report

# Article IF Citations

17768 RNA-seq analysis of the salivary glands and midgut of the Argasid tick Ornithodoros rostratus.
Scientific Reports, 2019, 9, 6764. 1.6 24

17769 The permanent inhabitant of the oak trees: phylogeography and genetic structure of the Persian
squirrel (Sciurus anomalus). Biological Journal of the Linnean Society, 2019, 127, 197-212. 0.7 19

17770 SeqTailor: a user-friendly webserver for the extraction of DNA or protein sequences from
next-generation sequencing data. Nucleic Acids Research, 2019, 47, W623-W631. 6.5 15

17771 Identification and characterization of a novel stayâ€•green <scp>QTL</scp> that increases yield in maize.
Plant Biotechnology Journal, 2019, 17, 2272-2285. 4.1 45

17772 Genome-wide identification and expression analysis of HSP90 gene family in Nicotiana tabacum. BMC
Genetics, 2019, 20, 35. 2.7 39

17773 Pan Proteome of <i>Xanthomonas campestris</i> pv. <i>campestris</i> Isolates Contrasting in
Virulence. Proteomics, 2019, 19, e1900082. 1.3 4

17774 Evaluation of tomato genotypes for early blight disease resistance caused by Alternaria solani in
Pakistan. Journal of Plant Pathology, 2019, 101, 1159-1170. 0.6 20

17775 Geographic dispersal and genetic diversity of tick-borne phleboviruses (Phenuiviridae, Phlebovirus) as
revealed by the analysis of L segment sequences. Ticks and Tick-borne Diseases, 2019, 10, 942-948. 1.1 10

17776 The genomes of pecan and Chinese hickory provide insights into Carya evolution and nut nutrition.
GigaScience, 2019, 8, . 3.3 88

17777 Unraveling the diversity of sedimentary sulfate-reducing prokaryotes (SRP) across Tibetan saline lakes
using epicPCR. Microbiome, 2019, 7, 71. 4.9 16

17778 NEP-TC a rRNA Methyltransferase Involved on Somatic Embryogenesis of Tamarillo (Solanum betaceum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (Cav.). Frontiers in Plant Science, 2019, 10, 438.1.7 12

17779 Categorization of species as native or nonnative using DNA sequence signatures without a complete
reference library. Ecological Applications, 2019, 29, e01914. 1.8 14

17780 Two new and one known deep-sea Comesomatidae Filipjev, 1918 species (Nematoda: Araeolaimida) from
New Zealandâ€™s continental margin. Marine Biodiversity, 2019, 49, 1931-1949. 0.3 3

17781 Clostridium difficile trehalose metabolism variants are common and not associated with adverse
patient outcomes when variably present in the same lineage. EBioMedicine, 2019, 43, 347-355. 2.7 35

17782 Morphological and molecular diagnostic species characters of Staurozoa (Cnidaria) collected on the
coast of Helgoland (German Bight, North Sea). Marine Biodiversity, 2019, 49, 1775-1797. 0.3 7

17783
Complete arsenic-based respiratory cycle in the marine microbial communities of pelagic
oxygen-deficient zones. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 9925-9930.

3.3 38

17784 Genomic resources for the spotted ragged-tooth shark <i>Carcharias taurus</i>. African Journal of
Marine Science, 2019, 41, 115-118. 0.4 2

17785 Dicyemida and Orthonectida: Two Stories of Body Plan Simplification. Frontiers in Genetics, 2019, 10,
443. 1.1 37



986

Citation Report

# Article IF Citations

17786 Two Sides of the Coin: Ezrin/Radixin/Moesin and Merlin Control Membrane Structure and Contact
Inhibition. International Journal of Molecular Sciences, 2019, 20, 1996. 1.8 49

17787 Computational approaches for the discovery of splicing regulatory RNA structures. Biochimica Et
Biophysica Acta - Gene Regulatory Mechanisms, 2019, 1862, 194380. 0.9 10

17788 ABA signaling components in Phelipanche aegyptiaca. Scientific Reports, 2019, 9, 6476. 1.6 3

17789 A comprehensive reference transcriptome resource for the Iberian ribbed newt Pleurodeles waltl, an
emerging model for developmental and regeneration biology. DNA Research, 2019, 26, 217-229. 1.5 45

17790
Tracing the Evolution of the Plastome and Mitogenome in the Chloropicophyceae Uncovered
Convergent tRNA Gene Losses and a Variant Plastid Genetic Code. Genome Biology and Evolution, 2019,
11, 1275-1292.

1.1 20

17791 Using the Plasmodium mitochondrial genome for classifying mixed-species infections and inferring
the geographical origin of P. falciparum parasites imported to the U.S.. PLoS ONE, 2019, 14, e0215754. 1.1 7

17792
Unexpected connections between type VI-B CRISPR-Cas systems, bacterial natural competence, ubiquitin
signaling network and DNA modification through a distinct family of membrane proteins. FEMS
Microbiology Letters, 2019, 366, .

0.7 13

17793 The SMC5/6 Complex Subunit NSE4A Is Involved in DNA Damage Repair and Seed Development. Plant Cell,
2019, 31, 1579-1597. 3.1 27

17794
Reiterative Synthesis by the Ribosome and Recognition of the N-Terminal Formyl Group by Biosynthetic
Machinery Contribute to Evolutionary Conservation of the Length of Antibiotic Microcin C Peptide
Precursor. MBio, 2019, 10, .

1.8 6

17795 High Wolbachia Strain Diversity in a Clade of Dung Beetles Endemic to Madagascar. Frontiers in
Ecology and Evolution, 2019, 7, . 1.1 9

17796 Divergent Axin and GSK-3 paralogs in the beta-catenin destruction complexes of tapeworms.
Development Genes and Evolution, 2019, 229, 89-102. 0.4 9

17797
Genome characterization of three Alstroemeria necrotic streak orthotospovirus (ANSV) isolates
naturally infecting bell pepper (Capsicum annuum) in Antioquia (Colombia). Tropical Plant Pathology,
2019, 44, 326-334.

0.8 2

17798 Exploring safety of food truck products in a developed country. International Journal of Hospitality
Management, 2019, 81, 150-158. 5.3 17

17799 Genomic analysis of Dof transcription factors in Hevea brasiliensis, a rubber-producing tree.
Industrial Crops and Products, 2019, 134, 271-283. 2.5 15

17800
A brainstorm on the systematics of Turnera (Turneraceae, Malpighiales) caused by insights from
molecular phylogenetics and morphological evolution. Molecular Phylogenetics and Evolution, 2019,
137, 44-63.

1.2 11

17801 Linear Mitochondrial Genome in Anthozoa (Cnidaria): A Case Study in Ceriantharia. Scientific Reports,
2019, 9, 6094. 1.6 29

17802 Bacterial Metabolism of C1 Sulfur Compounds. , 2019, , 421-463. 2

17803 Scrutinizing biological control survey data from the native range â€“ the phylogeny and Lygodium fern
host associations of Musotiminae moths. Biological Control, 2019, 134, 123-129. 1.4 3



987

Citation Report

# Article IF Citations

17804
To what extent may peptide receptor gene diversity/complement contribute to functional flexibility in
a simple pattern-generating neural network?. Comparative Biochemistry and Physiology Part D:
Genomics and Proteomics, 2019, 30, 262-282.

0.4 15

17805 Bacterial communities of Aphis gossypii and Myzus persicae (Hemiptera: Aphididae) from pepper crops
(Capsicum sp.). Scientific Reports, 2019, 9, 5766. 1.6 22

17806 Topology Dictates Evolution of Regulatory Cysteines in a Family of Viral Oncoproteins. Molecular
Biology and Evolution, 2019, 36, 1521-1532. 3.5 6

17807 Rapid evolution of a retro-transposable hotspot of ovine genome underlies the alteration of BMP2
expression and development of fat tails. BMC Genomics, 2019, 20, 261. 1.2 27

17808 Comparative analysis of miniature invertedâ€“repeat transposable elements (MITEs) and long terminal
repeat (LTR) retrotransposons in six Citrus species. BMC Plant Biology, 2019, 19, 140. 1.6 20

17809 Maturity2, a novel regulator of flowering time in Sorghum bicolor, increases expression of SbPRR37
and SbCO in long days delaying flowering. PLoS ONE, 2019, 14, e0212154. 1.1 33

17810 Classification and monomer-by-monomer annotation dataset of suprachromosomal family 1 alpha
satellite higher-order repeats in hg38 human genome assembly. Data in Brief, 2019, 24, 103708. 0.5 27

17811 Transcriptome analyses of Paris polyphylla var. chinensis, Ypsilandra thibetica, and Polygonatum
kingianum characterize their steroidal saponin biosynthesis pathway. FÃ¬toterapÃ¬Ã¢, 2019, 135, 52-63. 1.1 20

17812 Genome Evolution of the Obligate Endosymbiont Buchnera aphidicola. Molecular Biology and
Evolution, 2019, 36, 1481-1489. 3.5 85

17813 Reduced Folate Carrier: an Entry Receptor for a Novel Feline Leukemia Virus Variant. Journal of
Virology, 2019, 93, . 1.5 10

17814 Subtype classification and functional annotation of L1Md retrotransposon promoters. Mobile DNA,
2019, 10, 14. 1.3 18

17815 Unprecedented bacterial community richness in soybean nodules vary with cultivar and water status.
Microbiome, 2019, 7, 63. 4.9 51

17816
How integrative taxonomy can save a species from extinction: The supposedly extinct mouse opossum
Cryptonanus ignitus (Diaz, Flores and Barquez, 2000) is a synonym of the living C. chacoensis (Tate,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 257 Td (1931). Mammalian Biology, 2019, 96, 73-80.0.8 13

17817 Family quarrels in seeds and rapid adaptive evolution in <i>Arabidopsis</i>. Proceedings of the
National Academy of Sciences of the United States of America, 2019, 116, 9463-9468. 3.3 20

17818 Functional coupling in the evolution of suction feeding and gill ventilation of sculpins (Perciformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (Cottoidei). Integrative and Comparative Biology, 2019, 59, 394-409.0.9 9

17819 Zinc Excess Induces a Hypoxia-Like Response by Inhibiting Cysteine Oxidases in Poplar Roots. Plant
Physiology, 2019, 180, 1614-1628. 2.3 19

17820 The genome of cowpea (<i>Vigna unguiculata</i> [L.] Walp.). Plant Journal, 2019, 98, 767-782. 2.8 264

17821 Dating Whole Genome Duplication in Ceratopteris thalictroides and Potential Adaptive Values of
Retained Gene Duplicates. International Journal of Molecular Sciences, 2019, 20, 1926. 1.8 11



988

Citation Report

# Article IF Citations

17822 A Novel Heterozygous Deletion Variant in KLOTHO Gene Leading to Haploinsufficiency and Impairment
of Fibroblast Growth Factor 23 Signaling Pathway. Journal of Clinical Medicine, 2019, 8, 500. 1.0 2

17823 Population genetic structure of native Iranian population of Apis mellifera meda based on intergenic
region and COX2 gene of mtDNA. Insectes Sociaux, 2019, 66, 413-424. 0.7 5

17824 New insights into phospholipases in oat (Avena sativa) from bioinformatic analysis. International
Journal of Biological Macromolecules, 2019, 133, 804-810. 3.6 0

17825 Phylodynamic analyses of Brazilian antigenic variants of infectious bursal disease virus. Infection,
Genetics and Evolution, 2019, 73, 159-166. 1.0 9

17826 Phylogeography of the Recent Expansion of Helicoverpa armigera (Lepidoptera: Noctuidae) in South
America and the Caribbean Basin. Annals of the Entomological Society of America, 2019, 112, 388-401. 1.3 23

17827 Chromosome-Level Assembly of the Chinese Seabass (Lateolabrax maculatus) Genome. Frontiers in
Genetics, 2019, 10, 275. 1.1 33

17828
The Transcriptome of the Salivary Glands of Amblyomma aureolatum Reveals the Antimicrobial Peptide
Microplusin as an Important Factor for the Tick Protection Against Rickettsia rickettsii Infection.
Frontiers in Physiology, 2019, 10, 529.

1.3 18

17829 Molecular Epidemiology of HIV-1 Subtype G in the Russian Federation. Viruses, 2019, 11, 348. 1.5 9

17830 Genomic and metabolic features of Tetragenococcus halophilus as revealed by pan-genome and
transcriptome analyses. Food Microbiology, 2019, 83, 36-47. 2.1 41

17831 Insight into the microbial world of Bemisia tabaci cryptic species complex and its relationships with
its host. Scientific Reports, 2019, 9, 6568. 1.6 23

17832
Two extremely divergent sequence forms of the genes that define <i>Escherichia coli</i> group 3
capsules suggest a very long history since their common ancestor. FEMS Microbiology Letters, 2019,
366, .

0.7 3

17833 Sexual Dichromatism Drives Diversification within a Major Radiation of African Amphibians.
Systematic Biology, 2019, 68, 859-875. 2.7 41

17834
Nodulation Induces Systemic Resistance of <i>Medicago truncatula</i> and <i>Pisum sativum</i>
Against <i>Erysiphe pisi</i> and Primes for Powdery Mildew-Triggered Salicylic Acid Accumulation.
Molecular Plant-Microbe Interactions, 2019, 32, 1243-1255.

1.4 25

17835 Complete genome sequence of bile-isolated Enterococcus avium strain 352. Gut Pathogens, 2019, 11, 16. 1.6 12

17836 Development of a Novel Next-Generation Sequencing Assay for Carrier Screening in Old Order Amish
and Mennonite Populations of Pennsylvania. Journal of Molecular Diagnostics, 2019, 21, 687-694. 1.2 13

17837 Genome-informed Bradyrhizobium taxonomy: where to from here?. Systematic and Applied
Microbiology, 2019, 42, 427-439. 1.2 62

17838 Human Immunodeficiency Virus Type 1 Phylodynamics to Detect and Characterize Active Transmission
Clusters in North Carolina. Journal of Infectious Diseases, 2020, 221, 1321-1330. 1.9 19

17839 Agricultural Origins of a Highly Persistent Lineage of Vancomycin-Resistant <i>Enterococcus
faecalis</i> in New Zealand. Applied and Environmental Microbiology, 2019, 85, . 1.4 11



989

Citation Report

# Article IF Citations

17840 The origins and evolution of chromosomes, dosage compensation, and mechanisms underlying venom
regulation in snakes. Genome Research, 2019, 29, 590-601. 2.4 114

17841 Tandem-genotypes: robust detection of tandem repeat expansions from long DNA reads. Genome
Biology, 2019, 20, 58. 3.8 103

17842 LLIN Evaluation in Uganda Project (LLINEUP): a cross-sectional survey of species diversity and
insecticide resistance in 48 districts of Uganda. Parasites and Vectors, 2019, 12, 94. 1.0 35

17843 Between Spines and Molecules: A Total Evidence Phylogeny of the Brazilian Endemic Genus
Encholirium (Pitcairnioideae, Bromeliaceae). Systematic Botany, 2019, 44, 14-25. 0.2 5

17844 A New Prevalent Densovirus Discovered in Acari. Insight from Metagenomics in Viral Communities
Associated with Two-Spotted Mite (Tetranychus urticae) Populations. Viruses, 2019, 11, 233. 1.5 19

17845
Allopatric separation represents an overlooked cryptic species in the <i>Anania hortulata</i> species
complex (Lepidoptera: Crambidae: Pyraustinae): congruence between genetic and morphological
evidence. Canadian Entomologist, 2019, 151, 163-186.

0.4 4

17846 Genomic analysis of ant domatia-associated melanized fungi (Chaetothyriales, Ascomycota).
Mycological Progress, 2019, 18, 541-552. 0.5 17

17847 Adrift across tectonic plates: molecular phylogenetics supports the ancient Laurasian origin of old
limnic crangonyctid amphipods. Organisms Diversity and Evolution, 2019, 19, 191-207. 0.7 50

17848 Inadvertent Paralog Inclusion Drives Artifactual Topologies and Timetree Estimates in Phylogenomics.
Molecular Biology and Evolution, 2019, 36, 1344-1356. 3.5 56

17849 Chicken Organic Anion-Transporting Polypeptide 1A2, a Novel Avian Hepatitis E Virus (HEV)
ORF2-Interacting Protein, Is Involved in Avian HEV Infection. Journal of Virology, 2019, 93, . 1.5 5

17850 The Patchy Distribution of Restrictionâ€“Modification System Genes and the Conservation of Orphan
Methyltransferases in Halobacteria. Genes, 2019, 10, 233. 1.0 27

17851 Benthic Diatom Communities in an Alpine River Impacted by Waste Water Treatment Effluents as
Revealed Using DNA Metabarcoding. Frontiers in Microbiology, 2019, 10, 653. 1.5 55

17852 Four new monorchiids from the golden trevally, Gnathanodon speciosus (ForsskÃ¥l) (Perciformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (Carangidae), in Moreton Bay, Australia. Systematic Parasitology, 2019, 96, 265-278.0.5 13

17853 Sarcocystis species identification in the moose (Alces alces) from the Baltic States. Parasitology
Research, 2019, 118, 1601-1608. 0.6 19

17854 Masenia nkomatiensis n. sp. (Digenea: Cephalogonimidae) from Clarias gariepinus (Burchell) (Clariidae)
in Incomati Basin, Mozambique. Systematic Parasitology, 2019, 96, 311-326. 0.5 8

17855 Complete genome of DENV2 isolated from mosquitoes in Mexico. Infection, Genetics and Evolution,
2019, 71, 98-107. 1.0 1

17856
Genomic analysis of methicillin-resistant Staphylococcus aureus isolated from poultry and
occupational farm workers in Umgungundlovu District, South Africa. Science of the Total
Environment, 2019, 670, 704-716.

3.9 33

17857 The role of the 12(<i>S</i>)-HETE/GPR31/12-HETER axis in cancer and ischemiaâ€“reperfusion injury.
Biochemical Society Transactions, 2019, 47, 743-754. 1.6 6



990

Citation Report

# Article IF Citations

17858 A new genus and species of the trematode family Gyliauchenidae Fukui, 1929 from an unexpected, but
plausible, host, Kyphosus cornelii (Perciformes: Kyphosidae). Parasitology, 2019, 146, 937-946. 0.7 8

17859 Lysosomal targeting of the ABC transporter TAPL is determined by membrane-localized charged
residues. Journal of Biological Chemistry, 2019, 294, 7308-7323. 1.6 15

17860 Emergence of a Thrombospondin Superfamily at the Origin of Metazoans. Molecular Biology and
Evolution, 2019, 36, 1220-1238. 3.5 5

17861
Characteristics Associated With Human Immunodeficiency Virus Transmission Networks Involving
Adolescent Girls and Young Women in Human Immunodeficiency Virus Prevention Trials Network 068
Study. Sexually Transmitted Diseases, 2019, 46, e46-e49.

0.8 1

17862 PRX9 and PRX40 Are Extensin Peroxidases Essential for Maintaining Tapetum and Microspore Cell Wall
Integrity during Arabidopsis Anther Development. Plant Cell, 2019, 31, 848-861. 3.1 56

17863 Phylogenetic relationships of Pakistan <i>Gelidium</i> (Gelidiales, Rhodophyta) species with
recognition of <i>Gelidium pakistanicum stat. nov.</i>. Botanica Marina, 2019, 62, 141-147. 0.6 5

17864 Discrete Wavelet Packet Transform Based Discriminant Analysis for Whole Genome Sequences.
Statistical Applications in Genetics and Molecular Biology, 2019, 18, . 0.2 2

17865 Human-Origin Influenza A(H3N2) Reassortant Viruses in Swine, Southeast Mexico. Emerging Infectious
Diseases, 2019, 25, 691-700. 2.0 18

17866 Strong selection of the TLR2 coding region among the Lagomorpha suggests an evolutionary history
that differs from other mammals. Immunogenetics, 2019, 71, 437-443. 1.2 9

17867 Development of a highly specific co-dominant marker for genotyping the Ph-3 (tomato late blight) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (resistance) locus by comparing cultivated and wild ancestor species. Molecular Breeding, 2019, 39, 1.1.0 4

17868 A novel Australian flying-fox retrovirus shares an evolutionary ancestor with Koala, Gibbon and
Melomys gamma-retroviruses. Virus Genes, 2019, 55, 421-424. 0.7 10

17869 A novel species and a new combination of Daldinia from Ban Hua Thung community forest in the
northern part of Thailand. Mycological Progress, 2019, 18, 553-564. 0.5 8

17870 Comparative study on Cronobacter sakazakii and Pseudomonas otitidis isolated from septic tank
wastewater in microbial fuel cell for bioelectricity generation. Fuel, 2019, 248, 47-55. 3.4 40

17871 Taxonomy and toxicity of Prorocentrum from Perhentian Islands (Malaysia), with a description of a
non-toxigenic species Prorocentrum malayense sp. nov. (Dinophyceae). Harmful Algae, 2019, 83, 95-108. 2.2 22

17872 Detection and characterisation of canine astrovirus, canine parvovirus and canine papillomavirus in
puppies using next generation sequencing. Scientific Reports, 2019, 9, 4602. 1.6 15

17873 Conservation of ethanol fermentation and its regulation in land plants. Journal of Experimental
Botany, 2019, 70, 1815-1827. 2.4 51

17874
Analysis of a flagellar filament cap mutant reveals that HtrA serine protease degrades unfolded
flagellin protein in the periplasm of <i>Borrelia burgdorferi</i>. Molecular Microbiology, 2019, 111,
1652-1670.

1.2 18

17875 A New Species of Dwarf Channa (Teleostei: Channidae) from Meghalaya, Northeast India. Copeia, 2019,
107, 61. 1.4 8



991

Citation Report

# Article IF Citations

17876 Changes in Mouse Gut Microbial Community in Response to the Different Types of Commonly
Consumed Meat. Microorganisms, 2019, 7, 76. 1.6 11

17877 Latitudinal patterns in phylogenetic and functional diversity of Diptera in temperate bogs. Canadian
Entomologist, 2019, 151, 187-208. 0.4 1

17878 â€˜Genome skimmingâ€™ with the MinION hand-held sequencer identifies CITES-listed shark species in Indiaâ€™s
exports market. Scientific Reports, 2019, 9, 4476. 1.6 45

17879
Genome of <i>Crucihimalaya himalaica</i> , a close relative of <i>Arabidopsis</i> , shows ecological
adaptation to high altitude. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 7137-7146.

3.3 108

17880 Alterations of the Mice Gut Microbiome via Schistosoma japonicum Ova-Induced Granuloma. Frontiers
in Microbiology, 2019, 10, 352. 1.5 63

17881 Structures in multiple conformations reveal distinct transition metal and proton pathways in an
Nramp transporter. ELife, 2019, 8, . 2.8 50

17882 Sensitivity to the two peptide bacteriocin plantaricin EF is dependent on CorC<i>, </i>a
membraneâ€•bound, magnesium/cobalt efflux protein. MicrobiologyOpen, 2019, 8, e827. 1.2 17

17883 Mini-review an insect-specific system for terrestrialization: Laccase-mediated cuticle formation. Insect
Biochemistry and Molecular Biology, 2019, 108, 61-70. 1.2 41

17884 First successful isolation of Entoloma clypeatum species complex from basidiospores. Mycoscience,
2019, 60, 221-227. 0.3 3

17885 OsNAC-like transcription factor involved in regulating seed-storage protein content at different
stages of grain filling in rice under aerobic conditions. Journal of Genetics, 2019, 98, 1. 0.4 9

17886 Establishment of monokaryotic and dikaryotic isolates of Hedgehog mushrooms (Hydnum repandum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (and related species) from basidiospores. Mycoscience, 2019, 60, 201-209.0.3 8

17887 Molecular phylogeny of the ghost knifefishes (Gymnotiformes: Apteronotidae). Molecular
Phylogenetics and Evolution, 2019, 135, 297-307. 1.2 14

17888 Diversified secondary metabolite biosynthesis gene repertoire revealed in symbiotic dinoflagellates.
Scientific Reports, 2019, 9, 1204. 1.6 21

17889 Identification and Characterization of a Dominant Sulfolane-Degrading Rhodoferax sp. via Stable
Isotope Probing Combined with Metagenomics. Scientific Reports, 2019, 9, 3121. 1.6 19

17890 Plant-Pathogenic <i>Agrobacterium tumefaciens</i> Strains Have Diverse Type VI Effector-Immunity
Pairs and Vary in In-Planta Competitiveness. Molecular Plant-Microbe Interactions, 2019, 32, 961-971. 1.4 36

17891 Systematic Identification of Pathogenic <i>Streptomyces</i> sp. AMCC400023 That Causes Common
Scab and Genomic Analysis of Its Pathogenicity Island. Phytopathology, 2019, 109, 1115-1128. 1.1 11

17892 Functional Characterization of OXYL, A SghC1qDC LacNAc-specific Lectin from The Crinoid Feather
Star Anneissia Japonica. Marine Drugs, 2019, 17, 136. 2.2 11

17893
A new species of deep-sea mussel (Bivalvia: Mytilidae: Gigantidas) from the South China Sea:
Morphology, phylogenetic position, and gill-associated microbes. Deep-Sea Research Part I:
Oceanographic Research Papers, 2019, 146, 79-90.

0.6 58



992

Citation Report

# Article IF Citations

17894 Phylogeny, phylogeography and hybridization of Caucasian barbels of the genus Barbus
(Actinopterygii, Cyprinidae). Molecular Phylogenetics and Evolution, 2019, 135, 31-44. 1.2 31

17895 Movement of juvenile tuna deduced from parasite data. ICES Journal of Marine Science, 2019, 76,
1678-1689. 1.2 12

17896 Virus Genomes from Deep Sea Sediments Expand the Ocean Megavirome and Support Independent
Origins of Viral Gigantism. MBio, 2019, 10, . 1.8 85

17897 Evolution of an insect immune barrier through horizontal gene transfer mediated by a parasitic wasp.
PLoS Genetics, 2019, 15, e1007998. 1.5 32

17898
Insights Into an Unexplored Component of the Mosquito Repeatome: Distribution and Variability of
Viral Sequences Integrated Into the Genome of the Arboviral Vector Aedes albopictus. Frontiers in
Genetics, 2019, 10, 93.

1.1 21

17899 Shotgun Metagenomics of a Water Kefir Fermentation Ecosystem Reveals a Novel Oenococcus Species.
Frontiers in Microbiology, 2019, 10, 479. 1.5 80

17900 The transcriptome of the veiled chameleon ( Chamaeleo calyptratus ): A resource for studying the
evolution and development of vertebrates. Developmental Dynamics, 2019, 248, 702-708. 0.8 26

17901 Partial characterization of a divergent isolate of pokeweed mosaic virus from Mississippi. Journal of
Plant Pathology, 2019, 101, 1127-1131. 0.6 0

17902 Microbial ecology dynamics of a partial nitritation bioreactor with Polar Arctic Circle activated
sludge operating at low temperature. Chemosphere, 2019, 225, 73-82. 4.2 16

17903 Genomics-based diversity analysis of Vanilla species using a Vanilla planifolia draft genome and
Genotyping-By-Sequencing. Scientific Reports, 2019, 9, 3416. 1.6 36

17904 Duplication and selection in Î²-ketoacyl-ACP synthase gene lineages in the sexually deceptive
Chiloglottis (Orchidaceace). Annals of Botany, 2019, 123, 1053-1066. 1.4 7

17905 Glass confers rhabdomeric photoreceptor identity in Drosophila, but not across all metazoans.
EvoDevo, 2019, 10, 4. 1.3 1

17906 Mycena section Sacchariferae: three new species with basal discs from China. Mycological Progress,
2019, 18, 483-493. 0.5 8

17907
Weeds as Potential Inoculum Reservoir for Colletotrichum nymphaeae Causing Strawberry
Anthracnose in Iran and Rep-PCR Fingerprinting as Useful Marker to Differentiate C. acutatum Complex
on Strawberry. Frontiers in Microbiology, 2019, 10, 129.

1.5 17

17908 A virusâ€•induced geneâ€•silencing system for functional genetics in a betalainic species, <i>Amaranthus
tricolor</i> (Amaranthaceae). Applications in Plant Sciences, 2019, 7, e01221. 0.8 15

17909 Pck-ing up steam: Widening the salmonid gluconeogenic gene duplication trail. Gene, 2019, 698, 129-140. 1.0 12

17910 Polyurethanases: Three-dimensional structures and molecular dynamics simulations of enzymes that
degrade polyurethane. Journal of Molecular Graphics and Modelling, 2019, 89, 82-95. 1.3 23

17911
The influence of Pleistocene glaciations on Chacoan fauna: genetic structure and historical
demography of an endemic frog of the South American Gran Chaco. Biological Journal of the Linnean
Society, 2019, 126, 404-416.

0.7 11



993

Citation Report

# Article IF Citations

17912 Mycobiome Profiles in Breast Milk from Healthy Women Depend on Mode of Delivery, Geographic
Location, and Interaction with Bacteria. Applied and Environmental Microbiology, 2019, 85, . 1.4 76

17913 Identification of the OXA-48 Carbapenemase Family by Use of Tryptic Peptides and Liquid
Chromatography-Tandem Mass Spectrometry. Journal of Clinical Microbiology, 2019, 57, . 1.8 15

17914 Design of Nanoparticulate Group 2 Influenza Virus Hemagglutinin Stem Antigens That Activate
Unmutated Ancestor B Cell Receptors of Broadly Neutralizing Antibody Lineages. MBio, 2019, 10, . 1.8 88

17915 Evolution of plastid genomes of Holcoglossum (Orchidaceae) with recent radiation. BMC
Evolutionary Biology, 2019, 19, 63. 3.2 47

17916 Contrasting patterns of gene expression indicate differing pyrethroid resistance mechanisms across
the range of the New World malaria vector Anopheles albimanus. PLoS ONE, 2019, 14, e0210586. 1.1 21

17917 Structural Diversity of Ultralong CDRH3s in Seven Bovine Antibody Heavy Chains. Frontiers in
Immunology, 2019, 10, 558. 2.2 32

17918
16S rRNA gene sequencing and MALDI-TOF mass spectrometry based comparative assessment and
bioprospection of psychrotolerant bacteria isolated from high altitudes under mountain ecosystem.
SN Applied Sciences, 2019, 1, 1.

1.5 36

17919 Variation in mitochondrial cytochrome c oxidase subunit I gene in <i>Nezara viridula</i> (Hemiptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (Pentatomidae) from Argentina. Journal of Applied Entomology, 2019, 143, 470-477.0.8 1

17920 Three Hfqâ€•dependent small RNAs regulate flagellar motility in the fire blight pathogen <i>Erwinia
amylovora</i>. Molecular Microbiology, 2019, 111, 1476-1492. 1.2 36

17921 A Highly Polymorphic Receptor Governs Many Distinct Self-Recognition Types within the
<i>Myxococcales</i> Order. MBio, 2019, 10, . 1.8 19

17922 Long-Term Effects of Periodical Fires on Archaeal Communities from Brazilian Cerrado Soils. Archaea,
2019, 2019, 1-11. 2.3 9

17923 Satellite DNA Mapping in Pseudis fusca (Hylidae, Pseudinae) Provides New Insights into Sex
Chromosome Evolution in Paradoxical Frogs. Genes, 2019, 10, 160. 1.0 5

17924 Comprehensive Analysis of the Chitinase Family Genes in Tomato (Solanum lycopersicum). Plants, 2019,
8, 52. 1.6 26

17925 Phylogeny and taxonomy of Golovinomyces orontii revisited. Mycological Progress, 2019, 18, 335-357. 0.5 48

17926 A novel protein domain in an ancestral splicing factor drove the evolution of neural microexons.
Nature Ecology and Evolution, 2019, 3, 691-701. 3.4 63

17927
Recessive Resistance Governed by a Major Quantitative Trait Locus Restricts Clover Yellow Vein Virus
in Mechanically but Not Graft-Inoculated Cultivated Soybeans. Molecular Plant-Microbe Interactions,
2019, 32, 1026-1037.

1.4 3

17928
Primary Production in the Water Column as Major Structuring Element of the Biogeographical
Distribution and Function of Archaea in Deep-Sea Sediments of the Central Pacific Ocean. Archaea,
2019, 2019, 1-12.

2.3 9

17929
Genomic Analysis of Shewanella sp. O23Sâ€”The Natural Host of the pSheB Plasmid Carrying Genes for
Arsenic Resistance and Dissimilatory Reduction. International Journal of Molecular Sciences, 2019, 20,
1018.

1.8 17



994

Citation Report

# Article IF Citations

17930 Amplicon sequencing reveals different microbial communities in living poplar wetwood and sapwood.
Trees - Structure and Function, 2019, 33, 851-865. 0.9 5

17931 FLOWERING LOCUS T, GIGANTEA, SEPALLATA, and FRIGIDA homologs are candidate genes involved in
white lupin (Lupinus albus L.) early flowering. Molecular Breeding, 2019, 39, 1. 1.0 24

17932 Identification and Expression Profiling of Protein Phosphatases (PP2C) Gene Family in Gossypium
hirsutum L.. International Journal of Molecular Sciences, 2019, 20, 1395. 1.8 34

17933 Physiological Genomics of Multistress Resistance in the Yeast Cell Model and Factory: Focus on
MDR/MXR Transporters. Progress in Molecular and Subcellular Biology, 2019, 58, 1-35. 0.9 4

17934
Molecular and morphological characterisation of four diplostomid metacercariae infecting Tilapia
sparrmanii (Perciformes: Cichlidae) in the North West Province, South Africa. Parasitology Research,
2019, 118, 1403-1416.

0.6 15

17935 Study of gut bacterial diversity of Bombyx mandarina and Bombyx mori through 16S rRNA gene
sequencing. Journal of Asia-Pacific Entomology, 2019, 22, 522-530. 0.4 10

17936
Genome-wide identification and characterization of glucose transporter (glut) genes in spotted sea
bass (Lateolabrax maculatus) and their regulated hepatic expression during short-term starvation.
Comparative Biochemistry and Physiology Part D: Genomics and Proteomics, 2019, 30, 217-229.

0.4 8

17937 Molecular epidemiology of G12 rotavirus strains during eight consecutive epidemic seasons in the
Basque Country (North of Spain), 2010â€“2018. Infection, Genetics and Evolution, 2019, 71, 67-75. 1.0 6

17938 Molecular epidemiology of hepatitis B virus in Paraguay. Infection, Genetics and Evolution, 2019, 71,
91-97. 1.0 12

17939 Anaerobic oxidation of ethane by archaea from a marine hydrocarbon seep. Nature, 2019, 568, 108-111. 13.7 149

17940 The complete mitochondrial genome of the Epaulette Shark, Hemiscyllium ocellatum (Bonnaterre,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (1788). Mitochondrial DNA Part B: Resources, 2019, 4, 534-535.0.2 1

17941 Paternally Expressed Imprinted Genes under Positive Darwinian Selection in Arabidopsis thaliana.
Molecular Biology and Evolution, 2019, 36, 1239-1253. 3.5 18

17942 Cellular and Humoral Responses to Cte f 2, a Cat Flea Allergen, in Children with Papular Urticaria.
International Archives of Allergy and Immunology, 2019, 179, 89-101. 0.9 7

17943 A New Species of Scutiger (Anura: Megophryidae) from the Gaoligongshan Mountain Range, China.
Copeia, 2019, 107, 10. 1.4 8

17944 Pyrosequencing Uncovers a Shift in Bacterial Communities Across Life Stages of Octodonta nipae
(Coleoptera: Chrysomelidae). Frontiers in Microbiology, 2019, 10, 466. 1.5 35

17945 Sequencing and Phylogenetic Analysis of Chloroplast Genes in Freshwater Raphidophytes. Genes, 2019,
10, 245. 1.0 3

17946 Genome streamlining via complete loss of introns has occurred multiple times in lichenized fungal
mitochondria. Ecology and Evolution, 2019, 9, 4245-4263. 0.8 46

17947 Olfactomedin domain-containing proteins: evolution, functional divergence, expression patterns and
damaging SNPs. Molecular Genetics and Genomics, 2019, 294, 875-885. 1.0 9



995

Citation Report

# Article IF Citations

17948 Revisiting Polybia paulista wasp venom using shotgun proteomics â€“ Insights into the N-linked
glycosylated venom proteins. Journal of Proteomics, 2019, 200, 60-73. 1.2 8

17949 Synaptic vesicle protein 2: A multi-faceted regulator of secretion. Seminars in Cell and Developmental
Biology, 2019, 95, 130-141. 2.3 34

17950 Utilisation of hydrocarbons and production of surfactants by bacteria isolated from plant leaf
surfaces. FEMS Microbiology Letters, 2019, 366, . 0.7 19

17951 Uncovering the unexplored diversity of thioamidated ribosomal peptides in Actinobacteria using the
RiPPER genome mining tool. Nucleic Acids Research, 2019, 47, 4624-4637. 6.5 98

17952 Genetic Regulation of Ethylene Dosage for Cucumber Fruit Elongation. Plant Cell, 2019, 31, 1063-1076. 3.1 85

17953 Micro-evolution of three Streptococcus species: selection, antigenic variation, and horizontal gene
inflow. BMC Evolutionary Biology, 2019, 19, 83. 3.2 12

17954 AA16, a new lytic polysaccharide monooxygenase family identified in fungal secretomes.
Biotechnology for Biofuels, 2019, 12, 55. 6.2 137

17955 Establishment of Babesia vulpes n. sp. (Apicomplexa: Babesiidae), a piroplasmid species pathogenic for
domestic dogs. Parasites and Vectors, 2019, 12, 129. 1.0 55

17956
Morphological and ecological convergence at the lower size limit for vertebrates highlighted by five
new miniaturised microhylid frog species from three different Madagascan genera. PLoS ONE, 2019, 14,
e0213314.

1.1 29

17957 Molecular and Functional Characterization of Beneficial Bacteria Associated with AMF Spores.
Rhizosphere Biology, 2019, , 61-79. 0.4 1

17958 Ciliate Uronema marinum is the causative agent of scuticociliatosis in farm raised turbot
Scophthalmus maximus. Journal of Oceanology and Limnology, 2019, 37, 1726-1735. 0.6 6

17959 New recombinant of Tomato leaf curl New Delhi virus infecting melon in Indonesia. Journal of
General Plant Pathology, 2019, 85, 306-310. 0.6 7

17960
Effects of Bacillus subtilis on the growth, colony maintenance, and attached bacterial community
composition of colonial cyanobacteria. Environmental Science and Pollution Research, 2019, 26,
14977-14987.

2.7 10

17961 Harnessing long-read amplicon sequencing to uncover NRPS and Type I PKS gene sequence diversity in
polar desert soils. FEMS Microbiology Ecology, 2019, 95, . 1.3 25

17962 Multiple radiations of spiny mice (Rodentia: Acomys) in dry open habitats of Afro-Arabia: evidence from
a multi-locus phylogeny. BMC Evolutionary Biology, 2019, 19, 69. 3.2 31

17963 Comparative genomics reveals the unique evolutionary status of Plasmodiophora brassicae and the
essential role of GPCR signaling pathways. Phytopathology Research, 2019, 1, . 0.9 17

17964 Genome-wide analysis, expansion and expression of the NAC family under drought and heat stresses in
bread wheat (T. aestivum L.). PLoS ONE, 2019, 14, e0213390. 1.1 48

17965 Phylogenetic analyses and characteristics of the microbiomes from five mealybugs (Hemiptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Pseudococcidae). Ecology and Evolution, 2019, 9, 1972-1984.0.8 8



996

Citation Report

# Article IF Citations

17966 Molecular characterization of bovine noroviruses and neboviruses in Turkey: detection of
recombinant strains. Archives of Virology, 2019, 164, 1411-1417. 0.9 7

17967 BRAFV600E-mutant cancers display a variety of networks by SWIM analysis: prediction of vemurafenib
clinical response. Endocrine, 2019, 64, 406-413. 1.1 28

17968 Soil bacterial diversity is positively associated with air temperature in the maritime Antarctic.
Scientific Reports, 2019, 9, 2686. 1.6 37

17969 Geographic variation in West African<i>Agama picticauda</i>: insights from genetics, morphology and
ecology. African Journal of Herpetology, 2019, 68, 33-49. 0.3 3

17970 Comparative genomics reveals structural and functional features specific to the genome of a
foodborne Escherichia coli O157:H7. BMC Genomics, 2019, 20, 196. 1.2 22

17971 A structural in silico analysis of the immunogenicity of l-asparaginase from Escherichia coli and
Erwinia carotovora. Biologicals, 2019, 59, 47-55. 0.5 19

17972 Carbapenem-resistant Acinetobacter baumannii: Current status of the problem in four Bulgarian
university hospitals (2014â€“2016). Journal of Global Antimicrobial Resistance, 2019, 16, 266-273. 0.9 20

17973 A Novel Chimeric Mitochondrial Gene Confers Cytoplasmic Effects on Seed Oil Content in Polyploid
Rapeseed (Brassica napus). Molecular Plant, 2019, 12, 582-596. 3.9 26

17974
A novel gene arrangement among the Stylommatophora by the complete mitochondrial genome of the
terrestrial slug Meghimatium bilineatum (Gastropoda, Arionoidea). Molecular Phylogenetics and
Evolution, 2019, 135, 177-184.

1.2 20

17975 Structural and functional differentiation of the lightâ€•harvesting protein Lhcb4 during land plant
diversification. Physiologia Plantarum, 2019, 166, 336-350. 2.6 14

17976 Subspecies Typing of Streptococcus agalactiae Based on Ribosomal Subunit Protein Mass Variation by
MALDI-TOF MS. Frontiers in Microbiology, 2019, 10, 471. 1.5 17

17977 A Recurrent Motif: Diversity and Evolution of ShKT Domain Containing Proteins in the Vampire Snail
Cumia reticulata. Toxins, 2019, 11, 106. 1.5 10

17978 Persistence of a Geographically-Stable Hybrid Zone in Puerto Rican Dwarf Geckos. Journal of Heredity,
2019, 110, 523-534. 1.0 14

17979 Entry Exclusion of Conjugative Plasmids of the IncA, IncC, and Related Untyped Incompatibility Groups.
Journal of Bacteriology, 2019, 201, . 1.0 31

17980 Uncovering the Mechanisms of Halotolerance in the Extremely Acidophilic Members of the
Acidihalobacter Genus Through Comparative Genome Analysis. Frontiers in Microbiology, 2019, 10, 155. 1.5 24

17981 Genome Sequencing Illustrates the Genetic Basis of the Pharmacological Properties of Gloeostereum
incarnatum. Genes, 2019, 10, 188. 1.0 33

17982
The Klingon batbugs: Morphological adaptations in the primitive bat bugs, <i>Bucimex chilensis
</i>and <i>Primicimex cavernis</i>, including updated phylogeny of Cimicidae. Ecology and Evolution,
2019, 9, 1736-1749.

0.8 13

17983 Structural characterization of the third scavenger receptor cysteineâ€•rich domain of murine
neurotrypsin. Protein Science, 2019, 28, 746-755. 3.1 9



997

Citation Report

# Article IF Citations

17984 Crystallographic Analysis of the Catalytic Mechanism of Phosphopantothenoylcysteine Synthetase
from Saccharomyces cerevisiae. Journal of Molecular Biology, 2019, 431, 764-776. 2.0 4

17985 Comparative genome analysis provides novel insight into the interaction of Aquimarina sp. AD1, BL5
and AD10 with their macroalgal host. Marine Genomics, 2019, 46, 8-15. 0.4 33

17986 Diversity and environmental distribution of the cosmopolitan endosymbiont â€œCandidatus Megairaâ€•.
Scientific Reports, 2019, 9, 1179. 1.6 46

17987 A scavenger receptor B (CD36)-like protein is a potential mediator of intestinal heme absorption in the
hematophagous ectoparasite Lepeophtheirus salmonis. Scientific Reports, 2019, 9, 4218. 1.6 16

17988 Acquisition and Loss of Secondary Metabolites Shaped the Evolutionary Path of Three Emerging
Phytopathogens of Wheat. Genome Biology and Evolution, 2019, 11, 890-905. 1.1 22

17989 Evolution of Cold Acclimation and Its Role in Niche Transition in the Temperate Grass Subfamily
Pooideae. Plant Physiology, 2019, 180, 404-419. 2.3 45

17990 First records of the parthenogenetic Surinam cockroach <i>Pycnoscelus surinamensis </i>(Insecta:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Blattodea: Blaberidae) for Central Europe. Journal of Applied Entomology, 2019, 143, 308-313.0.8 4

17991 Gene Expansion and Positive Selection as Bacterial Adaptations to Oligotrophic Conditions. MSphere,
2019, 4, . 1.3 28

17992 Isolation and partial characterization of a new moderate thermophilic Albidovulum sp. SLM16 with
transaminase activity from Deception Island, Antarctica. Biological Research, 2019, 52, 5. 1.5 8

17993 Identification of possible hypoxia sensor for behavioral responses in a marine annelid, <i>Capitella
teleta</i>. Biology Open, 2019, 8, . 0.6 3

17994 Magic roundabout is an endothelial-specific ohnolog of ROBO1 which neo-functionalized to an
essential new role in angiogenesis. PLoS ONE, 2019, 14, e0208952. 1.1 7

17995 Secreted frizzled related protein is a target of PaxB and plays a role in aquiferous system development
in the freshwater sponge, Ephydatia muelleri. PLoS ONE, 2019, 14, e0212005. 1.1 8

17996
Comparison of the Sulfonamide Inhibition Profiles of the Î±-Carbonic Anhydrase Isoforms (SpiCA1,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 267 Td (SpiCA2 and SpiCA3) Encoded by the Genome of the Scleractinian Coral Stylophora pistillata. Marine

Drugs, 2019, 17, 146.
2.2 5

17997 The Structural Determinants Accounting for the Broad Substrate Specificity of the Quorum
Quenching Lactonase GcL. ChemBioChem, 2019, 20, 1848-1855. 1.3 21

17998 Body mass as a supertrait linked to abundance and behavioral dominance in hummingbirds: A
phylogenetic approach. Ecology and Evolution, 2019, 9, 1623-1637. 0.8 17

17999 Genome sequence of Methylocystis hirsuta CSC1, a polyhydroxyalkanoate producing methanotroph.
MicrobiologyOpen, 2019, 8, e00771. 1.2 14

18000 Complete loss of RNA editing from the plastid genome and most highly expressed mitochondrial genes
of Welwitschia mirabilis. Science China Life Sciences, 2019, 62, 498-506. 2.3 19

18001 Matrix metalloproteinase gene polymorphisms in chronic periodontitis: a caseâ€“control study in the
Indian population. Journal of Genetics, 2019, 98, 1. 0.4 8



998

Citation Report

# Article IF Citations

18002 Whole-genome resequencing of 472 Vitis accessions for grapevine diversity and demographic history
analyses. Nature Communications, 2019, 10, 1190. 5.8 155

18003 Modular structure, sequence diversification and appropriate nomenclature of seroins produced in
the silk glands of Lepidoptera. Scientific Reports, 2019, 9, 3797. 1.6 8

18004 Reactive centre loop dynamics and serpin specificity. Scientific Reports, 2019, 9, 3870. 1.6 33

18005 A High-Quality Grapevine Downy Mildew Genome Assembly Reveals Rapidly Evolving and
Lineage-Specific Putative Host Adaptation Genes. Genome Biology and Evolution, 2019, 11, 954-969. 1.1 61

18006 Herbivores as drivers of negative density dependence in tropical forest saplings. Science, 2019, 363,
1213-1216. 6.0 87

18007 Guinea Fowl Coronavirus Diversity Has Phenotypic Consequences for Glycan and Tissue Binding.
Journal of Virology, 2019, 93, . 1.5 17

18008 First Complete Genome Sequence of <i>Cucurbit Aphid-Borne Yellows Virus</i> from Pumpkin in the
United States. Microbiology Resource Announcements, 2019, 8, . 0.3 4

18009 Evolution of CCL16 in Glires (Rodentia and Lagomorpha) shows an unusual random pseudogenization
pattern. BMC Evolutionary Biology, 2019, 19, 59. 3.2 4

18010 Comparative genomics and pathogenicity potential of members of the Pseudomonas syringae species
complex on Prunus spp. BMC Genomics, 2019, 20, 172. 1.2 30

18011 Origin and recent expansion of an endogenous gammaretroviral lineage in domestic and wild canids.
Retrovirology, 2019, 16, 6. 0.9 16

18012
Taxonomical over splitting in the Rhodnius prolixus (Insecta: Hemiptera: Reduviidae) clade: Are R.
taquarussuensis (da Rosa et al., 2017) and R. neglectus (Lent, 1954) the same species?. PLoS ONE, 2019, 14,
e0211285.

1.1 46

18013 An epidemic of chikungunya in northwestern Bangladesh in 2011. PLoS ONE, 2019, 14, e0212218. 1.1 9

18014 Kings and peasants from El-Zuma/El-Detti microregion in the Early Makurian period. Economic aspects
of animal bones from funerary contexts. PLoS ONE, 2019, 14, e0212423. 1.1 0

18015 A single-cell platform for reconstituting and characterizing fatty acid elongase component enzymes.
PLoS ONE, 2019, 14, e0213620. 1.1 14

18016 Adaptive Strategies in a Poly-Extreme Environment: Differentiation of Vegetative Cells in Serratia
ureilytica and Resistance to Extreme Conditions. Frontiers in Microbiology, 2019, 10, 102. 1.5 19

18017 Chemoorganotrophic Bacteria From Lake Fryxell, Antarctica, Including Pseudomonas Strain LFY10, a
Cold-Adapted, Halotolerant Bacterium Useful in Teaching Labs. Frontiers in Microbiology, 2019, 10, 156. 1.5 6

18018 Metagenomic Approach to Characterizing Disease Epidemiology in a Disease-Endemic Environment in
Northern Thailand. Frontiers in Microbiology, 2019, 10, 319. 1.5 34

18019 Adjacency and Area Explain Species Bioregional Shifts in Neotropical Palms. Frontiers in Plant Science,
2019, 10, 55. 1.7 12



999

Citation Report

# Article IF Citations

18020 On the Close Relatedness of Two Rice-Parasitic Root-Knot Nematode Species and the Recent Expansion
of Meloidogyne graminicola in Southeast Asia. Genes, 2019, 10, 175. 1.0 16

18021 ProtParCon: A Framework for Processing Molecular Data and Identifying Parallel and Convergent
Amino Acid Replacements. Genes, 2019, 10, 181. 1.0 4

18022 Principles of plastid reductive evolution illuminated by nonphotosynthetic chrysophytes.
Proceedings of the National Academy of Sciences of the United States of America, 2019, 116, 6914-6923. 3.3 96

18023
Demographic Expansion of the Predominant Bemisia tabaci (Gennadius) (Hemiptera: Aleyrodidae)
Mitotypes Associated With the Cotton Leaf Curl Virus Epidemic in Pakistan. Annals of the
Entomological Society of America, 2019, 112, 265-280.

1.3 19

18024 Genetic diversity and relationship between cultivated, weedy and wild rye species as revealed by
chloroplast and mitochondrial DNA non-coding regions analysis. PLoS ONE, 2019, 14, e0213023. 1.1 21

18025 Differential composition of gut microbiota among healthy volunteers, morbidly obese patients and
postâ€‘bariatric surgery patients. Experimental and Therapeutic Medicine, 2019, 17, 2268-2278. 0.8 23

18026 Assembly of Ancient Mitochondrial Genomes Without a Closely Related Reference Sequence. Methods
in Molecular Biology, 2019, 1963, 195-213. 0.4 1

18027 Genome-wide identification, evolution, and molecular characterization of the PP2C gene family in
woodland strawberry. Gene, 2019, 702, 27-35. 1.0 23

18028 Longitudinal Analysis Reveals Early Development of Three MPER-Directed Neutralizing Antibody
Lineages from an HIV-1-Infected Individual. Immunity, 2019, 50, 677-691.e13. 6.6 77

18029 Architecture and Evolution of Blade Assembly in Î²-propeller Lectins. Structure, 2019, 27, 764-775.e3. 1.6 27

18030 Choice of species affects phylogenetic stability of deep nodes: an empirical example in Terrabacteria.
Bioinformatics, 2019, 35, 3608-3616. 1.8 2

18031 Comparative Analysis of Ionic Strength Tolerance between Freshwater and Marine
<i>Caulobacterales</i> Adhesins. Journal of Bacteriology, 2019, 201, . 1.0 15

18032 Proline residues in scavenger receptor-BI's C-terminal region support efficient cholesterol transport.
Biochemical Journal, 2019, 476, 951-963. 1.7 4

18033 Asymmetric biotic interchange across the Bering land bridge between Eurasia and North America.
National Science Review, 2019, 6, 739-745. 4.6 43

18034 Incorporating sampling uncertainty in the geospatial assignment of taxa for virus phylogeography.
Virus Evolution, 2019, 5, vey043. 2.2 12

18035 Multispecies genome-wide analysis defines the MAP3K gene family in Gossypium hirsutum and reveals
conserved family expansions. BMC Bioinformatics, 2019, 20, 99. 1.2 5

18036 Behavior and abundance of Anopheles darlingi in communities living in the Colombian Amazon
riverside. PLoS ONE, 2019, 14, e0213335. 1.1 9

18037 Adaptive evolution of the ACSL gene family in Carnivora. Genetica, 2019, 147, 141-148. 0.5 6



1000

Citation Report

# Article IF Citations

18038 Hydrogen Peroxide Production of Group A Streptococci (GAS) is emm-Type Dependent and Increased at
Low Temperatures. Current Microbiology, 2019, 76, 698-705. 1.0 1

18039
Molecular basis of the digestive functionality in developing Persian sturgeon (Acipenser persicus)
larvae: additional clues for its phylogenetic status. Journal of Comparative Physiology B: Biochemical,
Systemic, and Environmental Physiology, 2019, 189, 367-383.

0.7 5

18040 A preliminary phylogeny of Zapoteca (Fabaceae: Caesalpinioideae: Mimosoid clade). Plant Systematics
and Evolution, 2019, 305, 341-352. 0.3 7

18041 Microbial Source Tracking Analysis Using Viral Indicators in Santa LucÃa and Uruguay Rivers, Uruguay.
Food and Environmental Virology, 2019, 11, 259-267. 1.5 11

18042 Assessing the diversity of Western North American Juga (Semisulcospiridae, Gastropoda). Molecular
Phylogenetics and Evolution, 2019, 136, 87-103. 1.2 14

18043 RdDM-independent de novo and heterochromatin DNA methylation by plant CMT and DNMT3
orthologs. Nature Communications, 2019, 10, 1613. 5.8 46

18044 cisTopic: cis-regulatory topic modeling on single-cell ATAC-seq data. Nature Methods, 2019, 16, 397-400. 9.0 322

18045 Marine RNA Virus Quasispecies Are Distributed throughout the Oceans. MSphere, 2019, 4, . 1.3 36

18046 Improving the specific diagnosis of trematode, cestode and nematode infections by a multiplex
single-tube real-time PCR assay. Journal of Clinical Pathology, 2019, 72, 487-492. 1.0 5

18047 Studies Into Î²-Glucan Recognition in Fish Suggests a Key Role for the C-Type Lectin Pathway. Frontiers
in Immunology, 2019, 10, 280. 2.2 56

18048
Agglutinin-Like Sequence (ALS) Genes in the Candida parapsilosis Species Complex: Blurring the
Boundaries Between Gene Families That Encode Cell-Wall Proteins. Frontiers in Microbiology, 2019, 10,
781.

1.5 24

18049 Spatial and temporal variations in species diversity of fish assemblages near a sewage treatment plant
in northern Taiwan. Fisheries Science, 2019, 85, 581-590. 0.7 3

18050 Genetic diversity of Streptococcus equi subsp. zooepidemicus isolated from horses. Comparative
Immunology, Microbiology and Infectious Diseases, 2019, 65, 7-13. 0.7 8

18051 Molecular structure of sauropsid Î²-keratins from tuatara (Sphenodon punctatus). Journal of
Structural Biology, 2019, 207, 21-28. 1.3 13

18052 Insights into ecological role of a new deltaproteobacterial order <i>Candidatus</i>
Acidulodesulfobacterales by metagenomics and metatranscriptomics. ISME Journal, 2019, 13, 2044-2057. 4.4 112

18053
The mitochondrial genome of a slit limpet Pseudorimula sp. (Vetigastropoda: Lepetodrilidae) from
hydrothermal vent on the Southwest Indian Ridge. Mitochondrial DNA Part B: Resources, 2019, 4,
1189-1190.

0.2 2

18054 Origin and evolution of papillomavirus (onco)genes and genomes. Philosophical Transactions of the
Royal Society B: Biological Sciences, 2019, 374, 20180303. 1.8 37

18055 Genome sequence of the corn leaf aphid (<i>Rhopalosiphum maidis</i>Fitch). GigaScience, 2019, 8, . 3.3 60



1001

Citation Report

# Article IF Citations

18056
Phylogeny of the genus <i>Aporcelinus</i> AndrÃ¡ssy, 2009 (Nematoda: Dorylaimida: Aporcelaimidae)
with description of two new species from Costa Rica. Journal of Zoological Systematics and
Evolutionary Research, 2019, 57, 240-257.

0.6 2

18057 New Insights into Long Terminal Repeat Retrotransposons in Mulberry Species. Genes, 2019, 10, 285. 1.0 11

18058 Molecularâ€•based assessments of tribal and generic limits and relationships in Rubiaceae (Gentianales):
Polyphyly of Pomazoteae and paraphyly of Ophiorrhizeae and <i>Ophiorrhiza</i>. Taxon, 2019, 68, 72-91. 0.4 12

18059 Phylogenetic Studies. Methods in Molecular Biology, 2019, 1971, 9-68. 0.4 4

18060 Colonization of Seeds by Soilborne Fungi: Linking Seed Dormancy-Defense Syndromes, Evolutionary
Constraints, and Fungal Traits. , 2019, , 465-481. 0

18061
The reclassification of 37 strains from The MosonmagyarÃ³vÃ¡r Algal Culture Collection, Hungary,
which were previously identified as Anabaena (Cyanobacteria, Nostocaceae). South African Journal of
Botany, 2019, 123, 333-340.

1.2 0

18062

Taxonomic insights into the phylogeny of Bacillus badius and proposal for its reclassification to the
genus Pseudobacillus as Pseudobacillus badius comb. nov. and reclassification of Bacillus
wudalianchiensis Liu et al., 2017 as Pseudobacillus wudalianchiensis comb. nov.. Systematic and
Applied Microbiology, 2019, 42, 360-372.

1.2 4

18063 The enzymes OSC1 and CYP716A263 produce a high variety of triterpenoids in the latex of Taraxacum
koksaghyz. Scientific Reports, 2019, 9, 5942. 1.6 24

18064
Satellitome landscape analysis of Megaleporinus macrocephalus (Teleostei, Anostomidae) reveals
intense accumulation of satellite sequences on the heteromorphic sex chromosome. Scientific
Reports, 2019, 9, 5856.

1.6 40

18065
The First Transcriptome Assembly of Yenyuan Stream Salamander (Batrachuperus yenyuanensis)
Provides Novel Insights into Its Molecular Evolution. International Journal of Molecular Sciences,
2019, 20, 1529.

1.8 7

18066 Molecular and Structural Characterization of MHC Class II Î² Genes Reveals High Diversity in the
Cold-Adapted Icefish Chionodraco hamatus. Scientific Reports, 2019, 9, 5523. 1.6 7

18067 A molecular phylogeny of the gastropod family Haminoeidae sensu lato (Heterobranchia:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Cephalaspidea): a generic revision. Invertebrate Systematics, 2019, , .0.5 4

18068 A New Tymovirus Isolated From Solanum quitoense: Characterization and Prevalence in Two
Solanaceous Crops in Ecuador. Plant Disease, 2019, 103, 2246-2251. 0.7 3

18069 New genera and species from the Equatorial Pacific provide phylogenetic insights into deep-sea
Polynoidae (Annelida). Zoological Journal of the Linnean Society, 2019, 185, 555-635. 1.0 32

18070 Resolving the relationships of clams and cockles: dense transcriptome sampling drastically improves
the bivalve tree of life. Proceedings of the Royal Society B: Biological Sciences, 2019, 286, 20182684. 1.2 59

18071 The Distribution of Tryptophan-Dependent Indole-3-Acetic Acid Synthesis Pathways in Bacteria
Unraveled by Large-Scale Genomic Analysis. Molecules, 2019, 24, 1411. 1.7 76

18072
First description of two moderately halophilic and psychrotolerant Mycoplasma species isolated
from cephalopods and proposal of Mycoplasma marinum sp. nov. and Mycoplasma todarodis sp. nov.
Systematic and Applied Microbiology, 2019, 42, 457-467.

1.2 22

18073 ML-DSP: Machine Learning with Digital Signal Processing for ultrafast, accurate, and scalable genome
classification at all taxonomic levels. BMC Genomics, 2019, 20, 267. 1.2 42



1002

Citation Report

# Article IF Citations

18074 Evolution of a novel chimeric maltotriose transporter in Saccharomyces eubayanus from parent
proteins unable to perform this function. PLoS Genetics, 2019, 15, e1007786. 1.5 35

18075
Phylogenomics clarifies biogeographic and evolutionary history, and conservation status of West
Indian tremblers and thrashers (Aves: Mimidae). Molecular Phylogenetics and Evolution, 2019, 136,
196-205.

1.2 5

18076 Combining Protein and Metabolic Engineering Strategies for High-Level Production of
<i>O</i>-Acetylhomoserine in <i>Escherichia coli</i>. ACS Synthetic Biology, 2019, 8, 1153-1167. 1.9 30

18077 Wetland Sediments Host Diverse Microbial Taxa Capable of Cycling Alcohols. Applied and
Environmental Microbiology, 2019, 85, . 1.4 10

18078 Assessing the Pathogenicity of Two Bacteria Isolated from the Entomopathogenic Nematode
Heterorhabditis indica against Galleria mellonella and Some Pest Insects. Insects, 2019, 10, 83. 1.0 5

18079 Analysis of hepatitis B virus-mixed genotype infection by ultra deep pyrosequencing in Sudanese
patients, 2015â€“2016. Infection, 2019, 47, 793-803. 2.3 3

18080 Analyses of 202 plastid genomes elucidate the phylogeny of Solanum section Petota. Scientific
Reports, 2019, 9, 4454. 1.6 34

18081 Phylogenetic relationships among tibet Rubus (Rosaceae) species inferred from multiple chloroplast
and nuclear DNA sequences. AIP Conference Proceedings, 2019, , . 0.3 2

18082 The mitochondrial genome of common whelk <i>Buccinum undatum</i> (Neogastropoda: Buccinidae).
Mitochondrial DNA Part B: Resources, 2019, 4, 457-459. 0.2 1

18083 Molecular phylogeny of Paraonidae (Annelida). Molecular Phylogenetics and Evolution, 2019, 136, 1-13. 1.2 11

18084 The genome of the giant Nomuraâ€™s jellyfish sheds light on the early evolution of active predation.
BMC Biology, 2019, 17, 28. 1.7 38

18085 Evolution of Mutator transposable elements across eukaryotic diversity. Mobile DNA, 2019, 10, 12. 1.3 32

18086
Evaluation of invA Diversity among Salmonella Species Suggests Why Some Commercially Available
Rapid Detection Kits May Fail To Detect Multiple Salmonella Subspecies and Species. Journal of Food
Protection, 2019, 82, 710-717.

0.8 13

18087 The speciation history of northernâ€• and southernâ€•sourced <i>Eranthis</i> (Ranunculaceae) species on
the Korean peninsula and surrounding areas. Ecology and Evolution, 2019, 9, 2907-2919. 0.8 8

18088 The genome of the arapaima (Arapaima gigas) provides insights into gigantism, fast growth and
chromosomal sex determination system. Scientific Reports, 2019, 9, 5293. 1.6 25

18089
Morphology, phylogeny, and sexual stage of<i>Fusarium caatingaense</i>and<i>Fusarium
pernambucanum</i>, new species of the<i>Fusarium incarnatum-equiseti</i>species complex associated
with insects in Brazil. Mycologia, 2019, 111, 244-259.

0.8 36

18090 Molecular characterization of laccase genes from the basidiomycete Trametes hirsuta Bm-2 and
analysis of the 5â€² untranslated region (5â€²UTR). 3 Biotech, 2019, 9, 160. 1.1 3

18091 High-throughput methods in aptamer discovery and analysis. Methods in Enzymology, 2019, 621, 329-346. 0.4 8



1003

Citation Report

# Article IF Citations

18092 Molecular influenza surveillance at a tertiary university hospital during four consecutive seasons
(2012â€“2016) in Catalonia, Spain. Vaccine, 2019, 37, 2470-2476. 1.7 4

18093 Comparative genomics and transcriptomics analysis reveals evolution patterns of selection in the
Salix phylogeny. BMC Genomics, 2019, 20, 253. 1.2 9

18094
Variation among human, veterinary and environmental Mycobacterium chelonae-abscessus complex
isolates observed using core genome phylogenomic analysis, targeted gene comparison, and
anti-microbial susceptibility patterns. PLoS ONE, 2019, 14, e0214274.

1.1 12

18095 Predation on stink bugs (Hemiptera: Pentatomidae) in cotton and soybean agroecosystems. PLoS ONE,
2019, 14, e0214325. 1.1 9

18096 Structural Bioinformatics. , 2019, , 169-199. 14

18097 Comparative study on pattern recognition receptors in non-teleost ray-finned fishes and their
evolutionary significance in primitive vertebrates. Science China Life Sciences, 2019, 62, 566-578. 2.3 12

18098
Effective removal of nitrate by denitrification re-enforced with a two-stage anoxic/oxic (A/O) process
from a digested piggery wastewater with a low C/N ratio. Journal of Environmental Management, 2019,
240, 19-26.

3.8 31

18099 Diverse single-stranded DNA viruses associated with honey bees (Apis mellifera). Infection, Genetics
and Evolution, 2019, 71, 179-188. 1.0 31

18100 Redefining the medicago sativa alphapartitiviruses genome sequences. Virus Research, 2019, 265, 156-161. 1.1 12

18101 Dynamic evolutionary history and gene content of sex chromosomes across diverse songbirds.
Nature Ecology and Evolution, 2019, 3, 834-844. 3.4 68

18102 Casting light on Asgardarchaeota metabolism in a sunlit microoxic niche. Nature Microbiology, 2019,
4, 1129-1137. 5.9 96

18103 Localized production of defence chemicals by intracellular symbionts of Haliclona sponges. Nature
Microbiology, 2019, 4, 1149-1159. 5.9 69

18104 Meta-analysis of fecal metagenomes reveals global microbial signatures that are specific for
colorectal cancer. Nature Medicine, 2019, 25, 679-689. 15.2 734

18105 Low pathogenic avian influenza (H7N6) virus causing an outbreak in commercial Turkey farms in Chile.
Emerging Microbes and Infections, 2019, 8, 479-485. 3.0 12

18106 Character Evolution and Recircumscription of the Northern Andean <i>Begonia</i> Section
<i>Casparya</i> (Begoniaceae). Systematic Botany, 2019, 44, 52-65. 0.2 4

18107 New Insights Into the Polar Lipid Composition of Extremely Halo(alkali)philic Euryarchaea From
Hypersaline Lakes. Frontiers in Microbiology, 2019, 10, 377. 1.5 48

18108
Cloning and characterization of a novel aspartate/glutamate racemase from the acorn worm
Saccoglossus kowalevskii. Comparative Biochemistry and Physiology - B Biochemistry and Molecular
Biology, 2019, 232, 87-92.

0.7 4

18109 Systematic study of truffles in the genus <i>Ruhlandiella</i>, with the description of two new species
from Patagonia. Mycologia, 2019, 111, 477-492. 0.8 11



1004

Citation Report

# Article IF Citations

18110 Life in wood: preliminary phylogeny of deep-sea wood-boring bivalves (Xylophagaidae), with
descriptions of three new genera and one new species. Journal of Molluscan Studies, 2019, 85, 232-243. 0.4 21

18111 Low coverage sequencing for repetitive DNA analysis in Passiflora edulis Sims: citogenomic
characterization of transposable elements and satellite DNA. BMC Genomics, 2019, 20, 262. 1.2 17

18112 Introduction to Bioinformatics. , 2019, , 1-18. 0

18113
Genetic analysis of the endangered Hyacinth Macaw (Anodorhynchus hyacinthinus) based on
mitochondrial markers: different conservation efforts are required for different populations.
Journal of Ornithology, 2019, 160, 711-720.

0.5 4

18114
Secondary structure of the internal transcribed rDNA (ITS) regions of Cosmopolites sordidus
(Germar) and Odoiporus longicollis (Olivier): a first report in family Curculionidae. International
Journal of Tropical Insect Science, 2019, 39, 53-61.

0.4 0

18115 HIV-1 remission following CCR5Î”32/Î”32 haematopoietic stem-cell transplantation. Nature, 2019, 568,
244-248. 13.7 447

18116 TMK1-mediated auxin signalling regulates differential growth of the apical hook. Nature, 2019, 568,
240-243. 13.7 156

18117 SSS-test: a novel test for detecting positive selection on RNA secondary structure. BMC
Bioinformatics, 2019, 20, 151. 1.2 12

18118
Development of Phytomonas lipae sp. n. (Kinetoplastea: Trypanosomatidae) in the true bug Coreus
marginatus (Heteroptera: Coreidae) and insights into the evolution of life cycles in the genus
Phytomonas. PLoS ONE, 2019, 14, e0214484.

1.1 12

18119 Didymozoids in Muscle of Atlantic Chub Mackerel (Scomber colias). Acta Parasitologica, 2019, 64,
308-315. 0.4 1

18120 The Molecular and Structural Basis of O-methylation Reaction in Coumarin Biosynthesis in
Peucedanum praeruptorum Dunn. International Journal of Molecular Sciences, 2019, 20, 1533. 1.8 19

18121 Phylogeography of eagle rays of the genus Aetobatus: Aetobatus narinari is restricted to the
continental western Atlantic Ocean. Hydrobiologia, 2019, 836, 169-183. 1.0 15

18122 Horizontal gene transfer allowed the emergence of broad host range entomopathogens. Proceedings
of the National Academy of Sciences of the United States of America, 2019, 116, 7982-7989. 3.3 61

18123
Diversity of phenotypically non-dermatophyte, non- <i>Aspergillus</i> filamentous fungi causing nail
infections: importance of accurate identification and antifungal susceptibility testing. Emerging
Microbes and Infections, 2019, 8, 531-541.

3.0 7

18124 Sexually Antagonistic Mitonuclear Coevolution in Duplicate Oxidative Phosphorylation Genes.
Integrative and Comparative Biology, 2019, 59, 864-874. 0.9 9

18125 The unique photosynthetic apparatus of Pinaceae: analysis of photosynthetic complexes in Picea abies.
Journal of Experimental Botany, 2019, 70, 3211-3225. 2.4 21

18126 Rhodnius prolixus: Identification of missing components of the IMD immune signaling pathway and
functional characterization of its role in eliminating bacteria. PLoS ONE, 2019, 14, e0214794. 1.1 37

18127
Populus trichocarpa clade A PP2C protein phosphatases: their stress-induced expression patterns,
interactions in core abscisic acid signaling, and potential for regulation of growth and development.
Plant Molecular Biology, 2019, 100, 303-317.

2.0 17



1005

Citation Report

# Article IF Citations

18128 Identification of new members of alkaliphilic lipases in archaea and metagenome database using
reconstruction of ancestral sequences. 3 Biotech, 2019, 9, 165. 1.1 13

18129 Response of a kleptoplastidic foraminifer to heterotrophic starvation: photosynthesis and lipid
droplet biogenesis. FEMS Microbiology Ecology, 2019, 95, . 1.3 20

18130 Multilocus phylogeny and a new classification for African, Asian and Indian supple and writhing
skinks (Scincidae: Lygosominae). Zoological Journal of the Linnean Society, 2019, 186, 1067-1096. 1.0 15

18131
Two forms of phosphomannomutase in gammaproteobacteria: The overlooked membraneâ€•bound form
of AlgC is required for twitching motility of <i>Lysobacter enzymogenes</i>. Environmental
Microbiology, 2019, 21, 3969-3978.

1.8 2

18132
Genetic structure, phylogeography, and demography of <i>Anadara tuberculosa</i> (Bivalvia) from
East Pacific as revealed by mtDNA: Implications to conservation. Ecology and Evolution, 2019, 9,
4392-4402.

0.8 9

18133 Hunting for novel disease resistance genes: observations and opportunities from the Rosaceae. Acta
Horticulturae, 2019, , 125-134. 0.1 2

18134 Darkening of the Greenland Ice Sheet: Fungal Abundance and Diversity Are Associated With Algal
Bloom. Frontiers in Microbiology, 2019, 10, 557. 1.5 58

18135 Deciphering the Role of a SLOG Superfamily Protein YpsA in Gram-Positive Bacteria. Frontiers in
Microbiology, 2019, 10, 623. 1.5 15

18136
Genetic structure analyses of the tomato-infecting crinivirus Tomato chlorosis virus indicates low
genetic variability in the p22 gene and evidence of segregation based on sampling location in Brazil.
Tropical Plant Pathology, 2019, 44, 292-296.

0.8 3

18137 Phylogenetic inference for the study of within-host HIV-1 dynamics and persistence on antiretroviral
therapy. Lancet HIV,the, 2019, 6, e325-e333. 2.1 7

18138 A species-level phylogeny of Trachylepis (Scincidae: Mabuyinae) provides insight into their
reproductive mode evolution. Molecular Phylogenetics and Evolution, 2019, 136, 183-195. 1.2 16

18139 A single application of fertiliser or manure to a cropping field has limited long-term effects on soil
microbial communities. Soil Research, 2019, 57, 228. 0.6 7

18140 Conserved peptide vaccine candidates containing multiple Ebola nucleoprotein epitopes display
interactions with diverse HLA molecules. Medical Microbiology and Immunology, 2019, 208, 227-238. 2.6 16

18141 A centromere satellite concomitant with extensive karyotypic diversity across the Peromyscus genus
defies predictions of molecular drive. Chromosome Research, 2019, 27, 237-252. 1.0 30

18142 Phylogenomic reappraisal of the Neotropical catfish family Loricariidae (Teleostei: Siluriformes)
using ultraconserved elements. Molecular Phylogenetics and Evolution, 2019, 135, 148-165. 1.2 71

18143 Four new epiphytic species in the<i>Micarea prasina</i>group from Europe. Lichenologist, 2019, 51, 7-25. 0.5 26

18144 Characterization of the mitochondrial genome of an ancient amphipod Halice sp. MT-2017
(Pardaliscidae) from 10,908â€‰m in the Mariana Trench. Scientific Reports, 2019, 9, 2610. 1.6 16

18145 Structure of SPH (self-incompatibility protein homologue) proteins: a widespread family of small,
highly stable, secreted proteins. Biochemical Journal, 2019, 476, 809-826. 1.7 8



1006

Citation Report

# Article IF Citations

18146 Pathway and Gene Discovery from Natural Hosts and Organisms. Methods in Molecular Biology, 2019,
1927, 1-9. 0.4 1

18147 V1 and V2 Domains of HIV Envelope Contribute to CCR5 Antagonist Resistance. Journal of Virology,
2019, 93, . 1.5 5

18148 Identification and characterization of the first pectin methylesterase gene discovered in the root
lesion nematode Pratylenchus penetrans. PLoS ONE, 2019, 14, e0212540. 1.1 14

18149 Histone H1, the forgotten histone. Epigenomics, 2019, 11, 363-366. 1.0 29

18150
Whole-Genome Comparisons Among the Genus Shewanella Reveal the Enrichment of Genes Encoding
Ankyrin-Repeats Containing Proteins in Sponge-Associated Bacteria. Frontiers in Microbiology, 2019,
10, 5.

1.5 14

18151 Subterranean Clover Stunt Virus Revisited: Detection of Two Missing Genome Components. Viruses,
2019, 11, 138. 1.5 3

18152 Genome organisation and comparative genomics of four novel Wolbachia genome assemblies from
Indian Drosophila host. Functional and Integrative Genomics, 2019, 19, 617-632. 1.4 3

18153 Evolution of Base Excision Repair in Entamoeba histolytica is shaped by gene loss, gene duplication,
and lateral gene transfer. DNA Repair, 2019, 76, 76-88. 1.3 10

18154 Quantifying population-specific growth in benthic bacterial communities under low oxygen using
H218O. ISME Journal, 2019, 13, 1546-1559. 4.4 53

18155 Ideating iDNA: Lessons and limitations from leeches in legacy collections. PLoS ONE, 2019, 14, e0212226. 1.1 14

18156 Origin and evolution of the octoploid strawberry genome. Nature Genetics, 2019, 51, 541-547. 9.4 469

18157 â€˜Candidatus Viridilinea mediisalinaâ€™, a novel phototrophic Chloroflexi bacterium from a Siberian soda
lake. FEMS Microbiology Letters, 2019, 366, . 0.7 17

18158 Identification of an active miniature invertedâ€•repeat transposable element <i><scp>mJ</scp>ing</i> in
rice. Plant Journal, 2019, 98, 639-653. 2.8 11

18159 Gene Editing of Mouse Embryonic and Epiblast Stem Cells. Methods in Molecular Biology, 2019, 1940,
77-95. 0.4 6

18160 Evolution and a revised nomenclature of P4 ATPases, a eukaryotic family of lipid flippases. Biochimica
Et Biophysica Acta - Biomembranes, 2019, 1861, 1135-1151. 1.4 46

18161 A Chromosome-Scale Genome Assembly of Paper Mulberry (Broussonetia papyrifera) Provides New
Insights into Its Forage and Papermaking Usage. Molecular Plant, 2019, 12, 661-677. 3.9 83

18162 Prototheca paracutis sp. nov., a novel oleaginous achlorophyllous microalga isolated from a
mangrove forest. Mycoscience, 2019, 60, 165-169. 0.3 11

18163
Phylogeny and distribution of Bradyrhizobium symbionts nodulating cowpea (Vigna unguiculata L.) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 67 Td (Walp) and their association with the physicochemical properties of acidic African soils. Systematic

and Applied Microbiology, 2019, 42, 403-414.
1.2 22



1007

Citation Report

# Article IF Citations

18164
Genomic characteristics and pathogenicity of natural recombinant porcine reproductive and
respiratory syndrome virus 2 harboring genes of a Korean field strain and VR-2332-like strain.
Virology, 2019, 530, 89-98.

1.1 12

18165 Molecular characteristics of a novel recombinant of porcine epidemic diarrhea virus. Archives of
Virology, 2019, 164, 1199-1204. 0.9 8

18166 Recurrent speciation of a tomato yellow leaf curl geminivirus in Portugal by recombination.
Scientific Reports, 2019, 9, 1332. 1.6 25

18167 Antibodies Against Egg- and Cell-Grown Influenza A(H3N2) Viruses in Adults Hospitalized During the
2017â€“2018 Influenza Season. Journal of Infectious Diseases, 2019, 219, 1904-1912. 1.9 37

18168 An Insect Counteradaptation against Host Plant Defenses Evolved through Concerted
Neofunctionalization. Molecular Biology and Evolution, 2019, 36, 930-941. 3.5 41

18169 â€œDorsalâ€“Ventralâ€• Genes Are Part of an Ancient Axial Patterning System: Evidence from Trichoplax
adhaerens (Placozoa). Molecular Biology and Evolution, 2019, 36, 966-973. 3.5 26

18170
Evolutionary Relationships Between the Laccase Genes of Polyporales: Orthology-Based Classification
of Laccase Isozymes and Functional Insight From Trametes hirsuta. Frontiers in Microbiology, 2019, 10,
152.

1.5 25

18171 Transcriptomics Identifies Modules of Differentially Expressed Genes and Novel Cyclotides in Viola
pubescens. Frontiers in Plant Science, 2019, 10, 156. 1.7 12

18172
Genome-wide identification of the Na+/H+ exchanger gene family in Lateolabrax maculatus and its
involvement in salinity regulation. Comparative Biochemistry and Physiology Part D: Genomics and
Proteomics, 2019, 29, 286-298.

0.4 10

18173 Tracking the origin of two genetic components associated with transposable element bursts in
domesticated rice. Nature Communications, 2019, 10, 641. 5.8 34

18174 24-nt reproductive phasiRNAs are broadly present in angiosperms. Nature Communications, 2019, 10,
627. 5.8 106

18175 Mercury methylating microbial communities of boreal forest soils. Scientific Reports, 2019, 9, 518. 1.6 53

18176 <i>Lactobacillus rhamnosus</i>GG reverses mortality of neonatal mice
against<i>Salmonella</i>challenge. Toxicology Research, 2019, 8, 361-372. 0.9 15

18177
Phylogenetic analysis of haemagglutinin gene deciphering a new genetically distinct lineage of canine
distemper virus circulating among domestic dogs in India. Transboundary and Emerging Diseases, 2019,
66, 1252-1267.

1.3 36

18178 Genomic comparison of facultatively anaerobic and obligatory aerobic Caldibacillus debilis strains
GB1 and Tf helps explain physiological differences. Canadian Journal of Microbiology, 2019, 65, 421-428. 0.8 0

18179
Genomic content of a novel yeast species Hanseniaspora gamundiae sp. nov. from fungal stromata
(Cyttaria) associated with a unique fermented beverage in Andean Patagonia, Argentina. PLoS ONE,
2019, 14, e0210792.

1.1 37

18180 Exploring the evolution and terrestrialization of scorpions (Arachnida: Scorpiones) with rocks and
clocks. Organisms Diversity and Evolution, 2019, 19, 71-86. 0.7 33

18181 Phylogenetic characterization of tick-borne encephalitis virus from Bornholm, Denmark. Ticks and
Tick-borne Diseases, 2019, 10, 533-539. 1.1 15



1008

Citation Report

# Article IF Citations

18182 Bioinformatics Analysis of Metabolism Pathways of Archaeal Energy Reserves. Scientific Reports, 2019,
9, 1034. 1.6 27

18183 RRMdbâ€”an evolutionary-oriented database of RNA recognition motif sequences. Database: the Journal
of Biological Databases and Curation, 2019, 2019, . 1.4 10

18184 Delegating Sex: Differential Gene Expression in Stolonizing Syllids Uncovers the Hormonal Control
of Reproduction. Genome Biology and Evolution, 2019, 11, 295-318. 1.1 13

18185 Paleozoic diversification of terrestrial chitin-degrading bacterial lineages. BMC Evolutionary
Biology, 2019, 19, 34. 3.2 9

18186 Evolution of the modular, disordered stress proteins known as dehydrins. PLoS ONE, 2019, 14, e0211813. 1.1 28

18187 Absence of adaptive evolution is the main barrier against influenza emergence in horses in Asia despite
frequent virus interspecies transmission from wild birds. PLoS Pathogens, 2019, 15, e1007531. 2.1 12

18188 Characteristics of the First Protein Tyrosine Phosphatase with Phytase Activity from a Soil
Metagenome. Genes, 2019, 10, 101. 1.0 8

18189 The first chromosomeâ€•level genome for a marine mammal as a resource to study ecology and
evolution. Molecular Ecology Resources, 2019, 19, 944-956. 2.2 27

18190 Forest giants on different evolutionary branches: Ecomorphological convergence in helicopter
damselflies*. Evolution; International Journal of Organic Evolution, 2019, 73, 1045-1054. 1.1 10

18191 Detection of Natural Products and Their Producers in Ocean Sediments. Applied and Environmental
Microbiology, 2019, 85, . 1.4 33

18192 Genomic insights into neonicotinoid sensitivity in the solitary bee Osmia bicornis. PLoS Genetics, 2019,
15, e1007903. 1.5 68

18193 SAliBASE: A Database of Simulated Protein Alignments. Evolutionary Bioinformatics, 2019, 15,
117693431882108. 0.6 4

18194 A mole ratâ€™s gut microbiota suggests selective influence of diet on microbial niche space and
evolution. Experimental Biology and Medicine, 2019, 244, 471-483. 1.1 2

18195 Use of genome-scale models to get new insights into the marine actinomycete genus Salinispora. BMC
Systems Biology, 2019, 13, 11. 3.0 3

18196 Skmer: assembly-free and alignment-free sample identification using genome skims. Genome Biology,
2019, 20, 34. 3.8 70

18197 Gene duplication and relaxation from selective constraints of GCYC genes correlated with various
floral symmetry patterns in Asiatic Gesneriaceae tribe Trichosporeae. PLoS ONE, 2019, 14, e0210054. 1.1 5

18198
Compression of Large Sets of Sequence Data Reveals Fine Diversification of Functional Profiles in
Multigene Families of Proteins: A Study for Peptidyl-Prolyl cis/trans Isomerases (PPIase). Biomolecules,
2019, 9, 59.

1.8 2

18199 Root-Associated Endophytic Bacterial Community Composition of Pennisetum sinese from Four
Representative Provinces in China. Microorganisms, 2019, 7, 47. 1.6 13



1009

Citation Report

# Article IF Citations

18200 Cyanobacterial phylogenetic analysis based on phylogenomics approaches render evolutionary
diversification and adaptation: an overview of representative orders. 3 Biotech, 2019, 9, 87. 1.1 5

18201 Numerous cultivated and uncultivated viruses encode ribosomal proteins. Nature Communications,
2019, 10, 752. 5.8 82

18202 MapB, the Brucella suis TamB homologue, is involved in cell envelope biogenesis, cell division and
virulence. Scientific Reports, 2019, 9, 2158. 1.6 14

18203 Conodipine-P1-3, the First Phospholipases A2 Characterized from Injected Cone Snail Venom*.
Molecular and Cellular Proteomics, 2019, 18, 876a-891. 2.5 7

18204 Extensive Losses of Photosynthesis Genes in the Plastome of a Mycoheterotrophic Orchid,<i>Cyrtosia
septentrionalis</i>(Vanilloideae: Orchidaceae). Genome Biology and Evolution, 2019, 11, 565-571. 1.1 30

18205 Relationship between contrasting morphotypes and the phylogeny of the marine gastropod genus
<i>Tegula</i> (Vetigastropoda: Tegulidae) in East Asia. Journal of Molluscan Studies, 2019, 85, 24-34. 0.4 10

18206 Identifying mutation positions in all segments of influenza genome enables better differentiation
between pandemic and seasonal strains. Gene, 2019, 697, 78-85. 1.0 8

18207 Unraveling new molecular players involved in the autoregulation of nodulation in <i>Medicago
truncatula</i>. Journal of Experimental Botany, 2019, 70, 1407-1417. 2.4 41

18208 Phylogenomic analysis of cytochrome P450 multigene family and their differential expression analysis
in Solanum lycopersicum L. suggested tissue specific promoters. BMC Genomics, 2019, 20, 116. 1.2 40

18209 A tale of two genes: divergent evolutionary fate of haptoglobin and hemopexin in hemoglobinless
antarctic icefishes. Journal of Experimental Biology, 2019, 222, . 0.8 8

18210
Unveiling the Kinomes of Leishmania infantum and L. braziliensis Empowers the Discovery of New
Kinase Targets and Antileishmanial Compounds. Computational and Structural Biotechnology
Journal, 2019, 17, 352-361.

1.9 16

18211 First report of fruit rot on cantaloupe caused by Fusarium equiseti in Thailand. Journal of General
Plant Pathology, 2019, 85, 295-300. 0.6 11

18212 Is Nymphaea lotus var. thermalis a Tertiary relict in Europe?. Aquatic Botany, 2019, 155, 1-4. 0.8 4

18213 Molecular phylogenetic relationships among populations of Sagittaria aginashi Makino (Alismataceae)
and endemic Chinese species. Journal of Asia-Pacific Biodiversity, 2019, 12, 106-114. 0.2 1

18214 Mitogenomic evidence of close relationships between New Zealandâ€™s extinct giant raptors and
small-sized Australian sister-taxa. Molecular Phylogenetics and Evolution, 2019, 134, 122-128. 1.2 17

18215 Carboxydotrophy potential of uncultivated Hydrothermarchaeota from the subseafloor crustal
biosphere. ISME Journal, 2019, 13, 1457-1468. 4.4 31

18216 A novel polyketide synthase gene cluster in the plant pathogenic fungus Pseudocercospora fijiensis.
PLoS ONE, 2019, 14, e0212229. 1.1 10

18217 Computational and mutational analysis of TatD DNase of Bacillus anthracis. Journal of Cellular
Biochemistry, 2019, 120, 11318-11330. 1.2 6



1010

Citation Report

# Article IF Citations

18218 Systematic analysis of the caridean shrimp superfamily Pandaloidea (Crustacea: Decapoda) based on
molecular and morphological evidence. Molecular Phylogenetics and Evolution, 2019, 134, 200-210. 1.2 16

18219 New lineages and old species: Lineage diversity and regional distribution of Moina (Crustacea:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Cladocera) in China. Molecular Phylogenetics and Evolution, 2019, 134, 87-98.1.2 19

18220 Phosphatidic acid governs natural egress in Toxoplasma gondii via a guanylate cyclase receptor
platform. Nature Microbiology, 2019, 4, 420-428. 5.9 94

18221 Combining morphological and molecular data resolves the phylogeny of Squilloidea (Crustacea :) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Malacostraca). Invertebrate Systematics, 2019, , .0.5 5

18222
A new species of Tithaeidae (Arachnida: Opiliones: Laniatores) from Mindanao reveals
contemporaneous colonisation of the Philippines by Sunda Shelf opiliofauna. Invertebrate
Systematics, 2019, , .

0.5 4

18223 Amino acid substitutions in the human homomeric Î²3 GABAA receptor that enable activation by GABA.
Journal of Biological Chemistry, 2019, 294, 2375-2385. 1.6 5

18224 Isolation by instability: Historical climate change shapes population structure and genomic
divergence of treefrogs in the Neotropical Cerrado savanna. Molecular Ecology, 2019, 28, 1748-1764. 2.0 38

18225 Altered Gut Microbiota in Chinese Children With Autism Spectrum Disorders. Frontiers in Cellular
and Infection Microbiology, 2019, 9, 40. 1.8 114

18226 Salinity-Growth Response and Ichthyotoxic Potency of the Chilean Pseudochattonella verruculosa.
Frontiers in Marine Science, 2019, 6, . 1.2 18

18227 The effect of interventions on the transmission and spread of HIV in South Africa: a phylodynamic
analysis. Scientific Reports, 2019, 9, 2640. 1.6 9

18228 Discovery of <i>Salmonella</i> trehalose phospholipids reveals functional convergence with
mycobacteria. Journal of Experimental Medicine, 2019, 216, 757-771. 4.2 20

18229
Genome sequence and characterization of the <i>bcs</i> clusters for the production of
nanocellulose from the low <scp>pH</scp> resistant strain <i>Komagataeibacter medellinensis
</i><scp>ID</scp>13488. Microbial Biotechnology, 2019, 12, 620-632.

2.0 21

18230 Genetic diversity of hepatitis D virus genotypeâ€•1 in Europe allows classification into subtypes. Journal
of Viral Hepatitis, 2019, 26, 900-910. 1.0 19

18231 Reproduction of contagious caprine pleuropneumonia reveals the ability of convalescent sera to
reduce hydrogen peroxide production in vitro. Veterinary Research, 2019, 50, 10. 1.1 24

18232 Reprogramming of the cambium regulators during adventitious root development upon wounding of
storage tap roots in radish (Raphanus sativus L.). Biology Open, 2019, 8, . 0.6 6

18233

&lt;p&gt;Comparative analysis of KPC-2-encoding chimera plasmids with multi-replicon
IncR:Inc&lt;sub&gt;pA1763-KPC&lt;/sub&gt;:IncN1 or
IncFII&lt;sub&gt;pHN7A8&lt;/sub&gt;:Inc&lt;sub&gt;pA1763-KPC&lt;/sub&gt;: IncN1&lt;/p&gt;. Infection and
Drug Resistance, 2019, Volume 12, 285-296.

1.1 30

18234 Altered Gene Regulatory Networks Are Associated With the Transition From C3 to Crassulacean Acid
Metabolism in Erycina (Oncidiinae: Orchidaceae). Frontiers in Plant Science, 2018, 9, 2000. 1.7 30

18235 Usutu Virus Isolated from Rodents in Senegal. Viruses, 2019, 11, 181. 1.5 37



1011

Citation Report

# Article IF Citations

18236 Tomato Chlorotic Spot Virus (TCSV) Putatively Incorporated a Genomic Segment of Groundnut
Ringspot Virus (GRSV) Upon a Reassortment Event. Viruses, 2019, 11, 187. 1.5 8

18237 Hitchhiking the high seas: Global genomics of rafting crabs. Ecology and Evolution, 2019, 9, 957-974. 0.8 11

18238 Metabarcoding freeâ€•living marine nematodes using curated 18S and CO1 reference sequence databases
for speciesâ€•level taxonomic assignments. Ecology and Evolution, 2019, 9, 1211-1226. 0.8 66

18239 Genetic diversity and origin of the rare, narrow endemic Asperula crassifolia (Rubiaceae). Plant
Systematics and Evolution, 2019, 305, 181-192. 0.3 2

18240 Antarctic blackfin icefish genome reveals adaptations to extreme environments. Nature Ecology and
Evolution, 2019, 3, 469-478. 3.4 115

18241 Complete biosynthesis of cannabinoids and their unnatural analogues in yeast. Nature, 2019, 567,
123-126. 13.7 473

18242 Evolutionary Analysis of the F-Box Gene Family in Saccharomycetaceae. DNA and Cell Biology, 2019, 38,
333-340. 0.9 1

18243
Ancestral remnants or peripheral segregates? Phylogenetic relationships of two narrowly
endemicEuphrasiaspecies (Orobanchaceae) from the eastern European Alps. AoB PLANTS, 2019, 11,
plz007.

1.2 2

18244 Glass in the water: Molecular phylogenetics and evolution of Indian glassy perchlets (Teleostei:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Ambassidae). Journal of Zoological Systematics and Evolutionary Research, 2019, 57, 623-631.0.6 8

18245 Western Bluetongue virusÂ serotype 3 in Sardinia, diagnosis and characterization. Transboundary and
Emerging Diseases, 2019, 66, 1426-1431. 1.3 25

18246 Genome-Wide Identification and Characterization of the ALOG Domain Genes in Rice. International
Journal of Genomics, 2019, 2019, 1-13. 0.8 12

18247 Genome-resolved metagenomics of eukaryotic populations during early colonization of premature
infants and in hospital rooms. Microbiome, 2019, 7, 26. 4.9 60

18248 Comparative limb bone scaling in turtles: Phylogenetic transitions with changes in functional
demands?. Journal of Morphology, 2019, 280, 593-603. 0.6 2

18249 Haplotype diversity in medically important red scorpion (Scorpiones: Buthidae: Hottentotta tamulus)
from India. Journal of Genetics, 2019, 98, 1. 0.4 3

18250 Recent advances in understanding the replication initiator protein of the ssDNA plant viruses of the
family Nanoviridae. VirusDisease, 2019, 30, 22-31. 1.0 10

18251 The Galleria mellonella Hologenome Supports Microbiota-Independent Metabolism of Long-Chain
Hydrocarbon Beeswax. Cell Reports, 2019, 26, 2451-2464.e5. 2.9 103

18252
Molecular identification and antiviral function of the guanylate-binding protein (GBP) genes in the
Chinese tree shrew (Tupaia belangeri chinesis). Developmental and Comparative Immunology, 2019, 96,
27-36.

1.0 16

18253 Updated distribution and first description of Scyllarus subarctus (Crustacea: Scyllaridae) decapodid
stage. Journal of the Marine Biological Association of the United Kingdom, 2019, 99, 1181-1188. 0.4 5



1012

Citation Report

# Article IF Citations

18254 Draft Genome Sequence of Chromatium okenii Isolated from the Stratified Alpine Lake Cadagno.
Scientific Reports, 2019, 9, 1936. 1.6 16

18255 Extensive Variations in Diurnal Growth Patterns and Metabolism Among <i>Ulva</i> spp. Strains. Plant
Physiology, 2019, 180, 109-123. 2.3 37

18256 Pseudomonas Diversity Within Urban Freshwaters. Frontiers in Microbiology, 2019, 10, 195. 1.5 16

18257 Genome Sequencing of Cladobotryum protrusum Provides Insights into the Evolution and Pathogenic
Mechanisms of the Cobweb Disease Pathogen on Cultivated Mushroom. Genes, 2019, 10, 124. 1.0 25

18258 Repeated evolution of a morphological novelty: a phylogenetic analysis of the inflated fruiting calyx
in the Physalideae tribe (Solanaceae). American Journal of Botany, 2019, 106, 270-279. 0.8 30

18259 Biochemical characterization of TyrA dehydrogenases from Saccharomyces cerevisiae (Ascomycota)
and Pleurotus ostreatus (Basidiomycota). Archives of Biochemistry and Biophysics, 2019, 665, 12-19. 1.4 3

18260 Loss of Hepatic Oscillatory Fed microRNAs Abrogates Refed Transition and Causes Liver Dysfunctions.
Cell Reports, 2019, 26, 2212-2226.e7. 2.9 26

18261 Isolation and characterization of a novel mycovirus infecting an edible mushroom, Grifola frondosa.
Mycoscience, 2019, 60, 211-220. 0.3 15

18262 The Old and the New: Discovery Proteomics Identifies Putative Novel Seminal Fluid Proteins in
Drosophila. Molecular and Cellular Proteomics, 2019, 18, S23-S33. 2.5 20

18263 Development and genomic elucidation of hybrid yeast with improved glucose-xylose co-fermentation
at high temperature. FEMS Yeast Research, 2019, 19, . 1.1 9

18264 Variation and inheritance of the <i>Xanthomonas</i><i>raxXâ€•raxSTAB</i> gene cluster required for
activation of XA21â€•mediated immunity. Molecular Plant Pathology, 2019, 20, 656-672. 2.0 17

18265 An Integrative Database of Î²-Lactamase Enzymes: Sequences, Structures, Functions, and Phylogenetic
Trees. Antimicrobial Agents and Chemotherapy, 2019, 63, . 1.4 8

18266 Teneurin C-Terminal Associated Peptide (TCAP)-1 and Latrophilin Interaction in HEK293 Cells: Evidence
for Modulation of Intercellular Adhesion. Frontiers in Endocrinology, 2019, 10, 22. 1.5 19

18267 Wnt Signaling Pathway Linked to Intestinal Regeneration via Evolutionary Patterns and Gene
Expression in the Sea Cucumber Apostichopus japonicus. Frontiers in Genetics, 2019, 10, 112. 1.1 27

18268 Concurrent Proteomic Fingerprinting and Molecular Analysis of Cyathostomins. Proteomics, 2019, 19,
1800290. 1.3 16

18269
Going north and south: The biogeographic history of two Malvaceae in the wake of Neogene Andean
uplift and connectivity between the Americas. Review of Palaeobotany and Palynology, 2019, 264,
90-109.

0.8 21

18270 Distinct methanotrophic communities exist in habitats with different soil water contents. Soil
Biology and Biochemistry, 2019, 132, 143-152. 4.2 65

18271
Analysis of mitochondrial and chloroplast genomes in two volvocine algae: <i>Eudorina elegans</i>
and <i>Eudorina cylindrica</i> (Volvocaceae, Chlorophyta). European Journal of Phycology, 2019, 54,
193-205.

0.9 12



1013

Citation Report

# Article IF Citations

18272 Inter- and Intra-Specific Transcriptional and Phenotypic Responses of <i>Pseudo-nitzschia</i> under
Different Nutrient Conditions. Genome Biology and Evolution, 2019, 11, 731-747. 1.1 6

18273 Viral infection detection using metagenomics technology in six poultry farms of eastern China. PLoS
ONE, 2019, 14, e0211553. 1.1 8

18274 Replicon-Based Typing of IncI-Complex Plasmids, and Comparative Genomics Analysis of IncIÎ³/K1 Plasmids.
Frontiers in Microbiology, 2019, 10, 48. 1.5 20

18275 Comparative Genome and Transcriptome Analysis Reveals Gene Selection Patterns Along with the
Paleo-Climate Change in the Populus Phylogeny. Forests, 2019, 10, 163. 0.9 1

18276 Production, Characterization, and Application of an Alginate Lyase, AMOR_PL7A, from Hot Vents in the
Arctic Mid-Ocean Ridge. Journal of Agricultural and Food Chemistry, 2019, 67, 2936-2945. 2.4 31

18277 Crystal structure and substrate interactions of an unusual fungal non-CBM carrying GH26
endo-Î²-mannanase from Yunnania penicillata. Scientific Reports, 2019, 9, 2266. 1.6 17

18278 Inter-strain expression of sequence-diverse HET domain genes severely inhibits growth
of<i>Aspergillus oryzae</i>. Bioscience, Biotechnology and Biochemistry, 2019, 83, 1557-1569. 0.6 8

18279 Auxosporulation in Chaetoceros acadianus sp. nov. (Bacillariophyceae), a new member of the Section
Compressa. European Journal of Phycology, 2019, 54, 206-221. 0.9 6

18280 Phylogenetic relationships of Gastrochilus (Orchidaceae) based on nuclear and plastid DNA data.
Botanical Journal of the Linnean Society, 2019, 189, 228-243. 0.8 12

18281 Isolation and Characterization of Human Gut Bacteria Capable of Extracellular Electron Transport by
Electrochemical Techniques. Frontiers in Microbiology, 2018, 9, 3267. 1.5 38

18282 GENETIC RELATEDNESS OF EPIZOOTIC HEMORRHAGIC DISEASE VIRUS SEROTYPE 2 FROM 2012 OUTBREAK IN
THE USA. Journal of Wildlife Diseases, 2019, 55, 363. 0.3 3

18283 Genetic evolutionary analysis of soybean mosaic virus populations from three geographic locations
in China based on the P1 and CP genes. Archives of Virology, 2019, 164, 1037-1048. 0.9 8

18284 Virome Diversity Correlates with Intestinal Microbiome Diversity in Adult Monozygotic Twins. Cell
Host and Microbe, 2019, 25, 261-272.e5. 5.1 159

18285 The <i>Cedrus</i>-associated truffle <i>Trappeindia himalayensis</i> is a morphologically unique and
phylogenetically divergent species of <i>Rhizopogon</i>. Mycologia, 2019, 111, 225-234. 0.8 3

18286 Complete mitochondrial genome of Stichaeus grigorjewi Herzenstein, 1890 (Zoarcales: Stichaeidae).
Mitochondrial DNA Part B: Resources, 2019, 4, 899-901. 0.2 4

18287 The intestinal environment as an evolutionary adaptation to mouthbrooding in the Astatotilapia
burtoni cichlid. FEMS Microbiology Ecology, 2019, 95, . 1.3 8

18288
Description of a new species of the Neotropical cichlid genus Gymnogeophagus Miranda Ribeiro, 1918
(Teleostei: Cichliformes) from the Middle ParanÃ¡ basin, Misiones, Argentina. PLoS ONE, 2019, 14,
e0210166.

1.1 3

18289 Comparative Genomics of Aeromonas hydrophila Secretion Systems and Mutational Analysis of hcp1
and vgrG1 Genes From T6SS. Frontiers in Microbiology, 2018, 9, 3216. 1.5 20



1014

Citation Report

# Article IF Citations

18290 Molecular Characterisation of Equine Herpesvirus 1 Isolates from Cases of Abortion, Respiratory and
Neurological Disease in Ireland between 1990 and 2017. Pathogens, 2019, 8, 7. 1.2 25

18291 A cell cycle-coordinated Polymerase II transcription compartment encompasses gene expression
before global genome activation. Nature Communications, 2019, 10, 691. 5.8 42

18292 Palaeogenomics of the Hydrocarbon Producing Microalga Botryococcus braunii. Scientific Reports,
2019, 9, 1776. 1.6 2

18293 Tail Wags the Dog? Functional Gene Classes Driving Genome-Wide GC Content in <i>Plasmodium</i>
spp.. Genome Biology and Evolution, 2019, 11, 497-507. 1.1 9

18294 Characterization of Differential Dynamics, Specificity, and Allostery of Lipoxygenase Family Members.
Journal of Chemical Information and Modeling, 2019, 59, 2496-2508. 2.5 34

18295 Kingdom-wide comparison reveals the evolution of diurnal gene expression in Archaeplastida. Nature
Communications, 2019, 10, 737. 5.8 52

18296 Whole-genome-based phylogeny of Bacillus cytotoxicus reveals different clades within the species
and provides clues on ecology and evolution. Scientific Reports, 2019, 9, 1984. 1.6 35

18297 Establishment, molecular and biological characterization of HCB-514: a novel human cervical cancer
cell line. Scientific Reports, 2019, 9, 1913. 1.6 14

18298 Diversity and origin of the genus Lobophora in the Mediterranean Sea including the description of
two new species. Phycologia, 2019, 58, 163-168. 0.6 14

18299 Survey on the <scp>CRISPR</scp> arrays in <i>Lactobacillus helveticus</i> genomes. Letters in Applied
Microbiology, 2019, 68, 394-402. 1.0 10

18300 Phototactic tails: Evolution and molecular basis of a novel sensory trait in sea snakes. Molecular
Ecology, 2019, 28, 2013-2028. 2.0 15

18301 Phylogeny of Three Palmwine Yeasts Genera. , 2019, , . 0

18302
Morphological Species of <i>Gloeandromyces</i> (<i>Ascomycota</i>, <i>Laboulbeniales</i>)
Evaluated Using Single-locus Species Delimitation Methods. Fungal Systematics and Evolution, 2019, 3,
19-34.

0.9 15

18303 Genetic diversity of three Aegla species (Decapoda, Anomura) revealed by AFLP and mtDNA markers.
Crustaceana, 2019, 92, 445-462. 0.1 2

18304 Aphelenchoides medicagus n. sp. (Tylenchina: Aphelenchoididae) found in Medicago sativa imported
into China from the USA. Nematology, 2019, 21, 709-723. 0.2 4

18305 New observations on Miculenchus AndrÃ¡ssy, 1959 (Nematoda: Tylenchidae) with descriptions of two
new and one known species from Iran. Nematology, 2019, 21, 937-956. 0.2 3

18306 Lobocriconema iranense (Van den Berg, Eskandari, Tiedt & Karegar, 2010) n. comb. and description of L.
nokandense n. sp. (Nematoda: Criconematidae) from Iran. Nematology, 2019, 21, 1043-1061. 0.2 8

18307
Population Genome Sequencing of the Scab Fungal Species<i>Venturia inaequalis</i>,<i>Venturia
pirina</i>,<i>Venturia aucupariae</i>and<i>Venturia asperata</i>. G3: Genes, Genomes, Genetics, 2019, 9,
2405-2414.

0.8 33



1015

Citation Report

# Article IF Citations

18308 The Genome Sequence of the Eastern Woodchuck (<i>Marmota monax</i>) â€“ A Preclinical Animal
Model for Chronic Hepatitis B. G3: Genes, Genomes, Genetics, 2019, 9, 3943-3952. 0.8 13

18309
Antifungal susceptibility pattern and identification of Candida species in women of child-bearing age
suffering from malaria, typhoid and diabetes in Nsukka, Nigeria. African Journal of Microbiology
Research, 2019, 13, 332-340.

0.4 0

18310 Genetic Diversity and Phylogenetic Relationships of Annual and Perennial<i>Glycine</i>Species. G3:
Genes, Genomes, Genetics, 2019, 9, 2325-2336. 0.8 7

18311 Whole Genome Sequence of the Commercially Relevant Mushroom Strain<i>Agaricus
bisporus</i>var.<i>bisporus</i>ARP23. G3: Genes, Genomes, Genetics, 2019, 9, 3057-3066. 0.8 13

18312 An Economical Approach to Distinguish Genetically Needles of Limber from Whitebark Pine. Forests,
2019, 10, 1060. 0.9 2

18313 New morphological observations on Neolobocriconema serratum (Khan & Siddiqi, 1963) Mehta & Raski,
1971 (Rhabditida:Â Criconematidae). Nematology, 2019, 21, 419-434. 0.2 5

18314
Morphological and molecular characterisation of Hoplolaimus smokyensis n. sp. (Nematoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 507 Td (Hoplolaimidae), a lance nematode from Great Smoky Mountains National Park, USA. Nematology, 2019,

21, 923-935.
0.2 7

18315 Morphological and molecular characterisation of Ektaphelenchoides tonekabonensis n. sp.
(Rhabditida: Ektaphelenchinae) from northern Iran. Nematology, 2019, 21, 1011-1022. 0.2 8

18316 Podabrocephalus Pic is the morphologically modified lineage of Ptilodactylinae (Coleoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Elateriformia: Ptilodactylidae). Insect Systematics and Evolution, 2019, 50, 147-161.0.2 8

18317 Production of Î³-aminobutyric acid (GABA) by lactic acid bacteria strains isolated from traditional,
starter-free dairy products made of raw milk. Beneficial Microbes, 2019, 10, 579-587. 1.0 31

18318
In silico prediction and segregation analysis of putative virus defense genes based on SSR markers in
sweet potato F1 progenies of cultivars New Kawogo and Resisto. African Journal of Biotechnology,
2019, 18, 334-346.

0.3 1

18319 Positive Selection and Functional Divergence at Meiosis Genes That Mediate Crossing Over Across the
Drosophila Phylogeny. G3: Genes, Genomes, Genetics, 2019, 9, 3201-3211. 0.8 5

18320
A Na+ leak channel cloned from Trichoplax adhaerens extends extracellular pH and Ca2+ sensing for
the DEG/ENaC family close to the base of Metazoa. Journal of Biological Chemistry, 2019, 294,
16320-16336.

1.6 23

18321 Tracking the Rules of Transmission and Introgression with Networks. , 2019, , 345-365. 0

18322 A New Species of Damselfish (Teleostei: Pomacentridae: Pomacentrus) from Nosy Faho, Madagascar.
Copeia, 2019, 107, 323. 1.4 1

18323 Effects of sea animal colonization on the coupling between dynamics and activity of soil
ammonia-oxidizing bacteria and archaea in maritime Antarctica. Biogeosciences, 2019, 16, 4113-4128. 1.3 13

18324 Allelic Variation in the Chloroplast Division Gene <i>FtsZ2-2</i> Leads to Natural Variation in
Chloroplast Size. Plant Physiology, 2019, 181, 1059-1074. 2.3 8

18325 Dimorphic Sessile Apterae of the Aphid Neothoracaphis glaucae (Hemiptera) on the Evergreen Oak
Quercus glauca. Psyche: Journal of Entomology, 2019, 2019, 1-15. 0.4 1



1016

Citation Report

# Article IF Citations

18326 Phylogeography of Begonia luzhaiensis suggests both natural and anthropogenic causes for the
marked population genetic structure. , 2019, 60, 20. 13

18327 Functional Multigenomic Screening of Human-Associated Bacteria for NF-ÎºB-Inducing Bioactive
Effectors. MBio, 2019, 10, . 1.8 8

18328 Diversity in Natural Transformation Frequencies and Regulation across <i>Vibrio</i> Species. MBio,
2019, 10, . 1.8 29

18329 Molecular Dating of the Emergence of Anaerobic Rumen Fungi and the Impact of Laterally Acquired
Genes. MSystems, 2019, 4, . 1.7 28

18330 Application of a sequence-based taxonomic classification method to uncultured and unclassified
marine single-stranded RNA viruses in the order Picornavirales. Virus Evolution, 2019, 5, vez056. 2.2 19

18331 Disease Resistance Genetics and Genomics in Octoploid Strawberry. G3: Genes, Genomes, Genetics, 2019,
9, 3315-3332. 0.8 26

18332 Comprehensive Analysis Reveals the Evolution and Pathogenicity of <i>Aeromonas</i> , Viewed from
Both Single Isolated Species and Microbial Communities. MSystems, 2019, 4, . 1.7 36

18333 Genome Constitution of the <i>Dryopteris atrata</i> Complex (Dryopteridaceae). Cytologia, 2019, 84,
135-141. 0.2 1

18334 Clarification of Two Poorly Known Vittarioid Ferns (Pteridaceae): <i>Haplopteris angustissima</i> and
<i>H. capillaris</i>. Systematic Botany, 2019, 44, 483-493. 0.2 4

18335
Mitogenomic phylogenetic analyses of <i>Leptogorgia virgulata</i> and <i>Leptogorgia hebes</i>
(Anthozoa: Octocorallia) from the Gulf of Mexico provides insight on Gorgoniidae divergence
between Pacific and Atlantic lineages. Ecology and Evolution, 2019, 9, 14114-14129.

0.8 3

18336 Whole Genome Shotgun Sequencing Detects Greater Lichen Fungal Diversity Than Amplicon-Based
Methods in Environmental Samples. Frontiers in Ecology and Evolution, 2019, 7, . 1.1 16

18337 Genome Survey of Chromatin-Modifying Enzymes in Threespine Stickleback: A Crucial Epigenetic
Toolkit for Adaptation?. Frontiers in Marine Science, 2019, 6, . 1.2 8

18338 5S Ribosomal DNA of Distantly Related Quercus Species: Molecular Organization and Taxonomic
Application. Cytology and Genetics, 2019, 53, 459-466. 0.2 16

18339 A Spectacular New Species of <i>Habenaria</i> (Orchidaceae) From Southern Brazilian Amazon.
Systematic Botany, 2019, 44, 775-782. 0.2 4

18340 Greenlip Abalone (<i>Haliotis laevigata</i>) Genome and Protein Analysis Provides Insights into
Maturation and Spawning. G3: Genes, Genomes, Genetics, 2019, 9, 3067-3078. 0.8 14

18341 TBEV Analyzer: a Platform for Evolutionary Analysis of Tick-borne Encephalitis Virus. , 2019, , . 4

18342 Re-evaluation of the evolution of influenza H1 viruses using direct PCA. Scientific Reports, 2019, 9,
19287. 1.6 10

18343
Reclassification of <i>Bacillus aryabhattai</i> Shivaji <i>etÂ al</i>. 2009 as a later heterotypic synonym
of <i>Bacillus megaterium</i> de Bary 1884 (Approved Lists 1980). FEMS Microbiology Letters, 2019, 366,
.

0.7 11



1017

Citation Report

# Article IF Citations

18344 Diversity of Phytophthora Species Associated with Quercus ilex L. in Three Spanish Regions Evaluated
by NGS. Forests, 2019, 10, 979. 0.9 18

18345 Metagenomic Nanopore Sequencing of Influenza Virus Direct from Clinical Respiratory Samples.
Journal of Clinical Microbiology, 2019, 58, . 1.8 121

18346 Genome Sequence of an Unknown Subtype of Hepatitis C Virus Genotype 6: Another Piece for the
Taxonomic Puzzle. Microbiology Resource Announcements, 2019, 8, . 0.3 3

18347 Lanthanide-Dependent Methylotrophs of the Family <i>Beijerinckiaceae</i> : Physiological and Genomic
Insights. Applied and Environmental Microbiology, 2019, 86, . 1.4 19

18348 A hybrid genetic algorithm with chemical reaction optimization for multiple sequence alignment. ,
2019, , . 3

18349 Coding-Complete Sequences of Barley Virus G Isolates from Australia, Obtained from a 34-Year-Old and
a 1-Year-Old Sample. Microbiology Resource Announcements, 2019, 8, . 0.3 3

18350 Molecular evolution and expression of opsin genes in Hydra vulgaris. BMC Genomics, 2019, 20, 992. 1.2 18

18351 Non-human MHC genotyping methods using next generation sequencing. Major Histocompatibility
Complex, 2019, 26, 115-123. 0.2 0

18352 Sporadic and endemic Burkitt lymphoma have frequent FOXO1 mutations but distinct hotspots in the
AKT recognition motif. Blood Advances, 2019, 3, 2118-2127. 2.5 23

18353 Crosslinking activity of non-muscle myosin II is not sufficient for embryonic cytokinesis in <i>C.
elegans</i>. Development (Cambridge), 2019, 146, . 1.2 34

18354 The complete chloroplast genome of a <i>Cymbidium Tortisepalum</i> (Orchidaceae) male mutant.
Mitochondrial DNA Part B: Resources, 2019, 4, 4087-4088. 0.2 2

18355 The complete mitochondrial genome of <i>Tanacetipathes thamnea</i> Warner, 1981 (Antipatharia:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Myriopathidae). Mitochondrial DNA Part B: Resources, 2019, 4, 4109-4110.0.2 5

18356 The complete mitochondrial genome sequences of five Otophysi species (Vertebrata, Teleostei).
Mitochondrial DNA Part B: Resources, 2019, 4, 4198-4199. 0.2 1

18357 Morphological and molecular analyses of South American <i>Microliabum</i> (Compositae, Liabeae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Paranepheliinae) and reinstatement of <i>Austroliabum</i>. Taxon, 2019, 68, 1219-1257.0.4 1

18358 Phylogenetics of Dendrochilum (Orchidaceae): Evidence of pronounced morphological homoplasy
and predominantly centric endemism. Taxon, 2019, 68, 1173-1188. 0.4 5

18359 Viscosine: A new microbial flavonoid from marine-derived,<i>Streptomyces</i>sp. RMS518F. Vietnam
Journal of Chemistry, 2019, 57, 288-295. 0.7 7

18360 Principal Component Analysis applied directly to Sequence Matrix. Scientific Reports, 2019, 9, 19297. 1.6 38

18361 A Long-Short Term Memory Network for Detecting CRISPR Arrays. , 2019, , . 0



1018

Citation Report

# Article IF Citations

18362 DNA barcoding confirms the first record of a Desmodema polystictum (Ogilby, 1898) egg and all-time
high adult catches in the Indian Ocean. Marine Biodiversity Records, 2019, 12, . 1.2 5

18363 Recent Advances in Flavin-Dependent Halogenase Biocatalysis: Sourcing, Engineering, and Application.
Catalysts, 2019, 9, 1030. 1.6 29

18364 Whole-Genome Sequencing of Mycobacterium tilburgii Strain MEPHI. Microbiology Resource
Announcements, 2019, 8, . 0.3 1

18365 Cause and Effectors: Whole-Genome Comparisons Reveal Shared but Rapidly Evolving Effector Sets
among Host-Specific Plant-Castrating Fungi. MBio, 2019, 10, . 1.8 27

18366 Genome Sequencing of <i>Pleurozium schreberi</i>: The Assembled and Annotated Draft Genome of a
Pleurocarpous Feather Moss. G3: Genes, Genomes, Genetics, 2019, 9, 2791-2797. 0.8 35

18367 Genome of<i>Spea multiplicata</i>, a Rapidly Developing, Phenotypically Plastic, and Desert-Adapted
Spadefoot Toad. G3: Genes, Genomes, Genetics, 2019, 9, 3909-3919. 0.8 23

18368 Uncovering the Diversity and Activity of Methylotrophic Methanogens in Freshwater Wetland Soils.
MSystems, 2019, 4, . 1.7 32

18369 Identification of a Polyketide Synthase Gene Responsible for Ascochitine Biosynthesis in Ascochyta
fabae and Its Abrogation in Sister Taxa. MSphere, 2019, 4, . 1.3 6

18370 Diverse, Abundant, and Novel Viruses Infecting the Marine <i>Roseobacter</i> RCA Lineage. MSystems,
2019, 4, . 1.7 27

18371 Comparative Genomics Reveals a Well-Conserved Intrinsic Resistome in the Emerging
Multidrug-Resistant Pathogen Cupriavidus gilardii. MSphere, 2019, 4, . 1.3 9

18372 The genome of Chenopodium pallidicaule : An emerging Andean super grain. Applications in Plant
Sciences, 2019, 7, e11300. 0.8 19

18373 GEMMA CUP-ASSOCIATED MYB1, an Ortholog of Axillary Meristem Regulators, Is Essential in Vegetative
Reproduction in MarchantiaÂ polymorpha. Current Biology, 2019, 29, 3987-3995.e5. 1.8 35

18374 The genome of a subterrestrial nematode reveals adaptations to heat. Nature Communications, 2019,
10, 5268. 5.8 22

18375 Detection and diversity of maize yellow mosaic virus infecting maize in Nigeria. VirusDisease, 2019, 30,
538-544. 1.0 6

18376 Soil organic matter rather than ectomycorrhizal diversity is related to urban tree health. PLoS ONE,
2019, 14, e0225714. 1.1 8

18377 Pseudomonas sp. COW3 Produces New Bananamide-Type Cyclic Lipopeptides with Antimicrobial Activity
against Pythium myriotylum and Pyricularia oryzae. Molecules, 2019, 24, 4170. 1.7 27

18378 BmBlimp-1 gene encoding a C2H2 zinc finger protein is required for wing development in the silkworm
Bombyx mori. International Journal of Biological Sciences, 2019, 15, 2664-2675. 2.6 7

18379 In silico Design of an Epitope-Based Vaccine Ensemble for Chagas Disease. Frontiers in Immunology,
2019, 10, 2698. 2.2 39



1019

Citation Report

# Article IF Citations

18380 Type 1, 2, and 1/2-Hybrid IncC Plasmids From China. Frontiers in Microbiology, 2019, 10, 2508. 1.5 15

18381 Low Temperature (15 Â°C) Reduces Bacterial Diversity and Prolongs the Preservation Time of Volvariella
volvacea. Microorganisms, 2019, 7, 475. 1.6 7

18382 Fungal Adaptation to the Advanced Stages of Wood Decomposition: Insights from the Steccherinum
ochraceum. Microorganisms, 2019, 7, 527. 1.6 13

18383 Highly Predictive Genetic Markers Distinguish Drug-Type from Fiber-Type Cannabis sativa L. Plants, 2019,
8, 496. 1.6 30

18384 Single-Stranded DNA Viruses in Antarctic Cryoconite Holes. Viruses, 2019, 11, 1022. 1.5 31

18385 Identification of a Type-Specific Promoter Element That Differentiates between Influenza A and B
Viruses. Journal of Virology, 2019, 93, . 1.5 3

18386 Genome-wide identification, phylogenetic and expression analysis of the maize HECT E3 ubiquitin ligase
genes. Genetica, 2019, 147, 391-400. 0.5 10

18387 Analyses of orthotospovirus populations and dispersion under different environmental conditions in
Brazil and in the Dominican Republic. Tropical Plant Pathology, 2019, 44, 511-518. 0.8 3

18388 Avian-to-Human Receptor-Binding Adaptation of Avian H7N9 Influenza Virus Hemagglutinin. Cell
Reports, 2019, 29, 2217-2228.e5. 2.9 27

18389 Mitochondrial somatic mutations and the lack of viral genomic variation in recurrent respiratory
papillomatosis. Scientific Reports, 2019, 9, 16625. 1.6 4

18390 Diversity of carotenogenic microalgae in the White Sea polar region. FEMS Microbiology Ecology,
2020, 96, . 1.3 15

18391 The peptidases involved in plant mitochondrial protein import. Journal of Experimental Botany, 2019,
70, 6005-6018. 2.4 23

18392
High-throughput genotyping of a full voltage-gated sodium channel gene via genomic DNA using
target capture sequencing and analytical pipeline MoNaS to discover novel insecticide resistance
mutations. PLoS Neglected Tropical Diseases, 2019, 13, e0007818.

1.3 18

18393 Beneficial Plant Microorganisms Affect the Endophytic Bacterial Communities of Durum Wheat Roots
as Detected by Different Molecular Approaches. Frontiers in Microbiology, 2019, 10, 2500. 1.5 20

18394
An Optimized Screen Reduces the Number of GA Transporters and Provides Insights Into Nitrate
Transporter 1/Peptide Transporter Family Substrate Determinants. Frontiers in Plant Science, 2019, 10,
1106.

1.7 17

18395 Gain and loss events in the evolution of the apolipoprotein family in vertebrata. BMC Evolutionary
Biology, 2019, 19, 209. 3.2 22

18396 Genome-Wide Identification and Characterization of FBA Gene Family in Polyploid Crop Brassica napus.
International Journal of Molecular Sciences, 2019, 20, 5749. 1.8 14

18397 Viruses in the Invasive Hornet Vespa velutina. Viruses, 2019, 11, 1041. 1.5 39



1020

Citation Report

# Article IF Citations

18398 Genome-wide analysis of Cushion willow provides insights into alpine plant divergence in a
biodiversity hotspot. Nature Communications, 2019, 10, 5230. 5.8 75

18399 Human mitochondrial DNA lineages in Iron-Age Fennoscandia suggest incipient admixture and eastern
introduction of farming-related maternal ancestry. Scientific Reports, 2019, 9, 16883. 1.6 14

18400 Resolution of deep divergence of club fungi (phylum Basidiomycota). Synthetic and Systems
Biotechnology, 2019, 4, 225-231. 1.8 6

18401 The persimmon (Diospyros oleifera Cheng) genome provides new insights into the inheritance of
astringency and ancestral evolution. Horticulture Research, 2019, 6, 138. 2.9 39

18402 Investigation of potential pathogenicity of Willaertia magna by investigating the transfer of bacteria
pathogenicity genes into its genome. Scientific Reports, 2019, 9, 18318. 1.6 12

18403 Phylogeographic patterns of intertidal arthropods (Acari, Oribatida) from southern Japanese islands
reflect paleoclimatic events. Scientific Reports, 2019, 9, 19042. 1.6 11

18404 Dynamics and stabilization of the rumen microbiome in yearling Tibetan sheep. Scientific Reports, 2019,
9, 19620. 1.6 35

18405 Identification of a Potential IAA-Producing Fungus Isolated From Alpinia Sp. Rhizome in Hutan Sibayak,
North Sumatera. Journal of Physics: Conference Series, 2019, 1351, 012024. 0.3 0

18406 Widespread morphological parallelism in Korthalsella (Santalaceae, tribe Visceae): A molecular
phylogenetic perspective. Taxon, 2019, 68, 1204-1218. 0.4 1

18407 DNA barcoding of Haplophyllum gilesii (Hemsel.) C. C. Townsend from the Gilgit-Baltistan Province of
Pakistan. Revista Brasileira De Botanica, 2019, 42, 651-659. 0.5 0

18408 A Conserved Mechanism of APOBEC3 Relocalization by Herpesviral Ribonucleotide Reductase Large
Subunits. Journal of Virology, 2019, 93, . 1.5 31

18409 Novel findings to the biosynthetic pathway of magnoflorine and taspine through transcriptomic and
metabolomic analysis of Croton draco (Euphorbiaceae). BMC Plant Biology, 2019, 19, 560. 1.6 7

18410 Fungal and bacterial diversity of Svalbard subglacial ice. Scientific Reports, 2019, 9, 20230. 1.6 52

18411 Phosphatidylinositol Monophosphates Regulate Optimal Vav1 Signaling Output. Cells, 2019, 8, 1649. 1.8 8

18412 Composite genome sequence of Bacillus clausii, a probiotic commercially available as EnterogerminaÂ®,
and insights into its probiotic properties. BMC Microbiology, 2019, 19, 307. 1.3 41

18413 AliClu - Temporal sequence alignment for clustering longitudinal clinical data. BMC Medical
Informatics and Decision Making, 2019, 19, 289. 1.5 4

18414 New Comparative Cytogenetic Data on Three Genera of Armored Catfishes of Ancistrini (Loricariidae:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Hypostominae). Cytogenetic and Genome Research, 2019, 159, 208-214.0.6 0

18415 Improved utilization of soybean meal through fermentation with commensal Shewanella sp. MR-7 in
turbot (Scophthalmus maximus L.). Microbial Cell Factories, 2019, 18, 214. 1.9 33



1021

Citation Report

# Article IF Citations

18416 More Than One HMG-CoA Lyase: The Classical Mitochondrial Enzyme Plus the Peroxisomal and the
Cytosolic Ones. International Journal of Molecular Sciences, 2019, 20, 6124. 1.8 14

18417 Viral Diversity of Microbats within the South West Botanical Province of Western Australia. Viruses,
2019, 11, 1157. 1.5 23

18418 The complete chloroplast genome of a gynodioecious deciduous orchid Satyrium ciliatum
(Orchidaceae) female. Mitochondrial DNA Part B: Resources, 2019, 4, 3876-3877. 0.2 1

18419 UPObase: an online database of unspecific peroxygenases. Database: the Journal of Biological
Databases and Curation, 2019, 2019, . 1.4 5

18420 Pseudo-chromosomeâ€“length genome assembly of a double haploid â€œBartlettâ€• pear (Pyrus communis L.).
GigaScience, 2019, 8, . 3.3 76

18421 LMAP_S: Lightweight Multigene Alignment and Phylogeny eStimation. BMC Bioinformatics, 2019, 20, 739. 1.2 1

18422 m6A in mRNA coding regions promotes translation via the RNA helicase-containing YTHDC2. Nature
Communications, 2019, 10, 5332. 5.8 268

18423 The complex evolutionary history of sulfoxide synthase in ovothiol biosynthesis. Proceedings of the
Royal Society B: Biological Sciences, 2019, 286, 20191812. 1.2 19

18424 Early antiretroviral therapy in neonates with HIV-1 infection restricts viral reservoir size and induces
a distinct innate immune profile. Science Translational Medicine, 2019, 11, . 5.8 74

18425 ProbPFP: a multiple sequence alignment algorithm combining hidden Markov model optimized by
particle swarm optimization with partition function. BMC Bioinformatics, 2019, 20, 573. 1.2 13

18426 Phenotypes Associated with Pathogenicity: Their Expression in Arctic Fungal Isolates.
Microorganisms, 2019, 7, 600. 1.6 7

18427 The mitochondrial genomes of palaeopteran insects and insights into the early insect relationships.
Scientific Reports, 2019, 9, 17765. 1.6 21

18428 Evidence for densovirus integrations into tapeworm genomes. Parasites and Vectors, 2019, 12, 560. 1.0 5

18429 Genome analyses of a placozoan rickettsial endosymbiont show a combination of mutualistic and
parasitic traits. Scientific Reports, 2019, 9, 17561. 1.6 11

18430 Metagenomics of Atacama Lithobiontic Extremophile Life Unveils Highlights on Fungal Communities,
Biogeochemical Cycles and Carbohydrate-Active Enzymes. Microorganisms, 2019, 7, 619. 1.6 28

18431 Minimal evidence of interspecific hybridisation between the Yellow-billed Duck and introduced
Mallard in central and northwestern South Africa. Ostrich, 2019, 90, 285-301. 0.4 2

18432 Structural Insight Into Chitin Degradation and Thermostability of a Novel Endochitinase From the
Glycoside Hydrolase Family 18. Frontiers in Microbiology, 2019, 10, 2457. 1.5 27

18433 Two Homologous Enzymes of the GalU Family in Rhodococcus opacus 1CPâ€”RoGalU1 and RoGalU2.
International Journal of Molecular Sciences, 2019, 20, 5809. 1.8 5



1022

Citation Report

# Article IF Citations

18434 Characterization of antibiotic resistance genes in the species of the rumen microbiota. Nature
Communications, 2019, 10, 5252. 5.8 68

18435 Contribution of rare coding mutations in CD36 to type 2 diabetes and cardio-metabolic complications.
Scientific Reports, 2019, 9, 17123. 1.6 8

18436 Comparison of different annotation tools for characterization of the complete chloroplast genome
of Corylus avellana cv Tombul. BMC Genomics, 2019, 20, 874. 1.2 13

18437 The genetic basis of adaptive evolution in parasitic environment from the Angiostrongylus
cantonensis genome. PLoS Neglected Tropical Diseases, 2019, 13, e0007846. 1.3 9

18438 PBS3 and EPS1 Complete Salicylic Acid Biosynthesis from Isochorismate in Arabidopsis. Molecular
Plant, 2019, 12, 1577-1586. 3.9 175

18439 Virus-borne mini-CRISPR arrays are involved in interviral conflicts. Nature Communications, 2019, 10,
5204. 5.8 50

18440 Assembly of the 373k gene space of the polyploid sugarcane genome reveals reservoirs of functional
diversity in the world's leading biomass crop. GigaScience, 2019, 8, . 3.3 106

18441 Identification and Expression Analysis of the NAC Gene Family in Coffea canephora. Agronomy, 2019, 9,
670. 1.3 19

18442 Natriuretic peptides appeared after their receptors in vertebrates. BMC Evolutionary Biology, 2019, 19,
215. 3.2 8

18443 Development of a multi-locus sequence typing system helps reveal the evolution of Cardinium hertigii,
a reproductive manipulator symbiont of insects. BMC Microbiology, 2019, 19, 266. 1.3 12

18444 Expansion of Imaginal Disc Growth Factor Gene Family in Diptera Reflects the Evolution of Novel
Functions. Insects, 2019, 10, 365. 1.0 8

18445 Analysis of the Indole Diterpene Gene Cluster for Biosynthesis of the Epoxy-Janthitrems in EpichloÃ«
Endophytes. Microorganisms, 2019, 7, 560. 1.6 22

18446 A family of Type VI secretion system effector proteins that form ion-selective pores. Nature
Communications, 2019, 10, 5484. 5.8 57

18447 The potential for polyphosphate metabolism in Archaea and anaerobic polyphosphate formation in
Methanosarcina mazei. Scientific Reports, 2019, 9, 17101. 1.6 21

18448 Polymorphism analyses and protein modelling inform on functional specialization of PiwiÂ clade genes
in the arboviral vector Aedes albopictus. PLoS Neglected Tropical Diseases, 2019, 13, e0007919. 1.3 16

18449 Examination of the Glycine Betaine-Dependent Methylotrophic Methanogenesis Pathway: Insights Into
Anaerobic Quaternary Amine Methylotrophy. Frontiers in Microbiology, 2019, 10, 2572. 1.5 14

18450 Dactylonectria and Ilyonectria Species Causing Black Foot Disease of Andean Blackberry (Rubus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Glaucus Benth) in Ecuador. Diversity, 2019, 11, 218.0.7 13

18451 Notes, outline and divergence times of Basidiomycota. Fungal Diversity, 2019, 99, 105-367. 4.7 256



1023

Citation Report

# Article IF Citations

18452 A report of dieback and mortality of elm trees suspected of Dutch elm disease in Hokkaido, Japan.
Journal of Forest Research, 2019, 24, 396-400. 0.7 8

18453 Hostâ€“Symbiont Interactions in Deep-Sea Chemosymbiotic Vesicomyid Clams: Insights From
Transcriptome Sequencing. Frontiers in Marine Science, 2019, 6, . 1.2 17

18454 PacBio Long-Read Sequencing Reveals the Transcriptomic Complexity and Aux/IAA Gene Evolution in
Gnetum (Gnetales). Forests, 2019, 10, 1043. 0.9 6

18455 Identification of a Novel AdÃ©lie Penguin Circovirus at Cape Crozier (Ross Island, Antarctica). Viruses,
2019, 11, 1088. 1.5 18

18456 Superior cellulolytic activity of Trichoderma guizhouense on raw wheat straw. World Journal of
Microbiology and Biotechnology, 2019, 35, 194. 1.7 14

18457 Elucidating the etiology of onion bacterial scale rot in the semi-arid region of Northeastern Brazil.
Tropical Plant Pathology, 2019, 44, 494-502. 0.8 4

18458 Trochodendron aralioides, the first chromosome-level draft genome in Trochodendrales and a
valuable resource for basal eudicot research. GigaScience, 2019, 8, . 3.3 20

18459
Impact of a single round of mass drug administration with azithromycin on active trachoma and
ocular Chlamydia trachomatis prevalence and circulating strains in The Gambia and Senegal. Parasites
and Vectors, 2019, 12, 497.

1.0 10

18460 Metarhizium robertsii ammonium permeases (MepC and Mep2) contribute to rhizoplaneÂ colonization
and modulates the transfer of insect derived nitrogen to plants. PLoS ONE, 2019, 14, e0223718. 1.1 7

18461 First Report of Coexistence of Three Different MDR Plasmids, and That of Occurrence of IMP-Encoding
Plasmid in Leclercia adecarboxylata. Frontiers in Microbiology, 2019, 10, 2468. 1.5 4

18462 Whole Genome Re-sequencing Reveals Natural Variation and Adaptive Evolution of Phytophthora
sojae. Frontiers in Microbiology, 2019, 10, 2792. 1.5 39

18463 Identification, Evolution, and Expression Profiling of Histone Lysine Methylation Moderators in
Brassica rapa. Plants, 2019, 8, 526. 1.6 8

18464 The Sequence and a Three-Dimensional Structural Analysis Reveal Substrate Specificity among Snake
Venom Phosphodiesterases. Toxins, 2019, 11, 625. 1.5 15

18465 Highly thermostable carboxylic acid reductases generated by ancestral sequence reconstruction.
Communications Biology, 2019, 2, 429. 2.0 34

18466 Genomic insights from the first chromosome-scale assemblies of oat (Avena spp.) diploid species. BMC
Biology, 2019, 17, 92. 1.7 58

18467 Incomer, a DD36E family of Tc1/mariner transposons newly discovered in animals. Mobile DNA, 2019, 10,
45. 1.3 22

18468
Multi-drug resistance traits of methicillin-resistant Staphylococcus aureus and other
Staphylococcal species from clinical and environmental sources. Journal of Water and Health, 2019,
17, 930-943.

1.1 15

18469 Evidence that cyanobacterial Sll1217 functions analogously to PGRL1 in enhancing PGR5-dependent
cyclic electron flow. Nature Communications, 2019, 10, 5299. 5.8 33



1024

Citation Report

# Article IF Citations

18470 Gut uropathogen abundance is a risk factor for development of bacteriuria and urinary tract
infection. Nature Communications, 2019, 10, 5521. 5.8 123

18471 The dynamic proteome of influenza A virus infection identifies M segment splicing as a host range
determinant. Nature Communications, 2019, 10, 5518. 5.8 34

18472 Phylogenetic surveillance of travel-related Zika virus infections through whole-genome sequencing
methods. Scientific Reports, 2019, 9, 16433. 1.6 4

18473 Genomic and phenotypic insights point to diverse ecological strategies by facultative anaerobes
obtained from subsurface coal seams. Scientific Reports, 2019, 9, 16186. 1.6 19

18474 The Î²-oxidation pathway is downregulated during diapause termination in Calanus copepods. Scientific
Reports, 2019, 9, 16686. 1.6 13

18475 Serratia liquefaciens FG3 isolated from a metallophyte plant sheds light on the evolution and
mechanisms of adaptive traits in extreme environments. Scientific Reports, 2019, 9, 18006. 1.6 10

18476 Evolutionary Diversity of Prophage DNA in Klebsiella pneumoniae Chromosomes. Frontiers in
Microbiology, 2019, 10, 2840. 1.5 8

18477
Advancing HIV Vaccine Research With Low-Cost High-Performance Computing Infrastructure: An
Alternative Approach for Resource-Limited Settings. Bioinformatics and Biology Insights, 2019, 13,
117793221988234.

1.0 0

18478 Cloning, characterization of TaGS3 and identification of allelic variation associated with kernel
traits in wheat (Triticum aestivum L.). BMC Genetics, 2019, 20, 98. 2.7 35

18479 RNA-seq, de novo transcriptome assembly and flavonoid gene analysis in 13 wild and cultivated berry
fruit species with high content of phenolics. BMC Genomics, 2019, 20, 995. 1.2 27

18480 Rule-based meta-analysis reveals the major role of PB2 in influencing influenza A virus virulence in
mice. BMC Genomics, 2019, 20, 973. 1.2 6

18481 Archaic mitochondrial DNA inserts in modern day nuclear genomes. BMC Genomics, 2019, 20, 1017. 1.2 8

18482 Detection and characterization of bacterial endosymbionts in Southeast Asian tephritid fruit fly
populations. BMC Microbiology, 2019, 19, 290. 1.3 14

18483 Diversity, evolution, and classification of virophages uncovered through global metagenomics.
Microbiome, 2019, 7, 157. 4.9 53

18484 Hybridization promotes asexual reproduction in Caenorhabditis nematodes. PLoS Genetics, 2019, 15,
e1008520. 1.5 10

18485 Coarse-grain simulations on NMR conformational ensembles highlight functional residues in
proteins. Journal of the Royal Society Interface, 2019, 16, 20190075. 1.5 0

18486 Molecular identification of Ehrlichia, Anaplasma, Babesia and Theileria in African elephants and their
ticks. PLoS ONE, 2019, 14, e0226083. 1.1 5

18487 Endo-Î²-1,3-glucanase (GH16 Family) from Trichoderma harzianum Participates in Cell Wall Biogenesis but
Is Not Essential for Antagonism Against Plant Pathogens. Biomolecules, 2019, 9, 781. 1.8 23



1025

Citation Report

# Article IF Citations

18488 Genetic and Functional Diversity of Nitrilases in Agaricomycotina. International Journal of Molecular
Sciences, 2019, 20, 5990. 1.8 13

18489
Structural insights into diverse modes of ICAM-1 binding by <i>Plasmodium falciparum</i> -infected
erythrocytes. Proceedings of the National Academy of Sciences of the United States of America, 2019,
116, 20124-20134.

3.3 24

18490 SGID: a comprehensive and interactive database of the silkworm. Database: the Journal of Biological
Databases and Curation, 2019, 2019, . 1.4 12

18491 Phylogenetic position of two species of the Liolaemus elongatus-kriegi Complex and a new northern
limit for L. buergeri (Squamata: Liolaemidae). Phyllomedusa, 2019, 18, 115-121. 0.2 1

18492 SimSpliceEvol: alternative splicing-aware simulation of biological sequence evolution. BMC
Bioinformatics, 2019, 20, 640. 1.2 3

18493 Diel changes and diversity of pufM expression in freshwater communities of anoxygenic phototrophic
bacteria. Scientific Reports, 2019, 9, 18766. 1.6 19

18494 Comparative genomics study reveals Red Sea Bacillus with characteristics associated with potential
microbial cell factories (MCFs). Scientific Reports, 2019, 9, 19254. 1.6 6

18495 Mitochondrial genome characterization of the family Trigonidiidae (Orthoptera) reveals novel
structural features and nad1 transcript ends. Scientific Reports, 2019, 9, 19092. 1.6 5

18496 AcetoBase: a functional gene repository and database for formyltetrahydrofolate synthetase
sequences. Database: the Journal of Biological Databases and Curation, 2019, 2019, . 1.4 29

18497 Colletotrichum species associated with mango in southern China. Scientific Reports, 2019, 9, 18891. 1.6 47

18498 <i>Phytophthora</i> <i>abietivora</i>, A New Species Isolated from Diseased Christmas Trees in
Connecticut, U.S.A.. Plant Disease, 2019, 103, 3057-3064. 0.7 11

18499 Microbial diversity within the digestive tract contents of Dezhou donkeys. PLoS ONE, 2019, 14,
e0226186. 1.1 26

18500 Bacillus pumilus B12 Degrades Polylactic Acid and Degradation Is Affected by Changing Nutrient
Conditions. Frontiers in Microbiology, 2019, 10, 2548. 1.5 36

18501 Gut Microbiota in Children With Cystic Fibrosis: A Taxonomic and Functional Dysbiosis. Scientific
Reports, 2019, 9, 18593. 1.6 84

18502 Impact of Tilapia hepcidin 2-3 dietary supplementation on the gut microbiota profile and
immunomodulation in the grouper (Epinephelus lanceolatus). Scientific Reports, 2019, 9, 19047. 1.6 23

18503 Diversity and bioactivities of fungal endophytes from Distylium chinense, a rare waterlogging
tolerant plant endemic to the Three Gorges Reservoir. BMC Microbiology, 2019, 19, 278. 1.3 21

18504 Predicting and designing therapeutics against the Nipah virus. PLoS Neglected Tropical Diseases, 2019,
13, e0007419. 1.3 24

18505 Microbiota composition of the dorsal patch of reproductive male Leptonycteris yerbabuenae. PLoS
ONE, 2019, 14, e0226239. 1.1 13



1026

Citation Report

# Article IF Citations

18506 PhySpeTree: an automated pipeline for reconstructing phylogenetic species trees. BMC Evolutionary
Biology, 2019, 19, 219. 3.2 3

18507 Genetic Diversity and Spatial Segregation of Francisella tularensis Subspecies holarctica in Germany.
Frontiers in Cellular and Infection Microbiology, 2019, 9, 376. 1.8 18

18508 Cis-Acting Relaxases Guarantee Independent Mobilization of MOBQ4 Plasmids. Frontiers in
Microbiology, 2019, 10, 2557. 1.5 16

18509
Presence of Roe Deer Affects the Occurrence of Anaplasma phagocytophilum Ecotypes in Questing
Ixodes ricinus in Different Habitat Types of Central Europe. International Journal of Environmental
Research and Public Health, 2019, 16, 4725.

1.2 14

18510 The leafcutter bee, Megachile rotundata, is more sensitive to N-cyanoamidine neonicotinoid and
butenolide insecticides than other managed bees. Nature Ecology and Evolution, 2019, 3, 1521-1524. 3.4 49

18511 One thousand plant transcriptomes and theÂ phylogenomics of green plants. Nature, 2019, 574, 679-685. 13.7 1,162

18512 Human origins in a southern African palaeo-wetland and first migrations. Nature, 2019, 575, 185-189. 13.7 79

18513 Higher-order epistasis shapes the fitness landscape of a xenobiotic-degrading enzyme. Nature Chemical
Biology, 2019, 15, 1120-1128. 3.9 71

18514 Case Report of a 63-Year-Old Patient With Alzheimer Disease and a Novel Presenilin 2 Mutation.
Alzheimer Disease and Associated Disorders, 2019, 33, 166-169. 0.6 2

18515 Spectrum of GABAA receptor variants in epilepsy. Current Opinion in Neurology, 2019, 32, 183-190. 1.8 59

18516 <i>cfr</i> (B), <i>cfr</i> (C), and a New <i>cfr</i> -Like Gene, <i>cfr</i> (E), in Clostridium difficile
Strains Recovered across Latin America. Antimicrobial Agents and Chemotherapy, 2019, 64, . 1.4 37

18517 The X chromosome of the German cockroach, Blattella germanica, is homologous to a fly X
chromosome despite 400 million years divergence. BMC Biology, 2019, 17, 100. 1.7 19

18518 Comparative Genomics and Transcriptomics To Analyze Fruiting Body Development in Filamentous
Ascomycetes. Genetics, 2019, 213, 1545-1563. 1.2 14

18519 Molecular Phylogeny of the <i>Utricularia amethystina</i> Complex (<i>Utricularia</i> sect.) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (<i>Foliosa</i>) Assessed Using Plastid and Nuclear Sequence Data. Systematic Botany, 2019, 44, 398-404.0.2 4

18520 High-resolution genome-wide analysis is essential for the identification of ambiguous Aeromonas
strains. FEMS Microbiology Letters, 2019, 366, . 0.7 4

18521 Occurrence and expression of genes encoding methyl-compound production in rumen bacteria. Animal
Microbiome, 2019, 1, 15. 1.5 27

18522 An MCM family protein promotes interhomolog recombination by preventing precocious intersister
repair of meiotic DSBs. PLoS Genetics, 2019, 15, e1008514. 1.5 6

18523
Gene Expression and Sequence Analysis of BADH1 Gene in CLSU Aromatic Rice (&lt;i&gt;Oryza) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 67 Td (sativa&lt;/i&gt; L.) Accessions Subjected to Drought and Saline Condition. Journal of Nutritional

Science and Vitaminology, 2019, 65, S196-S199.
0.2 6



1027

Citation Report

# Article IF Citations

18524
Bioinformatics Analysis of the Lipoxygenase Gene Family in Radish (Raphanus sativus) and Functional
Characterization in Response to Abiotic and Biotic Stresses. International Journal of Molecular
Sciences, 2019, 20, 6095.

1.8 17

18525 Comparative Genomics Reveals Metabolic Specificity of Endozoicomonas Isolated from a Marine
Sponge and the Genomic Repertoire for Host-Bacteria Symbioses. Microorganisms, 2019, 7, 635. 1.6 13

18526 A point mutation resulting in a 13â€‰bp deletion in the coding sequence of Cldf leads to a GA-deficient
dwarf phenotype in watermelon. Horticulture Research, 2019, 6, 132. 2.9 28

18527 HIV Transmission Chains Exhibit Greater HLA-B Homogeneity Than Randomly Expected. Journal of
Acquired Immune Deficiency Syndromes (1999), 2019, 81, 508-515. 0.9 0

18528 Differential gene expression among three sex types reveals a MALE STERILITY 1 (CpMS1) for sex
differentiation in papaya. BMC Plant Biology, 2019, 19, 545. 1.6 12

18529 Does in vitro selection of biocontrol agents guarantee success in planta? A study case of wheat
protection against Fusarium seedling blight by soil bacteria. PLoS ONE, 2019, 14, e0225655. 1.1 50

18530 Phosphorylation Dynamics of JNK Signaling: Effects of Dual-Specificity Phosphatases (DUSPs) on the
JNK Pathway. International Journal of Molecular Sciences, 2019, 20, 6157. 1.8 38

18531 Development and Evaluation of a Duo Zaire ebolavirus Real-Time RT-PCR Assay Targeting Two Regions
within the Genome. Microorganisms, 2019, 7, 652. 1.6 3

18532 Transcriptomic Evidence of Adaptive Evolution of the Epiphytic Fern <i>Asplenium nidus</i>.
International Journal of Genomics, 2019, 2019, 1-9. 0.8 15

18533 Transcriptome and microbiome of coconut rhinoceros beetle (Oryctes rhinoceros) larvae. BMC
Genomics, 2019, 20, 957. 1.2 26

18534 A Stable Genetic Transformation System and Implications of the Type IV Restriction System in the
Nitrogen-Fixing Plant Endosymbiont Frankia alni ACN14a. Frontiers in Microbiology, 2019, 10, 2230. 1.5 12

18535 Phylogeny of spiny frogsNanorana(Anura: Dicroglossidae) supports a Tibetan origin of a Himalayan
species group. Ecology and Evolution, 2019, 9, 14498-14511. 0.8 15

18536 Computational assembly of a human Cytomegalovirus vaccine upon experimental epitope legacy. BMC
Bioinformatics, 2019, 20, 476. 1.2 9

18537 Genomic insights into mite phylogeny, fitness, development, and reproduction. BMC Genomics, 2019, 20,
954. 1.2 25

18539 Structure and drug resistance of the Plasmodium falciparum transporter PfCRT. Nature, 2019, 576,
315-320. 13.7 123

18540 Evolutionary divergence of HLA class I genotype impacts efficacy of cancer immunotherapy. Nature
Medicine, 2019, 25, 1715-1720. 15.2 194

18541 A Plant Growth-Promoting Microbial Soil Amendment Dynamically Alters the Strawberry Root
Bacterial Microbiome. Scientific Reports, 2019, 9, 17677. 1.6 50

18542 Transcriptional control of central carbon metabolic flux in Bifidobacteria by two functionally
similar, yet distinct LacI-type regulators. Scientific Reports, 2019, 9, 17851. 1.6 13



1028

Citation Report

# Article IF Citations

18543 Impact of the Cultivation Technique on the Production of Secondary Metabolites by Chrysosporium
lobatum TM-237-S5, Isolated from the Sponge Acanthella cavernosa. Marine Drugs, 2019, 17, 678. 2.2 10

18544 Efficient discrete firefly algorithm for Ctrie based caching of multiple sequence alignment on
optimally scheduled parallel machines. CAAI Transactions on Intelligence Technology, 2019, 4, 92-100. 3.4 16

18545 Thermospermine Synthase (ACL5) and Diamine Oxidase (DAO) Expression Is Needed for Zygotic
Embryogenesis and Vascular Development in Scots Pine. Frontiers in Plant Science, 2019, 10, 1600. 1.7 11

18546 A combined support vector machine-FCGS classification based on the wavelet transform for Helitrons
recognition in C.elegans. Multimedia Tools and Applications, 2019, 78, 13047-13066. 2.6 10

18547 Variation in abundance of predicted resistance genes in the <i>Brassica oleracea</i> pangenome. Plant
Biotechnology Journal, 2019, 17, 789-800. 4.1 92

18548 Structure and role for active site lid of lactate monooxygenase from Mycobacterium smegmatis.
Protein Science, 2019, 28, 135-149. 3.1 16

18549 Steinernema kandii n. sp. (Rhabditida: Steinernematidae), aÂ newÂ entomopathogenic nematode from
northern Benin. Nematology, 2019, 21, 107-128. 0.2 8

18550
Multiple Halophytophthora spp. and Phytophthora spp. including P. gemini, P. inundata and P.
chesapeakensis sp. nov. isolated from the seagrass Zostera marina in the Northern hemisphere.
European Journal of Plant Pathology, 2019, 153, 341-357.

0.8 18

18551 A new pelagic predatory pike cichlid (Teleostei: Cichlidae: Crenicichla) from the C. mandelburgeri
species complex with parallel and reticulate evolution. Hydrobiologia, 2019, 832, 377-395. 1.0 10

18552 Genomic and metabolic features of the Bacillus amyloliquefaciens groupâ€“ B. amyloliquefaciens, B.
velezensis, and B. siamensisâ€“ revealed by pan-genome analysis. Food Microbiology, 2019, 77, 146-157. 2.1 54

18553 Insights into the evolution and drug susceptibility of Babesia duncani from the sequence of its
mitochondrial and apicoplast genomes. International Journal for Parasitology, 2019, 49, 105-113. 1.3 13

18554
A new symbiotic nanoarchaeote (Candidatus Nanoclepta minutus) and its host (Zestosphaera) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 307 Td (tikiterensis gen. nov., sp. nov.) from a New Zealand hot spring. Systematic and Applied Microbiology,

2019, 42, 94-106.
1.2 76

18555 Is molecular evolution faster in the tropics?. Heredity, 2019, 122, 513-524. 1.2 25

18556 <i>Deltaproteobacteria</i> (<i>Pelobacter</i>) and <i>Methanococcoides</i> are responsible for
choline-dependent methanogenesis in a coastal saltmarsh sediment. ISME Journal, 2019, 13, 277-289. 4.4 27

18557 Redescription and phylogenetic position of <i>Ctenomys dorsalis</i> Thomas 1900, an enigmatic tuco
tuco (Rodentia, Ctenomyidae) from the Paraguayan Chaco. Mammalia, 2019, 83, 227-236. 0.3 15

18558 Estimating divergence times and ancestral breeding systems in<i>Ficus</i>and Moraceae. Annals of
Botany, 2019, 123, 191-204. 1.4 30

18559 Survey of Protocol Reverse Engineering Algorithms: Decomposition of Tools for Static Traffic
Analysis. IEEE Communications Surveys and Tutorials, 2019, 21, 526-561. 24.8 24

18560 Homology modeling in drug discovery: Overview, current applications, and future perspectives.
Chemical Biology and Drug Design, 2019, 93, 12-20. 1.5 229



1029

Citation Report

# Article IF Citations

18561 High-Throughput Sequencing Analysis of the Bacterial Community in Stone Fruit Phloem Tissues
Infected by â€œCandidatus Phytoplasma prunorumâ€•. Microbial Ecology, 2019, 77, 664-675. 1.4 4

18562
The complex origins of mouth polymorphism in the Labeobarbus (Cypriniformes: Cyprinidae) of the
Inkisi River basin (Lower Congo, DRC, Africa): insights from an integrative approach. Zoological
Journal of the Linnean Society, 2019, 186, 414-482.

1.0 10

18563 Draft genome of the cotton aphid Aphis gossypii. Insect Biochemistry and Molecular Biology, 2019, 105,
25-32. 1.2 55

18564 Structural and Biochemical Characterization of Aldehyde Dehydrogenase 12, the Last Enzyme of
Proline Catabolism in Plants. Journal of Molecular Biology, 2019, 431, 576-592. 2.0 20

18565 Evolution and diversity of the EMA families of the divergent equid parasites, Theileria equi and T.
haneyi. Infection, Genetics and Evolution, 2019, 68, 153-160. 1.0 10

18566 Population genetic structure and species delimitation of a widespread, Neotropical dwarf gecko.
Molecular Phylogenetics and Evolution, 2019, 133, 54-66. 1.2 29

18567 Infestation Levels and Molecular Identification Based on Mitochondrial COI Barcode Region of Five
Invasive Gelechiidae Pest Species in Kenya. Journal of Economic Entomology, 2019, 112, 872-882. 0.8 4

18568 MobiSeq: De novo SNP discovery in model and nonâ€•model species through sequencing the flanking
region of transposable elements. Molecular Ecology Resources, 2019, 19, 512-525. 2.2 4

18569 Structural Evidence for Dimer-Interface-Driven Regulation of the Type II Cysteine Desulfurase, SufS.
Biochemistry, 2019, 58, 687-696. 1.2 20

18570
Evolutionary and functional studies on microsporidian ATP-binding cassettes: Insights into the
adaptation of microsporidia to obligated intracellular parasitism. Infection, Genetics and Evolution,
2019, 68, 136-144.

1.0 19

18571 Positive Selection at Key Residues in the HIV Envelope Distinguishes Broad and Strain-Specific Plasma
Neutralizing Antibodies. Journal of Virology, 2019, 93, . 1.5 13

18572 The genomic organization and expression pattern of the low-affinity Fc gamma receptors (FcÎ³R) in the
GÃ¶ttingen minipig. Immunogenetics, 2019, 71, 123-136. 1.2 6

18573 Nutrient sensing-the key to fungal p53-like transcription factors?. Fungal Genetics and Biology, 2019,
124, 8-16. 0.9 9

18574 Insect venom phospholipases A1 and A2: Roles in the envenoming process and allergy. Insect
Biochemistry and Molecular Biology, 2019, 105, 10-24. 1.2 37

18575 Lotus SHAGGYâ€•like kinaseÂ 1 is required to suppress nodulation in <i>Lotus japonicus</i>. Plant Journal,
2019, 98, 228-242. 2.8 12

18576 A new surface gliding species of Chironomidae: An independent invasion of marine environments and
its evolutionary implications. Zoologica Scripta, 2019, 48, 81-92. 0.7 9

18577
Niche Differentiation among Three Closely Related <i>Competibacteraceae</i> Clades at a Full-Scale
Activated Sludge Wastewater Treatment Plant and Putative Linkages to Process Performance. Applied
and Environmental Microbiology, 2019, 85, .

1.4 9

18578 Biases in the metabarcoding of plant pathogens using rust fungi as a model system. MicrobiologyOpen,
2019, 8, e780. 1.2 16



1030

Citation Report

# Article IF Citations

18579 Out of western North America: Evolution of the Rhizopogon-Pseudotsuga symbiosis inferred by
genome-scale sequence typing. Fungal Ecology, 2019, 39, 12-25. 0.7 14

18580 The intestinal virome of malabsorption syndrome-affected and unaffected broilers through shotgun
metagenomics. Virus Research, 2019, 261, 9-20. 1.1 64

18581 Conservation of location of several specific inhibitory codon pairs in the Saccharomyces sensu
stricto yeasts reveals translational selection. Nucleic Acids Research, 2019, 47, 1164-1177. 6.5 15

18582 A member of the CONSTANS-Like protein family is a putative regulator of reactive oxygen species
homeostasis and spaceflight physiological adaptation. AoB PLANTS, 2019, 11, ply075. 1.2 8

18583 RNA interferenceâ€•mediated knockdown of eye coloration genes in the western tarnished plant bug
(<i>Lygus hesperus</i> Knight). Archives of Insect Biochemistry and Physiology, 2019, 100, e21527. 0.6 19

18584
Lycophyte plastid genomics: extreme variation in <scp>GC</scp>, gene and intron content and multiple
inversions between a direct and inverted orientation of the <scp>rRNA</scp> repeat. New Phytologist,
2019, 222, 1061-1075.

3.5 51

18585 Passage Adaptation Correlates With the Reduced Efficacy of the Influenza Vaccine. Clinical Infectious
Diseases, 2019, 69, 1198-1204. 2.9 18

18586 Comparative study of cultures and next-generation sequencing in the diagnosis of shoulder
prosthetic joint infections. Journal of Shoulder and Elbow Surgery, 2019, 28, 1-8. 1.2 58

18587 Complex patterns of hybridization and introgression across evolutionary timescales in Mexican
whiptail lizards (Aspidoscelis). Molecular Phylogenetics and Evolution, 2019, 132, 284-295. 1.2 25

18588 Evolutionary history of Manihot carthagenensis (Euphorbiaceae) and allied species in eastern South
America. Molecular Phylogenetics and Evolution, 2019, 132, 207-218. 1.2 0

18589 Bacteriome-associated<i>Wolbachia</i>of the parthenogenetic termite<i>Cavitermes tuberosus</i>.
FEMS Microbiology Ecology, 2019, 95, . 1.3 16

18590 Genetic diversity of Culicoides species within the Pulicaris complex (Diptera: Ceratopogonidae) in
Turkey inferred from mitochondrial COI gene sequences. Acta Tropica, 2019, 190, 380-388. 0.9 8

18591 Schizosaccharomyces pombe contains separate CC- and A-adding tRNA nucleotidyltransferases.
Biochemical and Biophysical Research Communications, 2019, 508, 785-790. 1.0 8

18592
Identification of the full 26 cytochrome P450 (CYP) genes and analysis of their expression in response
to benzo[Î±]pyrene in the marine rotifer Brachionus rotundiformis. Comparative Biochemistry and
Physiology Part D: Genomics and Proteomics, 2019, 29, 185-192.

0.4 6

18593 Distinguishing CPT gene family members and vetting the sequence structure of a putative rubber
synthesizing variant in Hevea brasiliensis. Gene, 2019, 689, 183-193. 1.0 5

18594
Prediction and analysis of GH14 family Î²-amylases in oat seedling extract: Structure and function
insights using in silico approaches. International Journal of Biological Macromolecules, 2019, 125,
361-369.

3.6 7

18595
Viral gastroenteritis among children of 0-5 years in Nigeria: Characterization of the first Nigerian
aichivirus, recombinant noroviruses and detection of a zoonotic astrovirus. Journal of Clinical
Virology, 2019, 111, 4-11.

1.6 35

18596
Phylogenetically diverse endophytic bacteria from desert plants induce transcriptional changes of
tissue-specific ion transporters and salinity stress in Arabidopsis thaliana. Plant Science, 2019, 280,
228-240.

1.7 33



1031

Citation Report

# Article IF Citations

18597 Identification of BVDV2b and 2c subgenotypes in the United States: Genetic and antigenic
characterization. Virology, 2019, 528, 19-29. 1.1 32

18598 Comparative Analysis of Oomycete Genome Evolution Using the Oomycete Gene Order Browser
(OGOB). Genome Biology and Evolution, 2019, 11, 189-206. 1.1 17

18599 Pseudofrancisella aestuarii gen. nov., sp. nov., a novel member of the family Francisellaceae isolated
from estuarine seawater. Antonie Van Leeuwenhoek, 2019, 112, 877-886. 0.7 12

18600
Classification of microbial transglutaminases by evaluation of evolution trees, sequence motifs,
secondary structure topology and conservation of potential catalytic residues. Biochemical and
Biophysical Research Communications, 2019, 509, 506-513.

1.0 8

18601 Mapping of dwarfing gene Rht14 in durum wheat and its effect on seedling vigor, internode length
and plant height. Crop Journal, 2019, 7, 187-197. 2.3 18

18602 Predicting interspecies transmission of avian influenza virus based on wavelet packet decomposition.
Computational Biology and Chemistry, 2019, 78, 455-459. 1.1 6

18603 Disabled insecticidal proteins: A novel tool to understand differences in insect receptor utilization.
Insect Biochemistry and Molecular Biology, 2019, 105, 79-88. 1.2 14

18604 Real-time PCR quantification of Fusarium avenaceum in soil and seeds. Journal of Microbiological
Methods, 2019, 157, 21-30. 0.7 18

18605
Codon-Optimization of Wild-Type Adeno-Associated Virus Capsid Sequences Enhances DNA Family
Shuffling while Conserving Functionality. Molecular Therapy - Methods and Clinical Development,
2019, 12, 71-84.

1.8 22

18606 Whole genome re-sequencing analysis of two tomato genotypes for polymorphism insight in cloned
genes and a genetic map construction. Scientia Horticulturae, 2019, 247, 58-66. 1.7 14

18607
Multilocus phylogeography of the brown-spotted pitviper Protobothrops mucrosquamatus (Reptilia:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 347 Td (Serpentes: Viperidae) sheds a new light on the diversification pattern in Asia. Molecular Phylogenetics

and Evolution, 2019, 133, 82-91.
1.2 19

18608
Novel genetic code and record-setting AT-richness in the highly reduced plastid genome of the
holoparasitic plant <i>Balanophora</i>. Proceedings of the National Academy of Sciences of the
United States of America, 2019, 116, 934-943.

3.3 66

18609 The Previously Unidentified, Divergent Badnavirus Species Cacao red vein-banding virus is Associated
with Cacao Swollen Shoot Disease in Nigeria. Plant Disease, 2019, 103, 1302-1308. 0.7 10

18610
Multilocus Characterization, Gene Expression Analysis of Putative Immunodominant Protein Coding
Regions, and Development of Recombinase Polymerase Amplification Assay for Detection of
â€˜Candidatus Phytoplasma Pruniâ€™ in Prunus avium. Phytopathology, 2019, 109, 983-992.

1.1 8

18611 Differential ratio amplicons (<i>R</i><sub>amp</sub>) for the evaluation of RNA integrity extracted
from complex environmental samples. Environmental Microbiology, 2019, 21, 827-844. 1.8 13

18612 Clinical characteristics, rapid identification, molecular epidemiology and antifungal susceptibilities
of <i>Talaromyces marneffei</i> infections in Shenzhen, China. Mycoses, 2019, 62, 450-457. 1.8 7

18613 Expansion and Diversification of MFS Transporters in Kluyveromyces marxianus. Frontiers in
Microbiology, 2018, 9, 3330. 1.5 17

18614 On the Typology of Relations. Evolutionary Biology, 2019, 46, 71-89. 0.5 36



1032

Citation Report

# Article IF Citations

18615
Gorillas have been infected with the HERV-K (HML-2) endogenous retrovirus much more recently than
humans and chimpanzees. Proceedings of the National Academy of Sciences of the United States of
America, 2019, 116, 1337-1346.

3.3 27

18616 Insights into product release dynamics through structural analyses of thymidylate kinase.
International Journal of Biological Macromolecules, 2019, 123, 637-647. 3.6 5

18617 Understanding the transition from water to land: Insights from multi-omic analyses of the
perivitelline fluid of apple snail eggs. Journal of Proteomics, 2019, 194, 79-88. 1.2 11

18618 In silico identification and evolutionary analysis of candidate genes involved in the biosynthesis
methylproline genes in cyanobacteria strains of Iran. Phytochemistry Letters, 2019, 29, 199-211. 0.6 19

18619 Genome classification improvements based on k-mer intervals in sequences. Genomics, 2019, 111,
1574-1582. 1.3 11

18620
Placing the regionally threatened moss Orthodontium gracile in the big picture â€“ Phylogeny, genome
incongruence and anthropogenic dispersal in the order Orthodontiales. Molecular Phylogenetics
and Evolution, 2019, 134, 186-199.

1.2 4

18621 Chimeric LysR-Type Transcriptional Biosensors for Customizing Ligand Specificity Profiles toward
Flavonoids. ACS Synthetic Biology, 2019, 8, 318-331. 1.9 33

18622 Antidiabetic Potential of Green Seaweed <i>Enteromorpha prolifera</i> Flavonoids Regulating Insulin
Signaling Pathway and Gut Microbiota in Type 2 Diabetic Mice. Journal of Food Science, 2019, 84, 165-173. 1.5 105

18623 Genome-wide analysis of the Tetrahymena thermophila glutathione S-transferase gene superfamily.
Genomics, 2019, 111, 534-548. 1.3 7

18624 Phylogenetic position of the parasitic nematode Trophomera (Nematoda, Benthimermithidae): A
molecular analysis. Molecular Phylogenetics and Evolution, 2019, 132, 177-182. 1.2 10

18625
Biogeographical, molecular and morphological evidence unveils cryptic diversity in the Oriental
black rajahCharaxes solon(Fabricius, 1793) (Lepidoptera: Nymphalidae: Charaxinae). Biological Journal
of the Linnean Society, 2019, 126, 114-130.

0.7 1

18626
Nuclear multi-locus phylogenetic inferences of polyploid<i>IsoÃ«tes</i>species (IsoÃ«taceae) suggest
several unknown diploid progenitors and a new polyploid species from South America. Botanical
Journal of the Linnean Society, 2019, 189, 6-22.

0.8 11

18627 Whole-Genome Sequencing for Characterization of Capsule Locus and Prediction of Serogroup of
Invasive Meningococcal Isolates. Journal of Clinical Microbiology, 2019, 57, . 1.8 18

18628 Phylogenetic placement of the Peruvian-endemic genus Machaerophorus (Brassicaceae) based on
molecular data and implication for its systematics. Plant Systematics and Evolution, 2019, 305, 77-87. 0.3 3

18629
The complete mitochondrial genome of Parantica sita sita (Lepidoptera: Nymphalidae: Danainae)
revealing substantial genetic divergence from its sibling subspecies P. s. niphonica. Gene, 2019, 686,
76-84.

1.0 11

18630 Gut microbiota dysbiosis correlates with a low-dose PCB126-induced dyslipidemia and non-alcoholic
fatty liver disease. Science of the Total Environment, 2019, 653, 274-282. 3.9 65

18631 Overcoming challenges in variant calling: exploring sequence diversity in candidate genes for plant
development in perennial ryegrass (<i>Lolium perenne</i>). DNA Research, 2019, 26, 1-12. 1.5 14

18632 Structural analysis reveals a pyruvate-binding activator site in the Agrobacterium tumefaciens
ADPâ€“glucose pyrophosphorylase. Journal of Biological Chemistry, 2019, 294, 1338-1348. 1.6 11



1033

Citation Report

# Article IF Citations

18633 Seawater recirculation through subducting sediments sustains a deeply buried population of
sulfateâ€•reducing bacteria. Geobiology, 2019, 17, 172-184. 1.1 5

18634 Genome-wide identification and characterization of the Dof gene family in cassava (Manihot) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (esculenta). Gene, 2019, 687, 298-307.1.0 29

18635
Avocado rhizobacteria emit volatile organic compounds with antifungal activity against Fusarium
solani, Fusarium sp. associated with Kuroshio shot hole borer, and Colletotrichum gloeosporioides.
Microbiological Research, 2019, 219, 74-83.

2.5 68

18636
Identification of insect-specific flaviviruses in areas of Brazil and Paraguay experiencing endemic
arbovirus transmission and the description of a novel flavivirus infecting Sabethes belisarioi.
Virology, 2019, 527, 98-106.

1.1 15

18637
The introduced terrestrial slugs Ambigolimax nyctelius (Bourguignat, 1861) and Ambigolimax
valentianus (FÃ©russac, 1821) (Gastropoda: Limacidae) in California, with a discussion of taxonomy,
systematics, and discovery by citizen science. Journal of Natural History, 2019, 53, 1607-1632.

0.2 15

18638 The Origin and Population History of the Endangered Golden Snub-Nosed Monkey (<i>Rhinopithecus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (roxellana</i>). Molecular Biology and Evolution, 2019, 36, 487-499.3.5 20

18639 <i>Paecilomyces</i> <i>niveus:</i> Pathogenicity in the Orchard and Sensitivity to Three Fungicides.
Plant Disease, 2019, 103, 125-131. 0.7 3

18640 <i>pahE</i> , a Functional Marker Gene for Polycyclic Aromatic Hydrocarbon-Degrading Bacteria.
Applied and Environmental Microbiology, 2019, 85, . 1.4 46

18641 Heterologous expression and biochemical characterization of a novel cold-active Î±-amylase from the
Antarctic bacteria Pseudoalteromonas sp. 2-3. Protein Expression and Purification, 2019, 155, 78-85. 0.6 22

18642 Kinetic and catalytic properties of M.HpyAXVII, a phase-variable DNA methyltransferase from
Helicobacter pylori. Journal of Biological Chemistry, 2019, 294, 1019-1034. 1.6 4

18643 Multiâ€•tissue integration of transcriptomic and specialized metabolite profiling provides tools for
assessing the common bean (<i>Phaseolus vulgaris</i>) metabolome. Plant Journal, 2019, 97, 1132-1153. 2.8 33

18644 Cyanobacterial diversity in the algalâ€“bacterial consortia from Subarctic regions: new insights from
the rock baths at White Sea Coast. Hydrobiologia, 2019, 830, 17-31. 1.0 15

18645 Oligopeptide Signaling through TbGPR89 Drives Trypanosome Quorum Sensing. Cell, 2019, 176,
306-317.e16. 13.5 116

18646 Microbial communities in local and transplanted soils along a latitudinal gradient. Catena, 2019, 173,
456-464. 2.2 11

18647 Bovine papillomavirus 24: a novel member of the genus Xipapillomavirus detected in the Amazon
region. Archives of Virology, 2019, 164, 637-641. 0.9 8

18648 Complete nitrification: insights into the ecophysiology of comammox Nitrospira. Applied
Microbiology and Biotechnology, 2019, 103, 177-189. 1.7 224

18649 Discovery of three RNA viruses using ant transcriptomic datasets. Archives of Virology, 2019, 164,
643-647. 0.9 9

18650 Insights into genes encoding respiratory burst oxidase homologs (RBOHs) in rubber tree (Hevea) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (brasiliensis Muell. Arg.). Industrial Crops and Products, 2019, 128, 126-139.2.5 31



1034

Citation Report

# Article IF Citations

18651 Increased evolutionary rates and conserved transcriptional response following allopolyploidization
in brown algae. Evolution; International Journal of Organic Evolution, 2019, 73, 59-72. 1.1 11

18652 Efficient mining of natural NADH-utilizing dehydrogenases enables systematic cofactor engineering of
lysine synthesis pathway of Corynebacterium glutamicum. Metabolic Engineering, 2019, 52, 77-86. 3.6 44

18653 Implications of introgression for wildlife translocations: the case of North American martens.
Conservation Genetics, 2019, 20, 153-166. 0.8 16

18654
Phylogenetic analysis of Alphapapillomavirus based on L1, E6 and E7 regions suggests that
carcinogenicity and tissue tropism have appeared multiple times during viral evolution. Infection,
Genetics and Evolution, 2019, 67, 210-221.

1.0 2

18655
Bacterial diversity in the marine sponge<i>Halichondria panicea</i>from Icelandic waters and
host-specificity of its dominant symbiont â€œ<i>Candidatus</i>Halichondribacter symbioticusâ€•. FEMS
Microbiology Ecology, 2019, 95, .

1.3 46

18656 PgUGT95B2 preferentially metabolizes flavones/flavonols and has evolved independently from
flavone/flavonol UGTs identified in Arabidopsis thaliana. Phytochemistry, 2019, 157, 184-193. 1.4 24

18657 The complete mitochondrial genome of Parasesarma pictum (Brachyura: Grapsoidea: Sesarmidae) and
comparison with other Brachyuran crabs. Genomics, 2019, 111, 799-807. 1.3 24

18658
The complex study of complexes: The first well-supported phylogeny of two species complexes within
genus Caridina (Decapoda: Caridea: Atyidae) sheds light on evolution, biogeography, and habitat.
Molecular Phylogenetics and Evolution, 2019, 131, 164-180.

1.2 12

18659 The MemProtMD database: a resource for membrane-embedded protein structures and their lipid
interactions. Nucleic Acids Research, 2019, 47, D390-D397. 6.5 143

18660 Cyanophage A-1(L) Adsorbs to Lipopolysaccharides of <i>Anabaena</i> sp. Strain PCC 7120 via the Tail
Protein Lipopolysaccharide-Interacting Protein (ORF36). Journal of Bacteriology, 2019, 201, . 1.0 15

18661 Herpesvirus infection in marine mammals: A retrospective molecular survey of stranded cetaceans in
the Portuguese coastline. Infection, Genetics and Evolution, 2019, 67, 222-233. 1.0 14

18662
Complete Genome Sequence of Massilia oculi sp. nov. CCUG 43427T (=DSM 26321T), the Type Strain of M.
oculi, and Comparison with Genome Sequences of Other Massilia Strains. Current Microbiology, 2019,
76, 1082-1086.

1.0 6

18663 The expansion of genes encoding soluble silk components in the greater wax moth, Galleria
mellonella. Insect Biochemistry and Molecular Biology, 2019, 106, 28-38. 1.2 17

18664 Core genome phylogenetic analysis of the avian associated Borrelia turdi indicates a close
relationship to Borrelia garinii. Molecular Phylogenetics and Evolution, 2019, 131, 93-98. 1.2 13

18665 As Blind as a Bat? Opsin Phylogenetics Illuminates the Evolution of Color Vision in Bats. Molecular
Biology and Evolution, 2019, 36, 54-68. 3.5 28

18666 Independent activation of the BoMYB2 gene leading to purple traits in Brassica oleracea. Theoretical
and Applied Genetics, 2019, 132, 895-906. 1.8 60

18667 Identification and initial characterization of a new subgroup in the GH3 gene family in woody plants.
Journal of Plant Biochemistry and Biotechnology, 2019, 28, 280-290. 0.9 18

18668 Novel herpesviruses in riverine and marine cetaceans from South America. Acta Tropica, 2019, 190,
220-227. 0.9 19



1035

Citation Report

# Article IF Citations

18669 First confirmed record of the Critically Endangered green sawfish <scp><i>Pristis zijsron</i></scp>
from Bangladeshi waters. Journal of Fish Biology, 2019, 94, 200-203. 0.7 4

18670 Molecular characterization of the 2â€²,5â€²-oligoadenylate synthetase family in the Chinese tree shrew
(Tupaia belangeri chinensis). Cytokine, 2019, 114, 106-114. 1.4 10

18671 Differential expression of heat shock and floral regulatory genes in pseudocarpel initials of mantled
female inflorescences from Elaeis guineensis Jacq.. Plant Reproduction, 2019, 32, 167-179. 1.3 1

18672 The genome of â€˜Candidatus Phytoplasma solaniâ€™ strain SA-1 is highly dynamic and prone to adopting
foreign sequences. Systematic and Applied Microbiology, 2019, 42, 117-127. 1.2 53

18673 Insights into the origin and evolution of Peritrichia (Oligohymenophorea, Ciliophora) based on
analyses of morphology and phylogenomics. Molecular Phylogenetics and Evolution, 2019, 132, 25-35. 1.2 50

18674
The Kdm/Kmt gene families in the self-fertilizing mangrove rivulus fish, Kryptolebias marmoratus,
suggest involvement of histone methylation machinery in development and reproduction. Gene, 2019,
687, 173-187.

1.0 25

18675 Differential evolution of antigenic regions of porcine reproductive and respiratory syndrome virus 1
before and after vaccine introduction. Virus Research, 2019, 260, 12-19. 1.1 16

18676 Discovery of highly divergent lineages of plant-associated astro-like viruses sheds light on the
emergence of potyviruses. Virus Research, 2019, 260, 38-48. 1.1 24

18677 On the origin of orphan hybrids betweenAquilegia formosaandAquilegia flavescens. AoB PLANTS, 2019,
11, ply071. 1.2 5

18678 Mechanistic basis of vitamin B12 and cobinamide salvaging by the Vibrio species. Biochimica Et
Biophysica Acta - Proteins and Proteomics, 2019, 1867, 140-151. 1.1 10

18679 Profiles of bacterial assemblages from microplastics of tropical coastal environments. Science of the
Total Environment, 2019, 655, 313-320. 3.9 130

18680 Importance of routine viral load monitoring: higher levels of resistance at ART failure in Uganda and
Lesotho compared with Switzerland. Journal of Antimicrobial Chemotherapy, 2019, 74, 468-472. 1.3 9

18681 Soybean Sudden Death Syndrome Causal Agent <i>Fusarium brasiliense</i> Present in Michigan. Plant
Disease, 2019, 103, 1234-1243. 0.7 20

18682 Key amino acid residues of the AGT1 permease required for maltotriose consumption and fermentation
by Saccharomyces cerevisiae. Journal of Applied Microbiology, 2019, 126, 580-594. 1.4 13

18683 Fluorescent <i>Pseudomonas</i> and cyclic lipopeptide diversity in the rhizosphere of cocoyam
(<scp><i>Xanthosoma sagittifolium</i></scp>). Environmental Microbiology, 2019, 21, 1019-1034. 1.8 32

18684 Mechanisms of cnidocyte development in the moon jellyfish <i>Aurelia</i>. Evolution & Development,
2019, 21, 72-81. 1.1 10

18685
Intragenomic <i>internal transcribed spacer 2</i> variation in a genus of parasitoid wasps
(Hymenoptera: Braconidae): implications for accurate species delimitation and phylogenetic analysis.
Insect Molecular Biology, 2019, 28, 485-498.

1.0 4

18686
Molecular phylogeny and divergence times of <i>Onosma</i> (Boraginaceae s.s.) based on nrDNA ITS
and plastid <i>rpl</i>32<i>â€•trn</i>L<sub>(UAG)</sub> and <i>trn</i>H<i>â€“psb</i>A sequences. Nordic
Journal of Botany, 2019, 37, e02060.

0.2 19



1036

Citation Report

# Article IF Citations

18687
Genome wide identification of the trihelix transcription factors and overexpression of
<i>Gh_A05G2067</i> (<i>GTâ€•2</i>), a novel gene contributing to increased drought and salt stresses
tolerance in cotton. Physiologia Plantarum, 2019, 167, 447-464.

2.6 57

18688 Diversity, Dynamics, and Distribution of <i>Bdellovibrio</i> and Like Organisms in Perialpine Lakes.
Applied and Environmental Microbiology, 2019, 85, . 1.4 30

18689 Systematic survey of plant LTR-retrotransposons elucidates phylogenetic relationships of their
polyprotein domains and provides a reference for element classification. Mobile DNA, 2019, 10, 1. 1.3 265

18690
Information theoretic measures and mutagenesis identify a novel linchpin residue involved in
substrate selection within the nucleotide-binding domain of an ABCG family exporter Cdr1p. Archives
of Biochemistry and Biophysics, 2019, 663, 143-150.

1.4 2

18691
Complete mitochondrial genome of Japalura flaviceps: Deep insights into the phylogeny and gene
rearrangements of Agamidae species. International Journal of Biological Macromolecules, 2019, 125,
423-431.

3.6 23

18692 A kiwellin disarms the metabolic activity of a secreted fungal virulence factor. Nature, 2019, 565,
650-653. 13.7 48

18693
Novel Paranannizziopsis species in a Wagler's viper (Tropidolaemus wagleri), tentacled snakes
(Erpeton tentaculatum), and a rhinoceros snake (Rhynchophis boulengeri) in a zoological collection.
Medical Mycology, 2019, 57, 825-832.

0.3 10

18694 Diversity and distribution of the <i>bmp</i> gene cluster and its Polybrominated products in the
genus <i>Pseudoalteromonas</i>. Environmental Microbiology, 2019, 21, 1575-1585. 1.8 15

18695
In love and war: The morphometric and phylogenetic basis of ornamentation, and the evolution of
male display behavior, in the livebearer genus <i>Poecilia</i>. Evolution; International Journal of
Organic Evolution, 2019, 73, 360-377.

1.1 18

18696 Trophic Specialization Results in Genomic Reduction in Free-Living Marine <i>Idiomarina</i> Bacteria.
MBio, 2019, 10, . 1.8 13

18697
Insight into the correlation between biochar amendment and shifts in bacterial community 4 years
after a single incorporation in soybean- and maize-planted soils in northeastern China. Canadian
Journal of Microbiology, 2019, 65, 353-364.

0.8 8

18698 Sestrin-like protein from Dictyostelium discoideum is involved in autophagy under starvation stress.
Microbiological Research, 2019, 220, 61-71. 2.5 12

18699 The HIV gp41 Fusion Protein Inhibits T-Cell Activation through the Lentiviral Lytic Peptide 2 Motif.
Biochemistry, 2019, 58, 818-832. 1.2 1

18700 Genetic Structure of Liriomyza trifolii (Diptera: Agromyzidae) Associated With Host Plants From
Southeastern Mexico. Environmental Entomology, 2019, 48, 253-262. 0.7 2

18701 Comparative Transcriptomics Reveals Patterns of Adaptive Evolution Associated with Depth and Age
Within Marine Rockfishes (Sebastes). Journal of Heredity, 2019, 110, 340-350. 1.0 12

18702
The phylogeny of Ryocalanoidea (Copepoda, Calanoida) based on morphology and a multi-gene analysis
with a description of new ryocalanoidean species. Zoological Journal of the Linnean Society, 2019, 185,
925-957.

1.0 7

18703 Gene Encoding a Novel Enzyme of LDH2/MDH2 Family is Lost in Plant and Animal Genomes During
Transition to Land. Journal of Molecular Evolution, 2019, 87, 52-59. 0.8 4

18704 Identification of newly settled Caribbean coral recruits by ITS-targeted single-step nested multiplex
PCR. Coral Reefs, 2019, 38, 79-92. 0.9 4



1037

Citation Report

# Article IF Citations

18705 Sequence-based classification of type II polyketide synthase biosynthetic gene clusters for antiSMASH.
Journal of Industrial Microbiology and Biotechnology, 2019, 46, 469-475. 1.4 22

18706 Young colonization history of a widespread sand dollar (Echinodermata; Clypeasteroida) in western
Taiwan. Quaternary International, 2019, 528, 120-129. 0.7 3

18707 Jiangella anatolica sp. nov. isolated from coastal lake soil. Antonie Van Leeuwenhoek, 2019, 112, 887-895. 0.7 6

18708 Transcriptomic analysis related to the flowering of the citrus hybrid Microcitrangemonia. Current
Plant Biology, 2019, 18, 100097. 2.3 1

18709 Birth of an order: Comprehensive molecular phylogenetic study excludes Herpomyces (Fungi,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Laboulbeniomycetes) from Laboulbeniales. Molecular Phylogenetics and Evolution, 2019, 133, 286-301.1.2 27

18710 A <i>cis</i> â€•acting bidirectional transcription switch controls sexual dimorphism in the liverwort.
EMBO Journal, 2019, 38, . 3.5 59

18711 Identification and expression of mangrove rivulus (Kryptolebias marmoratus) histone deacetylase
(HDAC) and lysine acetyltransferase (KAT) genes. Gene, 2019, 691, 56-69. 1.0 12

18712
Genome-wide analysis of the ovodefensin gene family: Monophyletic origin, independent gene
duplication and presence of different selection patterns. Infection, Genetics and Evolution, 2019, 68,
265-272.

1.0 16

18713 Niche-directed evolution modulates genome architecture in freshwater Planctomycetes. ISME
Journal, 2019, 13, 1056-1071. 4.4 67

18714 The Prodigal Compound: Return of Ribosyl 1,5-Bisphosphate as an Important Player in Metabolism.
Microbiology and Molecular Biology Reviews, 2019, 83, . 2.9 2

18715 Genetic Evidence for Two Carbon Fixation Pathways (the Calvin-Benson-Bassham Cycle and the Reverse) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (Tricarboxylic Acid Cycle) in Symbiotic and Free-Living Bacteria. MSphere, 2019, 4, .1.3 33

18716 HIV-1 molecular transmission clusters in nine European countries and Canada: association with
demographic and clinical factors. BMC Medicine, 2019, 17, 4. 2.3 43

18717 Organic cation transporter 3 (Oct3) is a distinct catecholamines clearance route in adipocytes
mediating the beiging of white adipose tissue. PLoS Biology, 2019, 17, e2006571. 2.6 41

18718 Draft Genome Assembly and Population Genetics of an Agricultural Pollinator, the Solitary Alkali Bee
(Halictidae: <i>Nomia melanderi</i>). G3: Genes, Genomes, Genetics, 2019, 9, 625-634. 0.8 19

18719 Deciphering foot-and-mouth disease (FMD) virusâ€“host tropism. Journal of Biomolecular Structure
and Dynamics, 2019, 37, 4779-4789. 2.0 3

18720 The role of chromosome changes in the diversification of <i>Passiflora</i> L. (Passifloraceae).
Systematics and Biodiversity, 2019, 17, 7-21. 0.5 36

18721 Bacterial community and metabolome shifts in the cecum and colon of captive sika deer (<i>Cervus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (nippon</i>) from birth to post weaning. FEMS Microbiology Letters, 2019, 366, .0.7 11

18722 Molecular Hydrogen, a Neglected Key Driver of Soil Biogeochemical Processes. Applied and
Environmental Microbiology, 2019, 85, . 1.4 48



1038

Citation Report

# Article IF Citations

18723
A Real-Time Multiplex PCR Assay for Detection of <i>Elizabethkingia</i> Species and Differentiation
between <i>Elizabethkingia anophelis</i> and <i>E. meningoseptica</i>. Journal of Clinical
Microbiology, 2019, 57, .

1.8 6

18724
Putative antibiotic resistance genes present in extant Bacillus licheniformis and Bacillus
paralicheniformis strains are probably intrinsic and part of the ancient resistome. PLoS ONE, 2019, 14,
e0210363.

1.1 30

18725 Genome-wide identification and comparative analysis of alternative splicing across four legume
species. Planta, 2019, 249, 1133-1142. 1.6 16

18726 G418 induces programmed cell death in Acanthamoeba through the elevation of intracellular calcium
and cytochrome c translocation. Parasitology Research, 2019, 118, 641-651. 0.6 7

18727 Structure and function prediction of arsenate reductase from Deinococcus indicus DR1. Journal of
Molecular Modeling, 2019, 25, 15. 0.8 11

18728 Genome-wide analysis of the Hsf gene family in Brassica oleracea and a comparative analysis of the Hsf
gene family in B. oleracea, B. rapa and B. napus. Functional and Integrative Genomics, 2019, 19, 515-531. 1.4 44

18729 A nebulin superâ€•repeat panel reveals stronger actin binding toward the ends of the superâ€•repeat region.
Muscle and Nerve, 2019, 59, 116-121. 1.0 10

18730 Investigations into PoyH, a promiscuous protease from polytheonamide biosynthesis. Journal of
Industrial Microbiology and Biotechnology, 2019, 46, 551-563. 1.4 12

18731 High-throughput amplicon sequencing demonstrates extensive diversity of xylanase genes in the
sediment of soda lake Dabusu. Biotechnology Letters, 2019, 41, 409-418. 1.1 2

18732 Evidence for multiple ecological roles of Leptographium abietinum, a symbiotic fungus associated
with the North American spruce beetle. Fungal Ecology, 2019, 38, 62-70. 0.7 28

18733 De novo assembly of Vriesea carinata leaf transcriptome to identify candidate cysteine-proteases.
Gene, 2019, 691, 96-105. 1.0 1

18734
The E-helix is a central core in a conserved helical bundle involved in nucleotide binding and
transmembrane domain intercalation in the ABC transporter superfamily. International Journal of
Biological Macromolecules, 2019, 127, 95-106.

3.6 2

18735 Computational analysis in designing T cell epitopes enriched peptides of Ebola glycoprotein exhibiting
strong binding interaction with HLA molecules. Journal of Theoretical Biology, 2019, 465, 34-44. 0.8 19

18736
Impact of planktonic low nucleic acid-content bacteria to bacterial community structure and
associated ecological functions in a shallow lake. Science of the Total Environment, 2019, 658,
868-878.

3.9 28

18737
Comparative Proteomic Analysis of Slime from the Striped Pyjama Squid, <i>Sepioloidea lineolata</i>,
and the Southern Bottletail Squid, <i>Sepiadarium austrinum</i> (Cephalopoda: Sepiadariidae). Journal
of Proteome Research, 2019, 18, 890-899.

1.8 4

18738 Functional annotation of orthologs in metagenomes: a case study of genes for the transformation of
oceanic dimethylsulfoniopropionate. ISME Journal, 2019, 13, 1183-1197. 4.4 24

18739 Small is big in Arabidopsis mitochondrial ribosome. Nature Plants, 2019, 5, 106-117. 4.7 96

18740
Signatures of selection in the human antibody repertoire: Selective sweeps, competing subclones, and
neutral drift. Proceedings of the National Academy of Sciences of the United States of America, 2019,
116, 1261-1266.

3.3 71



1039

Citation Report

# Article IF Citations

18741
Genome-wide DNA methylation and transcriptomic profiles in the lifestyle strategies and asexual
development of the forest fungal pathogen <i>Heterobasidion parviporum</i>. Epigenetics, 2019, 14,
16-40.

1.3 11

18742
Remote tropical island colonization does not preclude symbiotic specialists: new evidence of
mycorrhizal specificity across the geographic distribution of the Hawaiian endemic
orchid<i>Anoectochilus sandvicensis</i>. Annals of Botany, 2019, 123, 657-666.

1.4 6

18743 Identification of a novel plant RNA virus species of the genus Amalgavirus in the family Amalgaviridae
from chia (Salvia hispanica). Genes and Genomics, 2019, 41, 507-514. 0.5 10

18744 Ion uptake pathways in European sea bass Dicentrarchus labrax. Gene, 2019, 692, 126-137. 1.0 24

18745 Srv2 Is a Pro-fission Factor that Modulates Yeast Mitochondrial Morphology and Respiration by
Regulating Actin Assembly. IScience, 2019, 11, 305-317. 1.9 15

18746 A cascade of biological invasions and parasite spillback in man-made Lake Kariba. Science of the Total
Environment, 2019, 659, 1283-1292. 3.9 31

18747 ATP released by intestinal bacteria limits the generation of protective IgA against enteropathogens.
Nature Communications, 2019, 10, 250. 5.8 63

18748 First report of sesame spot caused by Xanthomonas campestris pv. sesami in Sinaloa, Mexico. Canadian
Journal of Plant Pathology, 2019, 41, 296-300. 0.8 0

18749 The genetic diversity and evolution of diatom-diazotroph associations highlights traits favoring
symbiont integration. FEMS Microbiology Letters, 2019, 366, . 0.7 36

18750 Identification of Phytocyanin Gene Family in Legume Plants and their Involvement in Nodulation
of<i>Medicago truncatula</i>. Plant and Cell Physiology, 2019, 60, 900-915. 1.5 12

18751
Solving a thorny situation: DNA and morphology illuminate the evolution of the leaf beetle tribe
Dorynotini (Coleoptera: Chrysomelidae: Cassidinae). Zoological Journal of the Linnean Society, 2019,
185, 1123-1136.

1.0 4

18752 Underestimated and cryptic diversification patterns across Afroâ€•tropical lowland forests. Journal of
Biogeography, 2019, 46, 381-391. 1.4 22

18753 Respiratory Selenite Reductase from Bacillus selenitireducens Strain MLS10. Journal of Bacteriology,
2019, 201, . 1.0 37

18754 Examination and Reconstruction of Three Ancient Endogenous Parvovirus Capsid Protein Gene
Remnants Found in Rodent Genomes. Journal of Virology, 2019, 93, . 1.5 13

18755 Evaluating the usefulness of alignment filtering methods to reduce the impact of errors on
evolutionary inferences. BMC Evolutionary Biology, 2019, 19, 21. 3.2 96

18756 Genomic characterisation of the new Dickeya fangzhongdai species regrouping plant pathogens and
environmental isolates. BMC Genomics, 2019, 20, 34. 1.2 19

18757 Revisiting avian â€˜missingâ€™ genes from de novo assembled transcripts. BMC Genomics, 2019, 20, 4. 1.2 36

18758 PePIF1, a P-lineage of PIF-like transposable element identified in protocorm-like bodies of Phalaenopsis
orchids. BMC Genomics, 2019, 20, 25. 1.2 6



1040

Citation Report

# Article IF Citations

18759 High prevalence of persistently infected animals from bovine viral diarrhea in Colombian cattle. BMC
Veterinary Research, 2019, 15, 23. 0.7 3

18760 Multiple Introductions of Domestic Cat Feline Leukemia Virus in Endangered Florida Panthers1.
Emerging Infectious Diseases, 2019, 25, 92-101. 2.0 39

18761 Sequencing and Genomic Diversity Analysis of IncHI5 Plasmids. Frontiers in Microbiology, 2018, 9, 3318. 1.5 30

18762 Identification of Novel Potential Inhibitors of Pteridine Reductase 1 in Trypanosoma brucei via
Computational Structure-Based Approaches and in Vitro Inhibition Assays. Molecules, 2019, 24, 142. 1.7 21

18763
Linezolid- and Vancomycin-resistant Enterococcus faecium in Solid Organ Transplant Recipients:
Infection Control and Antimicrobial Stewardship Using Whole Genome Sequencing. Clinical
Infectious Diseases, 2019, 69, 259-265.

2.9 22

18764 Evaluating Statistical Multiple Sequence Alignment in Comparison to Other Alignment Methods on
Protein Data Sets. Systematic Biology, 2019, 68, 396-411. 2.7 23

18765 A human subcutaneous infection by <i>Microascus ennothomasiorum</i> sp. nov. Mycoses, 2019, 62,
157-164. 1.8 6

18766 Evolutionary origin of 2A-like sequences in Totiviridae genomes. Virus Research, 2019, 259, 1-9. 1.1 20

18767 Genotypic diversity and antifungal susceptibility of <i>Cryptococcus neoformans</i> isolates from
paediatric patients in China. Mycoses, 2019, 62, 171-180. 1.8 13

18768 Low-Bias RNA Sequencing of the HIV-2 Genome from Blood Plasma. Journal of Virology, 2019, 93, . 1.5 11

18769 Identification of mapk gene family in Lateolabrax maculatus and their expression profiles in response
to hypoxia and salinity challenges. Gene, 2019, 684, 20-29. 1.0 49

18770 De novo assembly and transcriptome of Pfaffia glomerata uncovers the role of photoautotrophy and
the P450 family genes in 20-hydroxyecdysone production. Protoplasma, 2019, 256, 601-614. 1.0 10

18771 Monitoring of in planta gene expression for xylan degradation and assimilation in the maize pathogen
Bipolaris maydis. Mycoscience, 2019, 60, 116-124. 0.3 1

18772 New insights into adaptation and population structure of cork oak using genotyping by sequencing.
Global Change Biology, 2019, 25, 337-350. 4.2 48

18773 Molecular authentication of Anthemis deserti Boiss. (Asteraceae) based on ITS2 region of nrDNA gene
sequence. Saudi Journal of Biological Sciences, 2019, 26, 155-159. 1.8 2

18774 EncoMPASS: an online database for analyzing structure and symmetry in membrane proteins. Nucleic
Acids Research, 2019, 47, D315-D321. 6.5 17

18775 Sex-Biased Dispersal Obscures Species Boundaries in Integrative Species Delimitation Approaches.
Systematic Biology, 2019, 68, 441-459. 2.7 21

18776 Genus delimitation, biogeography and diversification of <i>Choristoneura</i> Lederer (Lepidoptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Tortricidae) based on molecular evidence. Systematic Entomology, 2019, 44, 19-38.1.7 10



1041

Citation Report

# Article IF Citations

18777 Comparative genomics of the <i>Komagataeibacter</i> strainsâ€”Efficient bionanocellulose producers.
MicrobiologyOpen, 2019, 8, e00731. 1.2 51

18778
Effect of temperature on the microflora community composition in the digestive tract of the veined
rapa whelk (Rapana venosa) revealed by 16S rRNA gene sequencing. Comparative Biochemistry and
Physiology Part D: Genomics and Proteomics, 2019, 29, 145-153.

0.4 7

18779 Large-scale genomic analysis reveals recurrent patterns of intertypic recombination in human
enteroviruses. Virology, 2019, 526, 72-80. 1.1 36

18780 Do molecular phylogenies unravel the relationships among the evolutionary young â€œBrafordianâ€•
families (Copepoda; Calanoida)?. Molecular Phylogenetics and Evolution, 2019, 130, 330-345. 1.2 6

18781 PLENTY, a hydroxyprolineO-arabinosyltransferase, negatively regulates root nodule symbiosis inLotus
japonicus. Journal of Experimental Botany, 2019, 70, 507-517. 2.4 23

18782
A new full-length circular DNA sequencing method for viral-sized genomes reveals that RNAi
transgenic plants provoke a shift in geminivirus populations in the field. Nucleic Acids Research, 2019,
47, e9-e9.

6.5 21

18783
Comparison of long-term ceramic membrane bioreactors without and with in-situ ozonation in
wastewater treatment: Membrane fouling, effluent quality and microbial community. Science of the
Total Environment, 2019, 652, 788-799.

3.9 47

18784 Multipartite genomes and the sRNome in response to temperature stress of an Arctic
<i>Pseudoalteromonas fuliginea</i> BSW20308. Environmental Microbiology, 2019, 21, 272-285. 1.8 9

18785 Genomic and Transcriptomic Basis of Hanseniaspora vineae's Impact on Flavor Diversity and Wine
Quality. Applied and Environmental Microbiology, 2019, 85, . 1.4 51

18786 Virulence behavior of uropathogenic <i>Escherichia coli</i> strains in the host model
<i>Caenorhabditis elegans</i>. MicrobiologyOpen, 2019, 8, e00756. 1.2 16

18787 Systematics of Onobrychis sect. Heliobrychis (Fabaceae): morphology and molecular phylogeny
revisited. Plant Systematics and Evolution, 2019, 305, 33-48. 0.3 5

18788 iEKPD 2.0: an update with rich annotations for eukaryotic protein kinases, protein phosphatases and
proteins containing phosphoprotein-binding domains. Nucleic Acids Research, 2019, 47, D344-D350. 6.5 22

18789 Epidemiology of tickâ€•borne pathogens in the semiâ€•arid and the arid agroâ€•ecological zones of Punjab
province, Pakistan. Transboundary and Emerging Diseases, 2019, 66, 526-536. 1.3 49

18790 Identification of superior cellulase secretion phenotypes in haploids derived from
natural<i>Saccharomyces cerevisiae</i>isolates. FEMS Yeast Research, 2019, 19, . 1.1 13

18791 PER extended-spectrum Î²-lactamases originate from Pararheinheimera spp. International Journal of
Antimicrobial Agents, 2019, 53, 158-164. 1.1 12

18792 Correlates of ecological dominance within <i>Pheidole</i> ants (Hymenoptera: Formicidae).
Ecological Entomology, 2019, 44, 163-171. 1.1 10

18793 Differential involvement of the three nuclear estrogen receptors during oogenesis in European sea
bass (<i>Dicentrarchus labrax</i>)â€ . Biology of Reproduction, 2019, 100, 757-772. 1.2 6

18794 Dynamic characteristics of the mitochondrial genome in SCNT pigs. Biological Chemistry, 2019, 400,
613-623. 1.2 5



1042

Citation Report

# Article IF Citations

18795 Paenibacillus amylolyticus 27C64 has a diverse set of carbohydrate-active enzymes and complete pectin
deconstruction system. Journal of Industrial Microbiology and Biotechnology, 2019, 46, 1-11. 1.4 9

18796
Co-introduction success of monogeneans infecting the fisheries target Limnothrissa miodon differs
between two non-native areas: the potential of parasites as a tag for introduction pathway. Biological
Invasions, 2019, 21, 757-773.

1.2 10

18797 There it is! Fusarium pseudograminearum did not lose the fusaristatin gene cluster after all. Fungal
Biology, 2019, 123, 10-17. 1.1 12

18798 Exploring Chihuahuan Desert diversification in the gray-banded kingsnake, Lampropeltis alterna
(Serpentes: Colubridae). Molecular Phylogenetics and Evolution, 2019, 131, 211-218. 1.2 16

18799 A bacterial DNA repair pathway specific to a natural antibiotic. Molecular Microbiology, 2019, 111,
338-353. 1.2 19

18800 Isolation and Characterization of a Distinct Influenza A Virus from Egyptian Bats. Journal of Virology,
2019, 93, . 1.5 42

18801 Patterns of mutation within an emerging endemic lineage of <scp>HEV</scp>â€•3a. Journal of Viral
Hepatitis, 2019, 26, 191-198. 1.0 5

18802
Independent evolution of porcine reproductive and respiratory syndrome virus 2 with genetic
heterogeneity in antigenic regions of structural proteins in Korea. Archives of Virology, 2019, 164,
213-224.

0.9 10

18803
Isotope discrimination by form IC RubisCO from <i>Ralstonia eutropha</i> and <i>Rhodobacter
sphaeroides</i>, metabolically versatile members of â€˜<i>Proteobacteria</i>â€™ from aquatic and soil
habitats. Environmental Microbiology, 2019, 21, 72-80.

1.8 19

18804 No evidence of quantitative signal honesty across species of aposematic burnet moths (Lepidoptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (Zygaenidae). Journal of Evolutionary Biology, 2019, 32, 31-48.0.8 10

18805 Prophage Diversity of â€˜<i>Candidatus</i> Liberibacter asiaticusâ€™ Strains in California. Phytopathology,
2019, 109, 551-559. 1.1 34

18806
Chitin synthesis and degradation in Lepeophtheirus salmonis: Molecular characterization and gene
expression profile during synthesis of a new exoskeleton. Comparative Biochemistry and Physiology
Part A, Molecular &amp; Integrative Physiology, 2019, 227, 123-133.

0.8 13

18807 A Steric Gating Mechanism Dictates the Substrate Specificity of a Rab-GEF. Developmental Cell, 2019, 48,
100-114.e9. 3.1 49

18808 Pneumococcal quorum sensing drives an asymmetric ownerâ€“intruder competitive strategy during
carriage via the competence regulon. Nature Microbiology, 2019, 4, 198-208. 5.9 43

18809 Cyanate and urea are substrates for nitrification by Thaumarchaeota in the marine environment.
Nature Microbiology, 2019, 4, 234-243. 5.9 103

18810 Biogeography of thermophiles and predominance of Thermus scotoductus in domestic water heaters.
Extremophiles, 2019, 23, 119-132. 0.9 4

18811 Fall webworm genomes yield insights into rapid adaptation of invasive species. Nature Ecology and
Evolution, 2019, 3, 105-115. 3.4 82

18812 Unexpected birdâ€“feather mite associations revealed by DNA metabarcoding uncovers a dynamic
ecoevolutionary scenario. Molecular Ecology, 2019, 28, 379-390. 2.0 21



1043

Citation Report

# Article IF Citations

18813 A small cysteineâ€•rich protein from two kingdoms of microbes is recognized as a novel
pathogenâ€•associated molecular pattern. New Phytologist, 2019, 222, 995-1011. 3.5 96

18814 Recent lake expansion triggered the adaptive radiation of freshwater snails in the ancient Lake Biwa.
Evolution Letters, 2019, 3, 43-54. 1.6 23

18815 Eukaryotic Circular Rep-Encoding Single-Stranded DNA (CRESS DNA) Viruses: Ubiquitous Viruses With
Small Genomes and a Diverse Host Range. Advances in Virus Research, 2019, 103, 71-133. 0.9 151

18816
DNA barcoding of large oak-living cerambycids: diagnostic tool, phylogenetic insights and natural
hybridization between Cerambyx cerdo and Cerambyx welensii (Coleoptera: Cerambycidae). Bulletin of
Entomological Research, 2019, 109, 583-594.

0.5 16

18817
HIV-1 DNA Is Maintained in Antigen-Specific CD4+ T Cell Subsets in Patients on Long-Term Antiretroviral
Therapy Regardless of Recurrent Antigen Exposure. AIDS Research and Human Retroviruses, 2019, 35,
112-120.

0.5 16

18818 Whole-genome sequence of the oriental lung fluke<i>Paragonimus westermani</i>. GigaScience, 2019,
8, . 3.3 29

18819 The draft genomes of five agriculturally important African orphan crops. GigaScience, 2019, 8, . 3.3 108

18820 A polyphasic approach to the delimitation of diatom species: a case study for the genus
<i>Pinnularia</i> (Bacillariophyta). Journal of Phycology, 2019, 55, 365-379. 1.0 15

18821 Phylogeography of a widespread lizard complex reflects patterns of both geographic and ecological
isolation. Molecular Ecology, 2019, 28, 644-657. 2.0 23

18822 A comparative study of the efficiency of HCV NS3/4A protease drugs against different HCV genotypes
using in silico approaches. Life Sciences, 2019, 217, 176-184. 2.0 7

18823 Impacts of Cys392, Asp393, and ATP on the FAD Binding, Photoreduction, and the Stability of the Radical
State of Chlamydomonas reinhardtii Cryptochrome. ChemBioChem, 2019, 20, 940-948. 1.3 4

18824 Enzymes of glycerol-3-phosphate pathway in triacylglycerol synthesis in plants: Function,
biotechnological application and evolution. Progress in Lipid Research, 2019, 73, 46-64. 5.3 28

18825 ARGDIT: a validation and integration toolkit for Antimicrobial Resistance Gene Databases.
Bioinformatics, 2019, 35, 2466-2474. 1.8 12

18826 Whole Genome Sequencing detects Inter-Facility Transmission of Carbapenem-resistant Klebsiella
pneumoniae. Journal of Infection, 2019, 78, 187-199. 1.7 26

18827 Inner ear development in cyclostomes and evolution of the vertebrate semicircular canals. Nature,
2019, 565, 347-350. 13.7 44

18828 TheSuhomycesclade: from single isolate to multiple species to disintegrating sex loci. FEMS Yeast
Research, 2019, 19, . 1.1 10

18829
Outbreak of viral haemorrhagic septicaemia (<scp>VHS</scp>) in lumpfish (<i>Cyclopterus lumpus</i>)
in Iceland caused by <scp>VHS</scp> virus genotype <scp>IV</scp>. Journal of Fish Diseases, 2019, 42,
47-62.

0.9 28

18830
Human Immunodeficiency Virus (HIV)-1 Transmission Among Persons With Acute HIV-1 Infection in
Malawi: Demographic, Behavioral, and Phylogenetic Relationships. Clinical Infectious Diseases, 2019,
69, 853-860.

2.9 3



1044

Citation Report

# Article IF Citations

18831 Genome and Transcriptome Sequencing of the Astaxanthin-Producing Green
Microalga,<i>Haematococcus pluvialis</i>. Genome Biology and Evolution, 2019, 11, 166-173. 1.1 52

18832 CYP76B74 Catalyzes the 3â€²â€²-Hydroxylation of Geranylhydroquinone in Shikonin Biosynthesis. Plant
Physiology, 2019, 179, 402-414. 2.3 33

18833
Diversity in CO <sub>2</sub> -Concentrating Mechanisms among Chemolithoautotrophs from the
Genera <i>Hydrogenovibrio</i> , <i>Thiomicrorhabdus</i> , and <i>Thiomicrospira</i> , Ubiquitous in
Sulfidic Habitats Worldwide. Applied and Environmental Microbiology, 2019, 85, .

1.4 25

18834 Resuscitation of anammox bacteria after &amp;gt;10,000 years of dormancy. ISME Journal, 2019, 13,
1098-1109. 4.4 51

18835
A Novel R2R3-MYB Transcription Factor Contributes to Petal Blotch Formation by Regulating
Organ-Specific Expression of<i>PsCHS</i>in Tree Peony (<i>Paeonia suffruticosa</i>). Plant and Cell
Physiology, 2019, 60, 599-611.

1.5 77

18836 Genome mining reveals uncommon alkylpyrones as type III PKS products from myxobacteria. Journal of
Industrial Microbiology and Biotechnology, 2019, 46, 319-334. 1.4 30

18837 Molecular phylogeny and morphology of Elatostema s.l. (Urticaceae): Implications for inter- and
infrageneric classifications. Molecular Phylogenetics and Evolution, 2019, 132, 251-264. 1.2 15

18838
Habitat-specificity and diversity of culturable cold-adapted yeasts of a cold-based glacier in the
Tianshan Mountains, northwestern China. Applied Microbiology and Biotechnology, 2019, 103,
2311-2327.

1.7 12

18839
Nephrocystidium pickii Weissenberg, 1921 belongs to Myxozoa (Cnidaria) but is not conspecific with
Myxidium lieberkuehni BÃ¼tschli, 1882 (Myxozoa: Bivalvulida: Variisporina: Myxidiidae):
molecular-genetic evidence. Systematic Parasitology, 2019, 96, 15-22.

0.5 1

18840 IGFBP-rP1, a strongly conserved member of the androgenic hormone signalling pathway in Isopoda.
General and Comparative Endocrinology, 2019, 272, 9-19. 0.8 4

18841
Cryptic diversity in Brazilian endemic monkey frogs (Hylidae, Phyllomedusinae, Pithecopus) revealed by
multispecies coalescent and integrative approaches. Molecular Phylogenetics and Evolution, 2019, 132,
105-116.

1.2 19

18842
Phylogeny and acoustic signal evolution of a pure tone song katydid <i>Pseudophyllus titan</i>
(Orthoptera: Tettigoniidae) based on the complete mitogenome. Mitochondrial DNA Part A: DNA
Mapping, Sequencing, and Analysis, 2019, 30, 385-396.

0.7 14

18843 VIRULIGN: fast codon-correct alignment and annotation of viral genomes. Bioinformatics, 2019, 35,
1763-1765. 1.8 59

18844 Towards takeâ€•all control: a Câ€•21Î² oxidase required for acylation of triterpene defence compounds in
oat. New Phytologist, 2019, 221, 1544-1555. 3.5 25

18845 Continued reassortment of avian H6 influenza viruses from Southern China, 2014â€“2016.
Transboundary and Emerging Diseases, 2019, 66, 592-598. 1.3 19

18846
Identification and comprehensive analysis of the characteristics and roles of leucine-rich repeat
receptor-like protein kinase (LRR-RLK) genes in Sedum alfredii Hance responding to cadmium stress.
Ecotoxicology and Environmental Safety, 2019, 167, 95-106.

2.9 16

18847 <i>Acinetobacter baumannii</i> OxyR Regulates the Transcriptional Response to Hydrogen Peroxide.
Infection and Immunity, 2019, 87, . 1.0 48

18848 Identification of Rickettsial Infections (<i>Rickettsia</i> sp. TH2014) in <i>Ctenocephalides orientis</i>
Fleas (Siphonaptera: Pulicidae). Journal of Medical Entomology, 2019, 56, 526-532. 0.9 4



1045

Citation Report

# Article IF Citations

18849
Multilocus phylogeny and revised classification for mountain dragons of the genus<i>Japalura
s.l</i>. (Reptilia: Agamidae: Draconinae) from Asia. Zoological Journal of the Linnean Society, 2019, 185,
246-267.

1.0 21

18850 The Interaction between ORF18 and ORF30 Is Required for Late Gene Expression in Kaposi's
Sarcoma-Associated Herpesvirus. Journal of Virology, 2019, 93, . 1.5 20

18851 Genetic, evolutionary and phylogenetic aspects of the plastome of annatto (Bixa orellana L.), the
Amazonian commercial species of natural dyes. Planta, 2019, 249, 563-582. 1.6 15

18852 What are the roles of taxon sampling and model fit in tests of cyto-nuclear discordance using avian
mitogenomic data?. Molecular Phylogenetics and Evolution, 2019, 130, 132-142. 1.2 30

18853 Near-complete phylogeny and taxonomic revision of the worldâ€™s babblers (Aves: Passeriformes).
Molecular Phylogenetics and Evolution, 2019, 130, 346-356. 1.2 72

18854 From proteins to polysaccharides: lifestyle and genetic evolution of <i>Coprothermobacter
proteolyticus</i>. ISME Journal, 2019, 13, 603-617. 4.4 30

18855
Expression and characterization of silkworm Bombyx mori Î²-1,2-N-acetylglucosaminyltransferase II, a
key enzyme for complex-type N-glycan biosynthesis. Journal of Bioscience and Bioengineering, 2019, 127,
273-280.

1.1 8

18856
Molecular characteristics and induction profiles of hypoxia-inducible factor-1Î±and other basic
helixâ€“loopâ€“helix and Perâ€“Arntâ€“Sim domain-containing proteins identified in a carcinogenic liver
flukeClonorchis sinensis. Parasitology, 2019, 146, 176-186.

0.7 2

18857
Towards a global phylogeny of freshwater mussels (Bivalvia: Unionida): Species delimitation of
Chinese taxa, mitochondrial phylogenomics, and diversification patterns. Molecular Phylogenetics
and Evolution, 2019, 130, 45-59.

1.2 48

18858 Ragweeds and relatives: Molecular phylogenetics of Ambrosiinae (Asteraceae). Molecular
Phylogenetics and Evolution, 2019, 130, 104-114. 1.2 4

18859 A combined lipidomic and 16S <scp>rRNA</scp> gene amplicon sequencing approach reveals archaeal
sources of intact polar lipids in the stratified Black Sea water column. Geobiology, 2019, 17, 91-109. 1.1 58

18860 Reconstructing the phylogeny of new world monkeys (platyrrhini): evidence from multiple
non-coding loci. Environmental Epigenetics, 2019, 65, 579-588. 0.9 18

18861 High-Throughput Reconstruction of Ancestral Protein Sequence, Structure, and Molecular Function.
Methods in Molecular Biology, 2019, 1851, 135-170. 0.4 15

18862 Evolutionary distribution of deoxynucleoside 5-monophosphate N-glycosidase, DNPH1. Gene, 2019, 683,
1-11. 1.0 3

18863 Prevalence and Genome Characterization of Field Isolates of Sugarcane Mosaic Virus (SCMV) in
Nigeria. Plant Disease, 2019, 103, 818-824. 0.7 8

18864 Remarkable morphological variation in the proboscis of<i>Neorhadinorhynchus nudus</i>(Harada,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (1938) (Acanthocephala: Echinorhynchida). Parasitology, 2019, 146, 348-355.0.7 12

18865 Characterization of CRISPRâ€•Cas systems in the <i>Ralstonia solanacearum</i> species complex.
Molecular Plant Pathology, 2019, 20, 223-239. 2.0 12

18866 A Hybrid Bioâ€”Inspired Algorithm for Protein Domain Problems. EAI/Springer Innovations in
Communication and Computing, 2019, , 291-311. 0.9 1



1046

Citation Report

# Article IF Citations

18867 A short LysM protein with high molecular diversity from an arbuscular mycorrhizal fungus,
Rhizophagus irregularis. Mycoscience, 2019, 60, 63-70. 0.3 15

18868 Niche and fitness differences determine invasion success and impact in laboratory bacterial
communities. ISME Journal, 2019, 13, 402-412. 4.4 64

18869 <scp>DNA</scp> Barcoding as useful tool to identify crop pest flea beetles of Turkey. Journal of
Applied Entomology, 2019, 143, 105-117. 0.8 9

18870 Reliability of Docking-Based Virtual Screening for GPCR Ligands with Homology Modeled Structures:
A Case Study of the Angiotensin II Type I Receptor. ACS Chemical Neuroscience, 2019, 10, 677-689. 1.7 23

18871
Unravelling relationships among the shared stripes of sailors: Mitogenomic phylogeny of Limenitidini
butterflies (Lepidoptera, Nymphalidae, Limenitidinae), focusing on the genera Athyma and Limenitis.
Molecular Phylogenetics and Evolution, 2019, 130, 60-66.

1.2 9

18872
Functional characterization and comparative analysis of two heterologous endoglucanases from
diverging subfamilies of glycosyl hydrolase family 45. Enzyme and Microbial Technology, 2019, 120,
23-35.

1.6 22

18873
Phylogeny, biogeography and divergence times of <i>Astragalus</i> section <i>Incani</i> DC.
(Fabaceae) inferred from nrDNA ITS and plastid <i>rpl</i>32<i>â€•trn</i>L<sub>(UAG)</sub> sequences.
Nordic Journal of Botany, 2019, 37, .

0.2 9

18874 A new species of the genus Intoshella Darboux, 1899 (Polychaeta: Polynoidae) commensal with a
deep-sea sponge from a seamount near the Mariana Trench. Marine Biodiversity, 2019, 49, 1479-1488. 0.3 3

18875 Genome-wide analysis of the barley non-specific lipid transfer protein gene family. Crop Journal, 2019,
7, 65-76. 2.3 25

18876 High intraspecific diversity of <i>Restorerâ€•ofâ€•fertilityâ€•like</i> genes in barley. Plant Journal, 2019, 97,
281-295. 2.8 24

18877 Metagenomic analysis of nitrogenâ€•cycling genes in upper Mississippi river sediment with mussel
assemblages. MicrobiologyOpen, 2019, 8, e00739. 1.2 10

18878 Is CYP1B1 involved in the metabolism of dioxins in the pig?. Biochimica Et Biophysica Acta - General
Subjects, 2019, 1863, 291-303. 1.1 3

18879
Comparative analysis of spleen transcriptome detects differences in evolutionary adaptation of
immune defense functions in bighead carp and silver carp. Fish and Shellfish Immunology, 2019, 84,
148-157.

1.6 12

18880 Genetic and Genome Analyses Reveal Genetically Distinct Populations of the Bee Pathogen Nosema
ceranae from Thailand. Microbial Ecology, 2019, 77, 877-889. 1.4 8

18881 Genome analyses of uncultured TG2/ZB3 bacteria in â€˜Margulisbacteriaâ€™ specifically attached to
ectosymbiotic spirochetes of protists in the termite gut. ISME Journal, 2019, 13, 455-467. 4.4 55

18882
Macaca arctoides gammaherpesvirus 1 (strain herpesvirus Macaca arctoides): virus sequence,
phylogeny and characterisation of virus-transformed macaque and rabbit cell lines. Medical
Microbiology and Immunology, 2019, 208, 109-129.

2.6 0

18883 Pangenomic comparison of globally distributed Poribacteria associated with sponge hosts and marine
particles. ISME Journal, 2019, 13, 468-481. 4.4 63

18884 Kleptoplastidic benthic foraminifera from aphotic habitats: insights into assimilation of inorganic C,
N and S studied with subâ€•cellular resolution. Environmental Microbiology, 2019, 21, 125-141. 1.8 41



1047

Citation Report

# Article IF Citations

18885 The BioCyc collection of microbial genomes and metabolic pathways. Briefings in Bioinformatics, 2019,
20, 1085-1093. 3.2 582

18886 MG-RAST version 4â€”lessons learned from a decade of low-budget ultra-high-throughput metagenome
analysis. Briefings in Bioinformatics, 2019, 20, 1151-1159. 3.2 98

18887 Integrative systematics of Placida cremoniana (Trinchese, 1892) (Gastropoda, Heterobranchia,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (Sacoglossa) reveals multiple pseudocryptic species. Marine Biodiversity, 2019, 49, 357-371.0.3 10

18888 Living with a giant parchment tube worm: a description of a new nudibranch species (Gastropoda:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Heterobranchia) associated with the annelid Chaetopterus. Marine Biodiversity, 2019, 49, 289-300.0.3 11

18889 Two new species of the genus Aldisa Bergh, 1878 (Gastropoda, Heterobranchia, Nudibranchia) from
southern Mozambique. Marine Biodiversity, 2019, 49, 43-56. 0.3 2

18890
In-Silico Construction of Phylogenetic Relationships Between Ampullariidae and Viviparidae Families
(Gastropoda: Caenogastropoda) Using Partial Mitochondrial COI Sequences. Proceedings of the
Zoological Society, 2019, 72, 97-101.

0.4 1

18891 The evolution, distribution and diversity of endogenous circoviral elements in vertebrate genomes.
Virus Research, 2019, 262, 15-23. 1.1 27

18892 Hippo pathway regulates somatic development and cell proliferation of silkworm. Genomics, 2019, 111,
391-397. 1.3 7

18893 Recent development of antiSMASH and other computational approaches to mine secondary metabolite
biosynthetic gene clusters. Briefings in Bioinformatics, 2019, 20, 1103-1113. 3.2 118

18894 Identifiability of Phylogenetic Parameters from k-mer Data Under the Coalescent. Bulletin of
Mathematical Biology, 2019, 81, 431-451. 0.9 1

18895 Gray Computing: A Framework for Computing with Background JavaScript Tasks. IEEE Transactions on
Software Engineering, 2019, 45, 171-193. 4.3 3

18896 Coiled-coil oligomerization controls localization of the plasma membrane REMORINs. Journal of
Structural Biology, 2019, 206, 12-19. 1.3 23

18897 First record of the stalked jellyfish Haliclystus tenuis Kishinouye, 1910 (Cnidaria: Staurozoa) in
Atlantic waters. Marine Biodiversity, 2019, 49, 1061-1066. 0.3 6

18898 Phylogenetics and species delimitation of two hydrozoa (phylum Cnidaria): Turritopsis (McCrady, 1857)
and Pennaria (Goldfuss, 1820). Marine Biodiversity, 2019, 49, 1085-1100. 0.3 23

18899 Genetic variation and potential coinfection of <i>Wolbachia</i> among widespread Asian citrus
psyllid (<i>Diaphorina citri</i> Kuwayama) populations. Insect Science, 2019, 26, 671-682. 1.5 21

18900 <i>Metaxonchium toroense</i> n. sp. (Nematoda, Dorylaimida, Belondiridae) from Costa Rica, with the
first molecular study of a representative of the genus. Journal of Helminthology, 2019, 93, 100-108. 0.4 4

18901
Two new species of Cardicola (Trematoda: Aporocotylidae) from the damselfish Abudefduf whitleyi
(Perciformes: Pomacentridae) and the triggerfish Sufflamen chrysopterum (Tetraodontiformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 97 Td (Balistidae). Marine Biodiversity, 2019, 49, 2209-2219.0.3 5

18902 Morphological and molecular data support recognition of a new rupicolous species of
<i>Pinguicula</i> (<i>Lentibulariaceae</i>) from the Iberian Peninsula. Plant Biosystems, 2019, 153, 77-87. 0.8 1



1048

Citation Report

# Article IF Citations

18903
Impact of Orogeny and Environmental Change on Genetic Divergence and Demographic History of
Dipus sagitta (Dipodoidea, Dipodinae) since the Pliocene in Inland East Asia. Journal of Mammalian
Evolution, 2019, 26, 253-266.

1.0 12

18904 Bi-Level Error Correction for PacBio Long Reads. IEEE/ACM Transactions on Computational Biology
and Bioinformatics, 2020, 17, 899-905. 1.9 0

18905
Anaerobic biological treatment of industrial saline wastewater: fixed bed reactor performance and
analysis of the microbial community structure and abundance. Environmental Technology (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 657 Td (Kingdom), 2020, 41, 1715-1725.1.2 4

18906
Lineages of Tuco-Tucos (Ctenomyidae: Rodentia) from Midwest and Northern Brazil: Late Irradiations
of Subterranean Rodents Towards the Amazon Forest. Journal of Mammalian Evolution, 2020, 27,
161-176.

1.0 17

18907 Deleterious Non-Synonymous Single Nucleotide Polymorphism Predictions on Human Transcription
Factors. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2020, 17, 327-333. 1.9 4

18908 Improving our conservation genetic toolkit: ddRAD-seq for SNPs in snow leopards. Conservation
Genetics Resources, 2020, 12, 257-261. 0.4 14

18909
Evidence of doubly uniparental inheritance of the mitochondrial<scp>DNA</scp>in<i>Polititapes
rhomboides</i>(Bivalvia, Veneridae): Evolutionary and population genetic analysis of F and M
mitotypes. Journal of Zoological Systematics and Evolutionary Research, 2020, 58, 541-560.

0.6 7

18910 Accounting for Uncertainty in the Evolutionary Timescale of Green Plants Through
Clock-Partitioning and Fossil Calibration Strategies. Systematic Biology, 2020, 69, 1-16. 2.7 55

18911 <i>Rhabdias glaurungi</i> sp. nov. (Nematoda: Rhabdiasidae), parasite of <i>Scinax</i> gr. <i>ruber</i>
(Laurenti, 1768) (Anura: Hylidae), from the Brazilian Amazon. Journal of Helminthology, 2020, 94, e54. 0.4 5

18912 Developing quantitative PCR assays to detect threatened and invasive freshwater turtles in Hong
Kong using environmental DNA. Conservation Genetics Resources, 2020, 12, 293-300. 0.4 3

18913 Elucidation of drug resistance mutations in Mycobacterium tuberculosis isolates from North India by
whole-genome sequencing. Journal of Global Antimicrobial Resistance, 2020, 20, 11-15. 0.9 6

18914 Genomic and mitochondrial evidence of ancient isolations and extreme introgression in the
four-lined snake. Environmental Epigenetics, 2020, 66, 99-111. 0.9 13

18915 Complete genome sequence of Desulfobacter hydrogenophilus AcRS1. Marine Genomics, 2020, 50,
100691. 0.4 7

18916 Characterization of the complete mitochondrial genome of Uca lacteus and comparison with other
Brachyuran crabs. Genomics, 2020, 112, 10-19. 1.3 30

18917 A review of alignment based similarity measures for web usage mining. Artificial Intelligence Review,
2020, 53, 1529-1551. 9.7 8

18918 Alphacoronavirus Detection in Lungs, Liver, and Intestines of Bats from Brazil. Microbial Ecology,
2020, 79, 203-212. 1.4 16

18919 Human LC3 and GABARAP subfamily members achieve functional specificity via specific structural
modulations. Autophagy, 2020, 16, 239-255. 4.3 53

18920 Identification, characterization and expression profiling of cation-proton antiporter superfamily in
Triticum aestivum L. and functional analysis of TaNHX4-B. Genomics, 2020, 112, 356-370. 1.3 45



1049

Citation Report

# Article IF Citations

18921
Comparative phylogenetic analysis of aquaporins provides insight into the gene family expansion and
evolution in plants and their role in drought tolerant and susceptible chickpea cultivars. Genomics,
2020, 112, 263-275.

1.3 27

18922 Pierce into the Native Structure of Ata, a Trimeric Autotransporter of Acinetobacter baumannii ATCC
17978. International Journal of Peptide Research and Therapeutics, 2020, 26, 1269-1282. 0.9 8

18923 Adaptive signals of flowering time pathways in wild barley from Israel over 28 generations. Heredity,
2020, 124, 62-76. 1.2 13

18924 Determining amino acid scores of the genetic code table: Complementarity, structure, function and
evolution. BioSystems, 2020, 187, 104026. 0.9 14

18925 Molecular phylogeny of mitochondrial DNA: Shrimp species identification by multiplex and real-time
PCR. Food Control, 2020, 108, 106868. 2.8 10

18926 Siblings with typhoid fever: An investigation of intrafamilial transmission, clonality, and antibiotic
susceptibility. Travel Medicine and Infectious Disease, 2020, 34, 101498. 1.5 2

18927
Characterization of the Complete Genome and P0 Protein for a Previously Unreported Genotype of
Cotton Leafroll Dwarf Virus, an Introduced Polerovirus in the United States. Plant Disease, 2020, 104,
780-786.

0.7 24

18928 Revisiting Seed Transmission of the Type Strain of <i>Tomato yellow leaf curl virus</i> in Tomato
Plants. Phytopathology, 2020, 110, 121-129. 1.1 29

18929 Phylogenetic relationships and systematics of the Amazonian poison frog genus Ameerega using
ultraconserved genomic elements. Molecular Phylogenetics and Evolution, 2020, 142, 106638. 1.2 17

18930 Characterization of a Saccharum spontaneum with a basic chromosome number of xâ€‰=â€‰10 provides new
insights on genome evolution in genus Saccharum. Theoretical and Applied Genetics, 2020, 133, 187-199. 1.8 42

18931 Horizontal acquisition of a patchwork Calvin cycle by symbiotic and free-living Campylobacterota
(formerly Epsilonproteobacteria). ISME Journal, 2020, 14, 104-122. 4.4 55

18932 Five new morphological types of virgulate and microcotylous xiphidiocercariae based on
morphological and molecular phylogenetic analyses. Journal of Helminthology, 2020, 94, e94. 0.4 8

18933 Metarhizium brachyspermum sp. nov. (Clavicipitaceae), a new species parasitic on Elateridae from Japan.
Mycoscience, 2020, 61, 37-42. 0.3 8

18934

Description of Palleronia rufa sp. nov., a biofilm-forming and AHL-producing Rhodobacteraceae,
reclassification of Hwanghaeicola aestuarii as Palleronia aestuarii comb. nov., Maribius pontilimi as
Palleronia pontilimi comb. nov., Maribius salinus as Palleronia salina comb. nov., Maribius pelagius as
Palleronia pelagia comb. nov. and emended description of the genus Palleronia. Systematic and Applied
Microbiology, 2020, 43, 126018.

1.2 29

18935 African Basil (<i>Ocimum gratissimum</i>) Is a Reservoir of Divergent Begomoviruses in Uganda. Plant
Disease, 2020, 104, 853-859. 0.7 4

18936 Polioencephalomyelitis in Domestic Swine Associated With Porcine Astrovirus Type 3. Veterinary
Pathology, 2020, 57, 82-89. 0.8 25

18937 Convergent Evolution of Hydrogenosomes from Mitochondria by Gene Transfer and Loss. Molecular
Biology and Evolution, 2020, 37, 524-539. 3.5 38

18938 Satellite DNA content of B chromosomes in the characid fish Characidium gomesi supports their
origin from sex chromosomes. Molecular Genetics and Genomics, 2020, 295, 195-207. 1.0 22



1050

Citation Report

# Article IF Citations

18939 Molecular and morphological characterization of rice phylloplane fungi and determination of the
antagonistic activity against rice pathogens. Microbiological Research, 2020, 231, 126353. 2.5 5

18940 Identification of coevolution sites and evolution history for neuraminidase of human influenza A
viruses. Journal of Infection, 2020, 80, 232-254. 1.7 1

18941 Development of a reverse transcription-loop-mediated isothermal amplification assay for the
detection of parrot bornavirus 4. Journal of Virological Methods, 2020, 275, 113749. 1.0 2

18942 Cultivable fungi from deep-sea oil reserves in the Gulf of Mexico: Genetic signatures in response to
hydrocarbons. Marine Environmental Research, 2020, 153, 104816. 1.1 23

18943
Scratching the surface of subterranean biodiversity: Molecular analysis reveals a diverse and
previously unknown fauna of Parabathynellidae (Crustacea: Bathynellacea) from the Pilbara, Western
Australia. Molecular Phylogenetics and Evolution, 2020, 142, 106643.

1.2 14

18944 Serial horizontal transfer of vitamin-biosynthetic genes enables the establishment of new nutritional
symbionts in aphidsâ€™ di-symbiotic systems. ISME Journal, 2020, 14, 259-273. 4.4 79

18945 Probing the effect of a plus 1bp frameshift mutation in protein-DNA interface of domestication gene,
<i>NAMB1</i>, in wheat. Journal of Biomolecular Structure and Dynamics, 2020, 38, 3633-3647. 2.0 14

18946 Candidate Gene Networks for Acylsugar Metabolism and Plant Defense in Wild Tomato <i>Solanum
pennellii</i>. Plant Cell, 2020, 32, 81-99. 3.1 25

18947 Geometrical characterization of T cell receptor binding modes reveals classâ€•specific binding to
maximize access to antigen. Proteins: Structure, Function and Bioinformatics, 2020, 88, 503-513. 1.5 15

18948 Global parasite trafficking: Asian Gyrodactylus (Monogenea) arrived to the U.S.A. via invasive fish
Misgurnus anguillicaudatus as a threat to amphibians. Biological Invasions, 2020, 22, 391-402. 1.2 9

18949
Life history and host range determination of <i>Paectes</i> n. sp. â€“ a potential classical biological
control agent of Brazilian peppertree in the United States. Biocontrol Science and Technology, 2020,
30, 1-18.

0.5 4

18950
Comparative genome/transcriptome analysis probes Boraginales' phylogenetic position, WGDs in
Boraginales, and key enzyme genes in the alkannin/shikonin core pathway. Molecular Ecology
Resources, 2020, 20, 228-241.

2.2 24

18951 Genome sequencing of the Australian wild diploid species <i>Gossypium australe</i> highlights
disease resistance and delayed gland morphogenesis. Plant Biotechnology Journal, 2020, 18, 814-828. 4.1 61

18952 Stairway to translocation: AAA+ motor structures reveal the mechanisms of ATPâ€•dependent substrate
translocation. Protein Science, 2020, 29, 407-419. 3.1 87

18953 Investigation of a New Typeâ€…I Baeyerâ€“Villiger Monooxygenase from <i>Amycolatopsis thermoflava</i>
Revealed High Thermodynamic but Limited Kinetic Stability. ChemBioChem, 2020, 21, 971-977. 1.3 6

18954 Denitrifying Microbial Community Structure and bamA Gene Diversity of Phenol Degraders in Soil
Contaminated from the Coking Process. Applied Biochemistry and Biotechnology, 2020, 190, 966-981. 1.4 11

18955 Molecular and pathological characterization of teat papillomatosis in dairy cows in southern Brazil.
Brazilian Journal of Microbiology, 2020, 51, 369-375. 0.8 8

18956
The sweet side of venom: Glycosylated prothrombin activating metalloproteases from Dispholidus
typus (boomslang) and Thelotornis mossambicanus (twig snake). Comparative Biochemistry and
Physiology Part - C: Toxicology and Pharmacology, 2020, 227, 108625.

1.3 11



1051

Citation Report

# Article IF Citations

18957 Parallel Concerted Evolution of Ribosomal Protein Genes in Fungi and Its Adaptive Significance.
Molecular Biology and Evolution, 2020, 37, 455-468. 3.5 14

18958
One hundred years later, resurrection of<i>Tydemania gardineri</i>A. Gepp &amp; E. Gepp (Udoteaceae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 707 Td (Chlorophyta) based on molecular and morphological data. European Journal of Phycology, 2020, 55,

89-99.
0.9 3

18959 Distribution and evolution of the serine/aspartate racemase family in plants. Phytochemistry, 2020,
169, 112164. 1.4 4

18960
Evolutionary conservation and structural localizations suggest a physical trace of metabolismâ€™s
progressive geochronological emergence. Journal of Biomolecular Structure and Dynamics, 2020, 38,
3700-3719.

2.0 3

18961 Assessing the molecular diversity of Hildaea (Poaceae, Panicoideae): reaching a compromise between
the splitter and the lumper. Botanical Journal of the Linnean Society, 2020, 192, 121-147. 0.8 2

18962 Consecutive lactate formation and chain elongation to reduce exogenous chemicals input in
repeated-batch food waste fermentation. Water Research, 2020, 169, 115215. 5.3 132

18963 The late blooming amphipods: Global change promoted post-Jurassic ecological radiation despite
Palaeozoic origin. Molecular Phylogenetics and Evolution, 2020, 143, 106664. 1.2 62

18964 Whole-genome sequencing and analysis of the Chinese herbal plant Gelsemium elegans. Acta
Pharmaceutica Sinica B, 2020, 10, 374-382. 5.7 29

18965 First evidence of viruses infecting berries in Mexico. Journal of Plant Pathology, 2020, 102, 183-189. 0.6 1

18966 In vitro and in silico studies on membrane interactions of diverse <i>Capsicum annuum</i> flower
Î³â€•thionin peptides. Proteins: Structure, Function and Bioinformatics, 2020, 88, 227-236. 1.5 8

18967 New insights into the genomic evolution of cyanobacteria using herbarium exsiccatae. European
Journal of Phycology, 2020, 55, 30-38. 0.9 6

18968 Singleâ€•base methylome profiling of the giant kelp <i>Saccharina japonica</i> reveals significant
differences in DNA methylation to microalgae and plants. New Phytologist, 2020, 225, 234-249. 3.5 38

18969 Multiobjective artificial fish swarm algorithm for multiple sequence alignment. Infor, 2020, 58, 38-59. 0.5 5

18970 A helical lock and key model of polyproline II conformation with SH3. Bioinformatics, 2020, 36, 154-159. 1.8 8

18971 A comprehensive comparison of the metazoan tryptophan degrading enzymes. Biochimica Et Biophysica
Acta - Proteins and Proteomics, 2020, 1868, 140247. 1.1 6

18972 Genome assembly provides insights into the genome evolution and flowering regulation of
orchardgrass. Plant Biotechnology Journal, 2020, 18, 373-388. 4.1 51

18973 Detection of freshwater mussels (Sinanodonta spp.) in artificial ponds through environmental DNA: a
comparison with traditional hand collection methods. Limnology, 2020, 21, 59-65. 0.8 11

18974
Population structure and pangenome analysis of Enterobacter bugandensis uncover the presence of
blaCTX-M-55, blaNDM-5 and blaIMI-1, along with sophisticated iron acquisition strategies. Genomics,
2020, 112, 1182-1191.

1.3 14



1052

Citation Report

# Article IF Citations

18975
A xylan-degrading thermophilic and obligate anaerobe Xylanivirga thermophila gen. nov., sp. nov.,
isolated from an anammox dominant wastewater treatment plant, and proposal of Xylanivirgaceae
fam. nov.. Anaerobe, 2020, 61, 102075.

1.0 10

18976 Comparative genomic analysis identifies small open reading frames (sORFs) with peptide-encoding
features in avian 16S rDNA. Genomics, 2020, 112, 1120-1127. 1.3 7

18977 A DNA toolbox for non-invasive genetic studies of sambar deer (Rusa unicolor). Australian
Mammalogy, 2020, 42, 58. 0.7 2

18978 CRISPR-Cas bioinformatics. Methods, 2020, 172, 3-11. 1.9 45

18979
A new species of <i>Physaloptera</i> (Nematoda: Spirurida) from <i>Proechimys gardneri</i>
(Rodentia: Echimyidae) from the Amazon rainforest and molecular phylogenetic analyses of the genus.
Journal of Helminthology, 2020, 94, e68.

0.4 11

18980 Biological nitrogen fixation by two Acacia species and associated root-nodule bacteria in a suburban
Australian forest subjected to prescribed burning. Journal of Soils and Sediments, 2020, 20, 122-132. 1.5 11

18981 Identification of Proteolytic Thermophiles from Moinit Coastal Hot-Spring, North Sulawesi,
Indonesia. Geomicrobiology Journal, 2020, 37, 50-58. 1.0 10

18982 Diagnostic qPCR Assay to Detect <i>Fusarium brasiliense</i>, a Causal Agent of Soybean Sudden Death
Syndrome and Root Rot of Dry Bean. Plant Disease, 2020, 104, 246-254. 0.7 6

18983 Ancient Mitochondrial Gene Transfer between Fungi and the Orchids. Molecular Biology and
Evolution, 2020, 37, 44-57. 3.5 15

18984 Characterization and comparison of the mitochondrial genomes from two Alpheidae species and
insights into the phylogeny of Caridea. Genomics, 2020, 112, 65-70. 1.3 9

18985 Manganese-oxidizing bacteria isolated from natural and technical systems remove
cylindrospermopsin. Chemosphere, 2020, 238, 124625. 4.2 25

18986 Reduced sensitivity of azoxystrobin and thiophanate-methyl resistance in Lasiodiplodia theobromae
from papaya. Pesticide Biochemistry and Physiology, 2020, 162, 60-68. 1.6 16

18987 Macroevolutionary Analyses Suggest That Environmental Factors, Not Venom Apparatus, Play Key Role
in Terebridae Marine Snail Diversification. Systematic Biology, 2020, 69, 413-430. 2.7 11

18988 Setaria viridis as a model for translational genetic studies of jasmonic acid-related insect defenses in
Zea mays. Plant Science, 2020, 291, 110329. 1.7 7

18989 Genome sequences of two Antarctic strains of Pseudomonas prosekii: insights into adaptation to
extreme conditions. Archives of Microbiology, 2020, 202, 447-454. 1.0 5

18990 Egg adaptive mutation patterns of H3N2 human influenza A viruses. Journal of Infection, 2020, 80,
232-254. 1.7 1

18991 GENETIC DIVERSITY of OVINE HERPESVIRUS 2 STRAINS OBTAINED FROM MALIGNANT CATARRHAL FEVER
CASES in EASTERN TURKEY. Virus Research, 2020, 276, 197801. 1.1 3

18992 Diet and Adaptive Evolution of Alanine-Glyoxylate Aminotransferase Mitochondrial Targeting in Birds.
Molecular Biology and Evolution, 2020, 37, 786-798. 3.5 11



1053

Citation Report

# Article IF Citations

18993 The Mechanism of Bidirectional pH Taxis in Bacillus subtilis. Journal of Bacteriology, 2020, 202, . 1.0 26

18994 Genetic data support speciation between Panstrongylus howardi and Panstrongylus chinai, vectors of
Chagas disease in Ecuador. Infection, Genetics and Evolution, 2020, 78, 104103. 1.0 5

18995 Chromosomeâ€•level genome assembly of the predator <i>Propylea japonica</i> to understand its
tolerance to insecticides and high temperatures. Molecular Ecology Resources, 2020, 20, 292-307. 2.2 43

18996 Resolving the genetic paradox of invasions: Preadapted genomes and postintroduction hybridization
of bigheaded carps in the Mississippi River Basin. Evolutionary Applications, 2020, 13, 263-277. 1.5 20

18997
Molecular insights into evolution, mutations and receptor-binding specificity of influenza A and B
viruses from outpatients and hospitalized patients in Singapore. International Journal of Infectious
Diseases, 2020, 90, 84-96.

1.5 5

18998 Evolutionary Analyses of Base-Pairing Interactions in DNA and RNA Secondary Structures. Molecular
Biology and Evolution, 2020, 37, 576-592. 3.5 6

18999
Avian Coronavirus: Case of Infectious Bronchitis Virus Pathogenesis, Diagnostic Approaches, and
Phylogenetic Relationship Among Emerging Strains in Middle East and North Africa Regions. , 2020, ,
729-744.

1

19000 The Green Revolution shaped the population structure of the rice pathogen <i>Xanthomonas
oryzae</i> pv. <i>oryzae</i>. ISME Journal, 2020, 14, 492-505. 4.4 29

19001 Bacterial communities in the solid, liquid, dorsal, and ventral epithelium fractions of yak (<i>Bos) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (grunniens</i>) rumen. MicrobiologyOpen, 2020, 9, e963.1.2 43

19002 Identification, molecular characterization and functional analysis of interleukin (IL)-2 and IL-2like
(IL-2L) cytokines in sea bass (Dicentrarchus labrax L.). Cytokine, 2020, 126, 154898. 1.4 16

19003 Genotyping and De Novo Discovery of Allelic Variants at the Brassicaceae Self-Incompatibility Locus
from Short-Read Sequencing Data. Molecular Biology and Evolution, 2020, 37, 1193-1201. 3.5 19

19004
The Genome of the Plant-Associated Lactic Acid Bacterium Lactococcus lactis KF147 Harbors a Hybrid
NRPS-PKS System Conserved in Strains of the Dental Cariogenic Streptococcus mutans. Current
Microbiology, 2020, 77, 136-145.

1.0 5

19005 Polymorphism and natural selection in the merozoite surface protein 3F2 (PVX_97710) locus of
Plasmodium vivax among field isolates. Infection, Genetics and Evolution, 2020, 78, 104058. 1.0 1

19006 The NADPH oxidase in Volvariella volvacea and its differential expression in response to mycelial
ageing and mechanical injury. Brazilian Journal of Microbiology, 2020, 51, 87-94. 0.8 4

19007 Evolution of the gene of the lectin, Phalera flavescens agglutinin (PFA). Agri Gene, 2020, 15, 100098. 1.9 1

19008 Long solids retention times and attached growth phase favor prevalence of comammox bacteria in
nitrogen removal systems. Water Research, 2020, 169, 115268. 5.3 98

19009 Septins are required for reproductive propagule development and virulence of the maize pathogen
Cochliobolus heterostrophus. Fungal Genetics and Biology, 2020, 135, 103291. 0.9 14

19010 Lepidosaur ÃŸ-keratin chains with four 34-residue repeats: Modelling reveals a potential
filament-crosslinking role. Journal of Structural Biology, 2020, 209, 107413. 1.3 5



1054

Citation Report

# Article IF Citations

19011 Acid lactic lactobacilli as a biotechnological toll to improve food quality and human health.
Biotechnology Progress, 2020, 36, e2937. 1.3 17

19012
Microaerobic conditions caused the overwhelming dominance of Acinetobacter spp. and the
marginalization of Rhodococcus spp. in diesel fuel/crude oil mixture-amended enrichment cultures.
Archives of Microbiology, 2020, 202, 329-342.

1.0 33

19013
Insilico Alpha-Helical Structural Recognition of Temporin Antimicrobial Peptides and Its Interactions
with Middle East Respiratory Syndrome-Coronavirus. International Journal of Peptide Research and
Therapeutics, 2020, 26, 1473-1483.

0.9 20

19014 Thaumatin-like protein kinases: Molecular characterization and transcriptional profiling in five
cereal crops. Plant Science, 2020, 290, 110317. 1.7 37

19015 Model-Based Species Delimitation: Are Coalescent Species Reproductively Isolated?. Systematic Biology,
2020, 69, 708-721. 2.7 33

19016 An Expansin-Like Candidate Effector Protein from <i>Pratylenchus penetrans</i> Modulates Immune
Responses in <i>Nicotiana benthamiana</i>. Phytopathology, 2020, 110, 684-693. 1.1 4

19017 Phylogenomics Identifies an Ancestral Burst of Gene Duplications Predating the Diversification of
Aphidomorpha. Molecular Biology and Evolution, 2020, 37, 730-756. 3.5 29

19018 Locally Adapted <i>Mimulus</i> Ecotypes Differentially Impact Rhizosphere Bacterial and Archaeal
Communities in an Environment-Dependent Manner. Phytobiomes Journal, 2020, 4, 53-63. 1.4 6

19019 A Standard Numbering Scheme for Class C Î²-Lactamases. Antimicrobial Agents and Chemotherapy, 2020,
64, . 1.4 50

19020 An Illumina approach to MHC typing of Atlantic salmon. Immunogenetics, 2020, 72, 89-100. 1.2 7

19021 Molecular evolution of autophagy rate-limiting factor LAMP2 in placental mammals. Gene, 2020, 727,
144231. 1.0 5

19022 The transcription factor Zt107320 affects the dimorphic switch, growth and virulence of the fungal
wheat pathogen <i>Zymoseptoria tritici</i>. Molecular Plant Pathology, 2020, 21, 124-138. 2.0 22

19023 The Resurgence of Dirigent Story: Time for a Bacterial Chapter. Current Microbiology, 2020, 77, 517-521. 1.0 7

19024 Groundwater cable bacteria conserve energy by sulfur disproportionation. ISME Journal, 2020, 14,
623-634. 4.4 64

19025 Host Abundance and Identity Determine the Epidemiology and Evolution of a Generalist Plant Virus in a
Wild Ecosystem. Phytopathology, 2020, 110, 94-105. 1.1 6

19026 Repeated evolution of queen parthenogenesis and social hybridogenesis in <i>Cataglyphis</i> desert
ants. Molecular Ecology, 2020, 29, 549-564. 2.0 26

19027 Divergence of duplicated genes by repeated partitioning of splice forms and subcellular localization.
New Phytologist, 2020, 225, 1011-1022. 3.5 27

19028 Improvement of alfalfa forage quality and management through the downâ€•regulation of
<i>Ms<scp>FT</scp>a1</i>. Plant Biotechnology Journal, 2020, 18, 944-954. 4.1 27



1055

Citation Report

# Article IF Citations

19029 Transposons played a major role in the diversification between the closely related almond and peach
genomes: results from the almond genome sequence. Plant Journal, 2020, 101, 455-472. 2.8 94

19030 New homologues of Brassicaceae waterâ€•soluble chlorophyll proteins shed light on chlorophyll
binding, spectral tuning, and molecular evolution. FEBS Journal, 2020, 287, 991-1004. 2.2 11

19031 Polyphasic identification of three new species in <i>Alternaria</i> section <i>Infectoriae</i> causing
human cutaneous infection. Mycoses, 2020, 63, 212-224. 1.8 15

19032
Inhibition of histone acetylation and deacetylation enzymes affects longevity, development, and
fecundity in the pea aphid ( Acyrthosiphon pisum ). Archives of Insect Biochemistry and Physiology,
2020, 103, e21614.

0.6 9

19033 Genetic and antigenic characteristics of a human influenza C virus clinical isolate. Journal of Medical
Virology, 2020, 92, 161-166. 2.5 6

19034 Application of an entropy-based computational strategy to identify genomic markers for molecular
detection and typing of human papillomavirus. Infection, Genetics and Evolution, 2020, 77, 104048. 1.0 4

19035
Elucidation of role of an acetyltransferase like protein in paromomycin resistance in <i>Leishmania
donovani</i> using <i>in silico</i> and <i>in vitro</i> approaches. Journal of Biomolecular Structure
and Dynamics, 2020, 38, 4449-4460.

2.0 0

19036 HLA Heterozygote Advantage against HIV-1 Is Driven by Quantitative and Qualitative Differences in HLA
Allele-Specific Peptide Presentation. Molecular Biology and Evolution, 2020, 37, 639-650. 3.5 60

19037 Discovery of Arostrilepis tapeworms (Cyclophyllidea: Hymenolepididae) and new insights for parasite
species diversity from Eastern North America. Parasitology Research, 2020, 119, 567-585. 0.6 6

19038 Developmental gene expression as a phylogenetic data class: support for the monophyly of
Arachnopulmonata. Development Genes and Evolution, 2020, 230, 137-153. 0.4 27

19039 Molecular characterization of two previously undescribed begomovirus-associated alphasatellite
molecules infecting malvaceous species in Cameroon. Archives of Virology, 2020, 165, 775-779. 0.9 4

19040 A novel thermal Cas12b from a hot spring bacterium with high target mismatch tolerance and robust
DNA cleavage efficiency. International Journal of Biological Macromolecules, 2020, 147, 376-384. 3.6 15

19041 Comparative genomics reveal shared genomic changes in syngnathid fishes and signatures of genetic
convergence with placental mammals. National Science Review, 2020, 7, 964-977. 4.6 32

19042 Evolutionary relationships among bifidobacteria and their hosts and environments. BMC Genomics,
2020, 21, 26. 1.2 26

19043 Long live the king: chromosome-level assembly of the lion (Panthera leo) using linked-read, Hi-C, and
long-read data. BMC Biology, 2020, 18, 3. 1.7 34

19044 Euplotes octocarinatus Carter, 1972 (Ciliophora, Spirotrichea, Euplotidae): Considerations on its
morphology, phylogeny, and biogeography. European Journal of Protistology, 2020, 74, 125667. 0.5 7

19045 A fungal family of lytic polysaccharide monooxygenase-like copper proteins. Nature Chemical Biology,
2020, 16, 345-350. 3.9 63

19046 A thirteen-million-year divergence between two lineages of Indonesian coelacanths. Scientific
Reports, 2020, 10, 192. 1.6 11



1056

Citation Report

# Article IF Citations

19047 ipyrad: Interactive assembly and analysis of RADseq datasets. Bioinformatics, 2020, 36, 2592-2594. 1.8 479

19048 An Improved Melon Reference Genome With Single-Molecule Sequencing Uncovers a Recent Burst of
Transposable Elements With Potential Impact on Genes. Frontiers in Plant Science, 2019, 10, 1815. 1.7 48

19049 Characterization of Nme5-Like Gene/Protein from the Red Alga Chondrus Crispus. Marine Drugs, 2020,
18, 13. 2.2 5

19050 New Genotypes of Coxiella burnetii Circulating in Brazil and Argentina. Pathogens, 2020, 9, 30. 1.2 23

19051 Subsurface Stappia: Success Through Defence, Specialisation and Putative Pressure-Dependent Carbon
Fixation. Microbial Ecology, 2020, 80, 34-46. 1.4 9

19052 A new polycipivirus identified in Colobopsis shohki. Archives of Virology, 2020, 165, 761-763. 0.9 9

19053 Cloning and Characterization of a gene Encoding True D-cysteine Desulfhydrase from Oryza sativa.
Plant Molecular Biology Reporter, 2020, 38, 95-113. 1.0 13

19054
Rapid immobilization of viable Bacillus pseudomycoides in polyvinyl alcohol/glutaraldehyde hydrogel
for biological treatment of municipal wastewater. Environmental Science and Pollution Research,
2020, 27, 9167-9180.

2.7 32

19055 The hallmarks of GSK-3 in morphogenesis and embryonic development metabolism in arthropods. Insect
Biochemistry and Molecular Biology, 2020, 118, 103307. 1.2 4

19056
Characterization of Bradyrhizobium strains indigenous to Western Australia and South Africa
indicates remarkable genetic diversity and reveals putative new species. Systematic and Applied
Microbiology, 2020, 43, 126053.

1.2 16

19057 Phylogenetic placement and the timing of diversification in Australiaâ€™s endemic Vachellia
(Caesalpinioideae, Mimosoid Clade, Fabaceae) species. Australian Systematic Botany, 2020, 33, 103. 0.3 4

19058 DNA sequencing reveals bacterial communities in midgut and other parts of the larvae of
<i>Spodoptera exigua</i> Hubner (Lepidoptera: Noctuidae). FEMS Microbiology Letters, 2020, 367, . 0.7 6

19059 Ancient DNA Evidence from China Reveals the Expansion of Pacific Dogs. Molecular Biology and
Evolution, 2020, 37, 1462-1469. 3.5 18

19060 An Unexpected Case of Lagochilascariasis: Interdisciplinary Management and Use of 12S and 18S rDNA
Analysis. American Journal of the Medical Sciences, 2020, 359, 235-241. 0.4 2

19061 Structural Basis of the Substrate Selectivity of Viperin. Biochemistry, 2020, 59, 652-662. 1.2 28

19062 Defining the landscape of ATP-competitive inhibitor resistance residues in protein kinases. Nature
Structural and Molecular Biology, 2020, 27, 92-104. 3.6 30

19063
Prevalence and Phylogenetic Characterization of Hepatitis C Virus Among Indian Men Who Have Sex
With Men: Limited Evidence for Sexual Transmission. Journal of Infectious Diseases, 2020, 221,
1875-1883.

1.9 4

19064 Systematic Analysis of Impact of Sampling Regions and Storage Methods on Fecal Gut Microbiome and
Metabolome Profiles. MSphere, 2020, 5, . 1.3 37



1057

Citation Report

# Article IF Citations

19065 Characterization of complete mitochondrial genome of Nemania diffusa (Xylariaceae, Xylariales) and
its phylogenetic analysis. Mitochondrial DNA Part B: Resources, 2020, 5, 459-460. 0.2 1

19066
Extensive chromosomal rearrangements and rapid evolution of novel effector superfamilies
contribute to host adaptation and speciation in the basal ascomycetous fungi. Molecular Plant
Pathology, 2020, 21, 330-348.

2.0 22

19067
Prevalence, Pathogenicity, Virulence, Antibiotic Resistance, and Phylogenetic Analysis of
Biofilm-Producing Listeria monocytogenes Isolated from Different Ecological Niches in Egypt: Food,
Humans, Animals, and Environment. Pathogens, 2020, 9, 5.

1.2 21

19068 Plastome evolution and phylogeny of subtribe Aeridinae (Vandeae, Orchidaceae). Molecular
Phylogenetics and Evolution, 2020, 144, 106721. 1.2 14

19069 A precarious future for distinctive peripheral populations of meadow voles (<i>Microtus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (pennsylvanicus</i>). Journal of Mammalogy, 2020, 101, 36-51.0.6 11

19070
Complex origins of chloroplast membranes with photosynthetic machineries: multiple transfers of
genes from divergent organisms at different times or a single endosymbiotic event?. Journal of Plant
Research, 2020, 133, 15-33.

1.2 22

19071
Genomics-driven discovery of the biosynthetic gene cluster of maduramicin and its overproduction in
<i>Actinomadura</i> sp. J1-007. Journal of Industrial Microbiology and Biotechnology, 2020, 47,
275-285.

1.4 9

19072

Description of three bacterial strains belonging to the new genus Novipirellula gen. nov.,
reclassificiation of Rhodopirellula rosea and Rhodopirellula caenicola and readjustment of the
genus threshold of the phylogenetic marker rpoB for Planctomycetaceae. Antonie Van Leeuwenhoek,
2020, 113, 1779-1795.

0.7 56

19073 Diversity and Expression Patterns of MADS-Box Genes in Gnetum luofuenseâ€”Implications for
Functional Diversity and Evolution. Tropical Plant Biology, 2020, 13, 36-49. 1.0 8

19074 Polarity of the ATP binding site of the Na+,K+-ATPase, gastric H+,K+-ATPase and sarcoplasmic reticulum
Ca2+-ATPase. Biochimica Et Biophysica Acta - Biomembranes, 2020, 1862, 183138. 1.4 10

19075 The metagenome-assembled genome of Candidatus Oenococcus aquikefiri from water kefir represents
the species Oenococcus sicerae. Food Microbiology, 2020, 88, 103402. 2.1 24

19076
Association of phylogenetic distribution and presence of integrons with multidrug resistance in
Escherichia coli clinical isolates from children with diarrhoea. Journal of Infection and Public
Health, 2020, 13, 767-772.

1.9 13

19077 Structural Insights Into PfARO and Characterization of its Interaction With PfAIP. Journal of
Molecular Biology, 2020, 432, 878-896. 2.0 21

19078 Evolution and molecular epidemiology of polyomaviruses. Infection, Genetics and Evolution, 2020, 79,
104150. 1.0 19

19079 Primer design to assess bacterial degradation of glyphosate and other phosphonates. Journal of
Microbiological Methods, 2020, 169, 105814. 0.7 6

19080 Su(var)2-10 and the SUMO Pathway Link piRNA-Guided Target Recognition to Chromatin Silencing.
Molecular Cell, 2020, 77, 556-570.e6. 4.5 74

19081
Nuclease and ribonuclease activities in response to salt stress: Identification of PvRNS3, a T2/S-like
ribonuclease induced in common bean radicles by salt stress. Plant Physiology and Biochemistry, 2020,
147, 235-241.

2.8 21

19082 Modestobacter excelsi sp. nov., a novel actinobacterium isolated from a high altitude Atacama Desert
soil. Systematic and Applied Microbiology, 2020, 43, 126051. 1.2 21



1058

Citation Report

# Article IF Citations

19083
Interactions between elevated CO2 levels and floating aquatic plants on the alteration of bacterial
function in carbon assimilation and decomposition in eutrophic waters. Water Research, 2020, 171,
115398.

5.3 30

19084 Ultrasmall silica nanoparticles directly ligate the T cell receptor complex. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 285-291. 3.3 17

19085 First record of <i>Caulerpa lentillifera</i> J. Agardh (Bryopsidales, Chlorophyta) from China. Marine
Biology Research, 2020, 16, 44-49. 0.3 3

19086
Reinterpreting the phylogenetic position, systematics and distribution of the Raddia-Sucrea lineage
(Poaceae, Olyrinae), with a new monotypic and endangered herbaceous bamboo genus from Brazil.
Botanical Journal of the Linnean Society, 2020, 192, 34-60.

0.8 8

19087 Type IV CRISPRâ€“Cas systems are highly diverse and involved in competition between plasmids. Nucleic
Acids Research, 2020, 48, 2000-2012. 6.5 128

19088 Convergent evolution leading to the appearance of furanocoumarins in citrus plants. Plant Science,
2020, 292, 110392. 1.7 17

19089 The Melanocortin 4 Receptor p.Ile269Asn Mutation Is Associated with Childhood and Adult Obesity in
Mexicans. Journal of Clinical Endocrinology and Metabolism, 2020, 105, e1468-e1477. 1.8 9

19090 Seroprevalence and molecular characterization of footâ€•andâ€•mouth disease virus in Chad. Veterinary
Medicine and Science, 2020, 6, 114-121. 0.6 4

19091
Resolution of the identity of three species of Diplostomum (Digenea: Diplostomidae) parasitising
freshwater fishes in South Africa, combining molecular and morphological evidence. International
Journal for Parasitology: Parasites and Wildlife, 2020, 11, 50-61.

0.6 16

19092
The out-of-India hypothesis: evidence from an ancient centipede genus, Rhysida (Chilopoda:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 387 Td (Scolopendromorpha) from the Oriental Region, and systematics of Indian species. Zoological Journal

of the Linnean Society, 2020, 189, 828-861.
1.0 17

19093 Locally acquired infection with Dibothriocephalus nihonkaiense (=Diphyllobothrium nihonkaiense) in
France: the importance of molecular diagnosis. Parasitology Research, 2020, 119, 513-518. 0.6 7

19094
Lichenibacterium ramalinae gen. nov, sp. nov., Lichenibacterium minor sp. nov., the first endophytic,
beta-carotene producing bacterial representatives from lichen thalli and the proposal of the new
family Lichenibacteriaceae within the order Rhizobiales. Antonie Van Leeuwenhoek, 2020, 113, 477-489.

0.7 30

19095 Oxidative stress and the early coevolution of life and biospheric oxygen. , 2020, , 67-85. 6

19096
Single-cell transcriptome sequencing of rumen ciliates provides insight into their molecular
adaptations to the anaerobic and carbohydrate-rich rumen microenvironment. Molecular
Phylogenetics and Evolution, 2020, 143, 106687.

1.2 14

19097 The other side of the Sahulian coin: biogeography and evolution of Melanesian forest dragons
(Agamidae). Biological Journal of the Linnean Society, 2020, 129, 99-113. 0.7 13

19098 The Dundee Resource for Sequence Analysis and Structure Prediction. Protein Science, 2020, 29,
277-297. 3.1 14

19099
Genomic identification and characterization of co-occurring Harveyi clade species following a
vibriosis outbreak in Pacific white shrimp, Penaeus (litopenaeus) vannamei. Aquaculture, 2020, 518,
734628.

1.7 8

19100 Human COBRA 2 vaccine contains two major epitopes that are responsible for eliciting neutralizing
antibody responses against heterologous clades of viruses. Vaccine, 2020, 38, 830-839. 1.7 9



1059

Citation Report

# Article IF Citations

19101
A Proportion of Self-Collected Rectal Swabs Yield Human Immunodeficiency Virus Sequences
Phylogenetically Related to Those from Plasma Human Immunodeficiency Virus RNA. AIDS Research and
Human Retroviruses, 2020, 36, 92-95.

0.5 1

19102
Campylobacter jejuni isolated from poultry meat in Brazil: in silico analysis and genomic features of
two strains with different phenotypes of antimicrobial susceptibility. Molecular Biology Reports,
2020, 47, 671-681.

1.0 10

19103 A group of species â€œPsychropotes longicaudaâ€• (Psychropotidae, Elasipodida, Holothuroidea) from the
Kuril-Kamchatka Trench area (North-West Pacific). Progress in Oceanography, 2020, 180, 102222. 1.5 12

19104 Pronocephaloid cercariae (Platyhelminthes: Trematoda) from gastropods of the Queensland coast,
Australia. Journal of Helminthology, 2020, 94, e105. 0.4 3

19105 Regulation of the Poly(A) Status of Mitochondrial mRNA by Poly(A)-Specific Ribonuclease Is Conserved
among Land Plants. Plant and Cell Physiology, 2020, 61, 470-480. 1.5 7

19106 Geographically isolated Colorado potato beetle mediating distinct defense responses in potato is
associated with the alteration of gut microbiota. Journal of Pest Science, 2020, 93, 379-390. 1.9 11

19107
Ongoing revision of Echiniscoididae (Heterotardigrada: Echiniscoidea), with the description of a new
interstitial species and genus with unique anal structures. Zoological Journal of the Linnean Society,
2020, 188, 663-680.

1.0 13

19108
Development and field evaluation of a species-specific mt-COI targeted SYBR-Green Real Time PCR for
detection and quantification of Haemonchus contortus in cattle in Turkey. Veterinary Parasitology,
2020, 277, 109020.

0.7 1

19109
Transmission dynamics between infected waterfowl and terrestrial poultry: Differences between the
transmission and tropism of H5N8 highly pathogenic avian influenza virus (clade 2.3.4.4a) among
ducks, chickens and turkeys. Virology, 2020, 541, 113-123.

1.1 25

19110 Effects of ornithine Î±-ketoglutarate on growth performance and gut microbiota in a chronic oxidative
stress pig model induced by<scp>d</scp>-galactose. Food and Function, 2020, 11, 472-482. 2.1 23

19111 Scalable and cost-effective ribonuclease-based rRNA depletion for transcriptomics. Nucleic Acids
Research, 2020, 48, e20-e20. 6.5 42

19112 Structural characterization of glycinamide-RNase-transformylase T from <i>Mycobacterium
tuberculosis</i>. Emerging Microbes and Infections, 2020, 9, 58-66. 3.0 2

19113
<i>Wolbachia</i> Endosymbiont of the Horn Fly (Haematobia irritans <i>irritans</i> ): a Supergroup A
Strain with Multiple Horizontally Acquired Cytoplasmic Incompatibility Genes. Applied and
Environmental Microbiology, 2020, 86, .

1.4 18

19114 Evolutionary superscaffolding and chromosome anchoring to improve Anopheles genome assemblies.
BMC Biology, 2020, 18, 1. 1.7 177

19115 Genome-Wide Identification and Characterization of the Mitochondrial Transcription Termination
Factors (mTERFs) in Capsicum annuum L.. International Journal of Molecular Sciences, 2020, 21, 269. 1.8 26

19116
DNA barcoding of Stearibia nigriceps (Meigen) and Piophila casei (Linnaeus) (Diptera: Piophilidae) from
Algeria and the first African report of Stearibia nigriceps. International Journal of Legal Medicine,
2020, 134, 895-902.

1.2 6

19117 Evolution of Carthamus species revealed through sequence analyses of the fad2 gene family.
Physiology and Molecular Biology of Plants, 2020, 26, 419-432. 1.4 3

19118 Molecular evidence for adaptive evolution of olfactory-related genes in cervids. Genes and Genomics,
2020, 42, 355-360. 0.5 2



1060

Citation Report

# Article IF Citations

19119 Regulation of Photosynthetic Carbohydrate Metabolism by a Raf-Like Kinase in the Liverwort
Marchantia polymorpha. Plant and Cell Physiology, 2020, 61, 631-643. 1.5 20

19120 Ascidian caveolin induces membrane curvature and protects tissue integrity and morphology during
embryogenesis. FASEB Journal, 2020, 34, 1345-1361. 0.2 23

19121 Nitrogen oxidation consortia dynamics influence the performance of full-scale rotating biological
contactors. Environment International, 2020, 135, 105354. 4.8 11

19122 Molecular analysis of population and De Novo transcriptome sequencing of Thai medaka, Oryzias
minutillus (Teleostei: Adrianichthyidae). Heliyon, 2020, 6, e03079. 1.4 1

19123
Analysis of microbial communities involved in organic matter and nitrogen removal in a full-scale
moving bed biofilm reactor located near the Polar Arctic Circle. International Biodeterioration and
Biodegradation, 2020, 146, 104830.

1.9 31

19124 Pinworms of the red howler monkey (Alouatta seniculus) in Colombia: Gathering the pieces of the
pinworm-primate puzzle. International Journal for Parasitology: Parasites and Wildlife, 2020, 11, 17-28. 0.6 4

19125 Molecular identification of herbal species belonging to genus Piper within family Piperaceae from
northern Peninsular Malaysia. Journal of King Saud University - Science, 2020, 32, 1417-1426. 1.6 14

19126 Brugia malayi galectin 2 is a tandem-repeat type galectin capable of binding mammalian polysaccharides.
Molecular and Biochemical Parasitology, 2020, 235, 111233. 0.5 6

19127
DNA sequence repeats identify numerous Type I restrictionâ€•modification systems that are potential
epigenetic regulators controlling phaseâ€•variable regulons; phasevarions. FASEB Journal, 2020, 34,
1038-1051.

0.2 29

19128

Rhodopirellula heiligendammensis sp. nov., Rhodopirellula pilleata sp. nov., and Rhodopirellula
solitaria sp. nov. isolated from natural or artificial marine surfaces in Northern Germany and
California, USA, and emended description of the genus Rhodopirellula. Antonie Van Leeuwenhoek,
2020, 113, 1737-1750.

0.7 35

19129 Alienimonas californiensis gen. nov. sp. nov., a novel Planctomycete isolated from the kelp forest in
Monterey Bay. Antonie Van Leeuwenhoek, 2020, 113, 1751-1766. 0.7 40

19130
Non-destructive DNA extraction method for identification of Bradysia odoriphaga (Diptera: Sciaridae),
a pest of Welsh onion, carrot, and Chinese chive in Japan. Applied Entomology and Zoology, 2020, 55,
181-185.

0.6 1

19131
Molecular Phylogeny of Marine Gregarines (Apicomplexa) from the Sea of Japan and the Northwest
Pacific Including the Description of Three Novel Species of Selenidium and Trollidium akkeshiense n.
gen. n. sp.. Protist, 2020, 171, 125710.

0.6 8

19132 Evolutionary History, Genomic Adaptation to Toxic Diet, and Extinction of the Carolina Parakeet.
Current Biology, 2020, 30, 108-114.e5. 1.8 24

19133 Pichia kudriavzevii retards fungal decay by influencing the fungal community succession during
cherry tomato fruit storage. Food Microbiology, 2020, 88, 103404. 2.1 35

19134 Swift evolutionary response of microbes to a rise in anthropogenic mercury in the Northern
Hemisphere. ISME Journal, 2020, 14, 788-800. 4.4 18

19135 <i>Magnaporthiopsis cynodontis</i>, a novel turfgrass pathogen with widespread distribution in the
United States. Mycologia, 2020, 112, 52-63. 0.8 10

19136 Igh locus structure and evolution in Platyrrhines: new insights from a genomic perspective.
Immunogenetics, 2020, 72, 165-179. 1.2 5



1061

Citation Report

# Article IF Citations

19137 Development of a Kribbella-specific isolation medium and description of Kribbella capetownensis sp.
nov. and Kribbella speibonae sp. nov., isolated from soil. Antonie Van Leeuwenhoek, 2020, 113, 617-628. 0.7 15

19138 Phylodynamic analysis of two amino acid substitutions in the hemagglutinin protein of canine
distemper virus strains detected in fur-bearing animals in China. Virus Genes, 2020, 56, 58-66. 0.7 5

19139
Characterization of the acetolactate synthase gene family in sensitive and resistant biotypes of two
tetraploid Monochoria weeds, M. vaginalis and M. korsakowii. Pesticide Biochemistry and Physiology,
2020, 165, 104506.

1.6 10

19140
Taming the Red Bastards: Hybridisation and species delimitation in the Rhodanthemum
arundanum-group (Compositae, Anthemideae). Molecular Phylogenetics and Evolution, 2020, 144,
106702.

1.2 14

19141 A jumbo phage that forms a nucleus-like structure evades CRISPRâ€“Cas DNA targeting but is vulnerable
to type III RNA-based immunity. Nature Microbiology, 2020, 5, 48-55. 5.9 123

19142 Extensive variation in the morphological anti-predator defense mechanism of <i>Gammarus
roeselii</i> Gervais, 1835 (Crustacea:Amphipoda). Freshwater Science, 2020, 39, 47-55. 0.9 10

19143
Failure to diverge in African Great Lakes: The case of Dolicirroplectanum lacustre gen. nov. comb.
nov. (Monogenea, Diplectanidae) infecting latid hosts. Journal of Great Lakes Research, 2020, 46,
1113-1130.

0.8 16

19144 Molecular identification of forensically important fly species in Spain using COI barcodes. Science
and Justice - Journal of the Forensic Science Society, 2020, 60, 293-302. 1.3 7

19145 RNA sequence analysis of diseased groundnut (Arachis hypogaea) reveals the full genome of
groundnut rosette assistor virus (GRAV). Virus Research, 2020, 277, 197837. 1.1 3

19146 Control of nitrogen fixation in bacteria that associate with cereals. Nature Microbiology, 2020, 5,
314-330. 5.9 135

19147 The water lily genome and the early evolution of flowering plants. Nature, 2020, 577, 79-84. 13.7 238

19148 Functional Genomics of a Symbiotic Community: Shared Traits in the Olive Fruit Fly Gut Microbiota.
Genome Biology and Evolution, 2020, 12, 3778-3791. 1.1 16

19149 Responses of microbial community to different concentration of perchlorate in the Qingyi River. 3
Biotech, 2020, 10, 21. 1.1 4

19150 Twenty-five years of nomenclature and classification of proteolytic enzymes. Biochimica Et Biophysica
Acta - Proteins and Proteomics, 2020, 1868, 140345. 1.1 18

19151
Development and application of a multiplex TaqManÂ® real-time qPCR assay for the simultaneous
detection of Anaplasma marginale and Theileria annulata and molecular characterization of
Anaplasma marginale from cattle in Western Cuba.. Ticks and Tick-borne Diseases, 2020, 11, 101356.

1.1 5

19152 Comparative mitochondrial genomic analysis of Macrophthalmus pacificus and insights into the
phylogeny of the Ocypodoidea &amp; Grapsoidea. Genomics, 2020, 112, 82-91. 1.3 24

19153 Modifications during Early Plant Development Promote the Evolution of Natureâ€™s Most Complex
Woods. Current Biology, 2020, 30, 237-244.e2. 1.8 32

19154 Phase-Variable Glycosylation in Nontypeable <i>Haemophilus influenzae</i>. Journal of Proteome
Research, 2020, 19, 464-476. 1.8 14



1062

Citation Report

# Article IF Citations

19155 Fusarium xyrophilum, sp. nov., a member of the Fusarium fujikuroi species complex recovered from
pseudoflowers on yellow-eyed grass (Xyris spp.) from Guyana. Mycologia, 2020, 112, 39-51. 0.8 14

19156 Polyphasic characterization of Aspergillus section Flavi isolated from animal feeds in Algeria. Journal
of Food Safety, 2020, 40, e12743. 1.1 2

19157 A novel maize dwarf mutant generated by Ty1-copia LTR-retrotransposon insertion in Brachytic2 after
spaceflight. Plant Cell Reports, 2020, 39, 393-408. 2.8 16

19158 Evolutionary, gene ontology and physiochemical relationships in LEA proteins of Oryza sativa indica:
Detailed computational sequence-based insight. Plant Gene, 2020, 21, 100218. 1.4 2

19159 A Refined Open State of the Glycine Receptor Obtained via Molecular Dynamics Simulations. Structure,
2020, 28, 130-139.e2. 1.6 36

19160 Gain and loss of a transcription factor that regulates late trichothecene biosynthetic pathway genes
in Fusarium. Fungal Genetics and Biology, 2020, 136, 103317. 0.9 13

19161
A morphological and genetic comparison of Septifer bilocularis, Mytilisepta virgata and Brachidontes
variabilis (Bivalvia: Mytiloidea) from Hong Kong and erection of the Mytiliseptiferinae sub-fam. nov..
Regional Studies in Marine Science, 2020, 34, 100981.

0.4 5

19162 Transmission of ESBL-producing Escherichia coli between broilers and humans on broiler farms.
Journal of Antimicrobial Chemotherapy, 2020, 75, 543-549. 1.3 19

19163 Early Stage Adaptation of a Mesophilic Green Alga to Antarctica: Systematic Increases in Abundance of
Enzymes and LEA Proteins. Molecular Biology and Evolution, 2020, 37, 849-863. 3.5 12

19164 Investigation of genomic characteristics and carbohydratesâ€™ metabolic activity of Lactococcus lactis
subsp. lactis during ripening of a Swiss-type cheese. Food Microbiology, 2020, 87, 103392. 2.1 12

19165 Methane oxidation in anoxic lake water stimulated by nitrate and sulfate addition. Environmental
Microbiology, 2020, 22, 766-782. 1.8 66

19166 Genetic consequences of plant edaphic specialization to solfatara fields: Phylogenetic and population
genetic analysis of <i>Carex angustisquama</i> (Cyperaceae). Molecular Ecology, 2020, 29, 3234-3247. 2.0 6

19167 Dynamic Phosphoproteome Profiling of Zebrafish Embryonic Fibroblasts during Cold Acclimation.
Proteomics, 2020, 20, 1900257. 1.3 9

19168 The oligomeric state of the Caldivirga maquilingensis type III sulfide:Quinone Oxidoreductase is
required for membrane binding. Biochimica Et Biophysica Acta - Bioenergetics, 2020, 1861, 148132. 0.5 2

19169 Vibrio taketomensis sp. nov. by genome taxonomy. Systematic and Applied Microbiology, 2020, 43,
126048. 1.2 17

19170 Genomic and gene expression evidence of nonribosomal peptide and polyketide production among
ruminal bacteria: a potential role in niche colonization?. FEMS Microbiology Ecology, 2020, 96, . 1.3 9

19171 Unrecognized diversity of a scale worm,Polyeunoa laevis(Annelida: Polynoidae), that feeds on soft
coral. Zoologica Scripta, 2020, 49, 236-249. 0.7 4

19172 Biodiversity of epiphytic Pseudomonas strains isolated from leaves of pepper and lettuce. Biologia
(Poland), 2020, 75, 773-784. 0.8 6



1063

Citation Report

# Article IF Citations

19173 Cultivation and functional characterization of 79 planctomycetes uncovers their unique biology.
Nature Microbiology, 2020, 5, 126-140. 5.9 164

19174
Widespread Gene Flow Model Explains the Geneticâ€“Morphological Variation in a Giant Water Bug
Species Under Fine-Scale Spatial Sampling. Annals of the Entomological Society of America, 2020, 113,
160-170.

1.3 1

19175
Is Pteropyrum a pathway to C4 evolution in Polygonaceae? An integrative approach to the taxonomy
and anatomy of Pteropyrum (C3), an immediate relative of Calligonum (C4). Botanical Journal of the
Linnean Society, 2020, 192, 369-400.

0.8 11

19176 LuxR-Type Regulator AclR1 of <i>Azorhizobium caulinodans</i> Regulates Cyclic di-GMP and Numerous
Phenotypes in Free-Living and Symbiotic States. Molecular Plant-Microbe Interactions, 2020, 33, 528-538. 1.4 13

19177

Unraveling the diversification and systematic puzzle of the highly polymorphicPsammobates
tentorius(Bell, 1828) complex (Reptilia: Testudinidae) through phylogenetic analyses and species
delimitation approaches. Journal of Zoological Systematics and Evolutionary Research, 2020, 58,
308-326.

0.6 7

19178 75-kDa glucose-regulated protein (GRP75) is a novel molecular signature for heat stress response in
avian species. American Journal of Physiology - Cell Physiology, 2020, 318, C289-C303. 2.1 12

19179 Introduction of human gammaherpesvirus 8 genotypes A, B, and C into Brazil from multiple geographic
regions. Virus Research, 2020, 276, 197828. 1.1 8

19180
Phylogeography, speciation and demographic history: Contrasting evidence from mitochondrial and
nuclear markers of the Odorrana graminea sensu lato (Anura, Ranidae) in China. Molecular
Phylogenetics and Evolution, 2020, 144, 106701.

1.2 14

19181 Genetic lineage of genogroup I norovirus identified among children with diarrhoea in Niger-Delta
region, Nigeria. Infectious Diseases, 2020, 52, 213-215. 1.4 1

19182 Evolutionary History of the Toll-Like Receptor Gene Family across Vertebrates. Genome Biology and
Evolution, 2020, 12, 3615-3634. 1.1 74

19183
Development of novel species-specific primers for the specific identification of Colletotrichum
nymphaeae based on conventional PCR and LAMP techniques. European Journal of Plant Pathology,
2020, 156, 463-475.

0.8 9

19184 A phylogeny-based revision of the shrimp genera Altelatipes, Benthonectes and Benthesicymus
(Crustacea: Decapoda: Benthesicymidae). Zoological Journal of the Linnean Society, 2020, 189, 207-227. 1.0 5

19185 AGONOTES: A Robot Annotator for Argonaute Proteins. Interdisciplinary Sciences, Computational Life
Sciences, 2020, 12, 109-116. 2.2 4

19186 Expression and copper binding properties of the N-terminal domain of copper P-type ATPases of African
trypanosomes. Molecular and Biochemical Parasitology, 2020, 235, 111245. 0.5 9

19187 Ecological and functional capabilities of an uncultured Kordia sp.. Systematic and Applied
Microbiology, 2020, 43, 126045. 1.2 5

19188 Basic-hydrophobic sites are localized in conserved positions inside and outside of PH domains and
affect localization of<i>Dictyostelium</i>myosin 1s. Molecular Biology of the Cell, 2020, 31, 101-117. 0.9 8

19189 A GM1b/asialoâ€•GM1 oligosaccharideâ€•binding Râ€•type lectin from purplish bifurcate mussels
<i>MytiliseptaÂ virgata</i> and its effect on MAP kinases. FEBS Journal, 2020, 287, 2612-2630. 2.2 9

19190 Drivers of metabolic diversification: how dynamic genomic neighbourhoods generate new
biosynthetic pathways in the Brassicaceae. New Phytologist, 2020, 227, 1109-1123. 3.5 49



1064

Citation Report

# Article IF Citations

19191 Genome- Wide Analysis of the Nucleotide Binding Site Leucine-Rich Repeat Genes of Four Orchids
Revealed Extremely Low Numbers of Disease Resistance Genes. Frontiers in Genetics, 2019, 10, 1286. 1.1 61

19192 Use of whole-genome sequencing in the molecular investigation of care-associated HCoV-OC43
infections in a hematopoietic stem cell transplant unit. Journal of Clinical Virology, 2020, 122, 104206. 1.6 5

19193 Isolation of four xylanases capable of hydrolyzing corn fiber xylan from Paenibacillus sp. H2C.
Bioscience, Biotechnology and Biochemistry, 2020, 84, 640-650. 0.6 5

19194 Analyses of RAG1 and RAG2 genes suggest different evolutionary rates in the Cetacea lineage.
Molecular Immunology, 2020, 117, 131-138. 1.0 2

19195
Dwarf geckos and giant rivers: the role of the SÃ£o Francisco River in the evolution of Lygodactylus
klugei (Squamata: Gekkonidae) in the semi-arid Caatinga of north-eastern Brazil. Biological Journal of
the Linnean Society, 2020, 129, 88-98.

0.7 16

19196
Hepatic transcriptional profile and tissue distribution of cytochrome P450 1-3 genes in the
red-crowned crane Grus japonensis. Comparative Biochemistry and Physiology Part - C: Toxicology and
Pharmacology, 2020, 228, 108643.

1.3 4

19197 Genomic landscape and genetic manipulation of the black soldier fly Hermetia illucens, a natural
waste recycler. Cell Research, 2020, 30, 50-60. 5.7 136

19198 Genetic homogeneity in the face of morphological heterogeneity in the harbor porpoise from the
Black Sea and adjacent waters (Phocoena phocoena relicta). Heredity, 2020, 124, 469-484. 1.2 5

19199 A computational framework to explore large-scale biosynthetic diversity. Nature Chemical Biology,
2020, 16, 60-68. 3.9 569

19200 Defining the eco-enzymological role of the fungal strain <i>Coniochaeta</i> sp. 2T2.1 in a tripartite
lignocellulolytic microbial consortium. FEMS Microbiology Ecology, 2020, 96, . 1.3 12

19201 Drivers of bromeliad leaf and floral bract variation across a latitudinal gradient in the Atlantic
Forest. Journal of Biogeography, 2020, 47, 261-274. 1.4 6

19202
Systematic review of the â€œ<i>Chromodoris quadricolor</i>groupâ€• of East Africa, with descriptions
of two new species of the genus<i>Chromodoris</i>Alder &amp; Hancock, 1855 (Heterobranchia,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 297 Td (Nudibranchia). Journal of Zoological Systematics and Evolutionary Research, 2020, 58, 230-261.0.6 9

19203 Cepaea spp. as a source of Brachylaima mesostoma (Digenea: Brachylaimidae) and Brachylecithum sp.
(Digenea: Dicrocoeliidae) larvae in Poland. Parasitology Research, 2020, 119, 145-152. 0.6 7

19204
Characterization and expression analysis of P5CS (Î”1-pyrroline-5-carboxylate synthase) gene in two
distinct populations of the Atlantic Forest native species Eugenia uniflora L.. Molecular Biology
Reports, 2020, 47, 1033-1043.

1.0 7

19205 The Mitogenome of Norway Spruce and a Reappraisal of Mitochondrial Recombination in Plants.
Genome Biology and Evolution, 2020, 12, 3586-3598. 1.1 35

19206 Crystal structures and calorimetry reveal catalytically relevant binding mode of coproporphyrin and
coproheme in coproporphyrin ferrochelatase. FEBS Journal, 2020, 287, 2779-2796. 2.2 22

19207
Redescriptions of three tintinnine ciliates (Ciliophora: Tintinnina) from coastal waters in China based
on lorica features, cell morphology, and rDNA sequence data. European Journal of Protistology,
2020, 72, 125659.

0.5 17

19208 Funneliformis mosseae alters soil fungal community dynamics and composition during litter
decomposition. Fungal Ecology, 2020, 43, 100864. 0.7 11



1065

Citation Report

# Article IF Citations

19209 Patterns of Dynamics Comprise a Conserved Evolutionary Trait. Journal of Molecular Biology, 2020,
432, 497-507. 2.0 8

19210 Two distinct lineages of chikungunya virus cocirculated in Aruba during the 2014â€“2015 epidemic.
Infection, Genetics and Evolution, 2020, 78, 104129. 1.0 7

19211 c-di-GMP Arms an Anti-Ïƒ to Control Progression of Multicellular Differentiation in Streptomyces.
Molecular Cell, 2020, 77, 586-599.e6. 4.5 58

19212 Phylodynamic analysis of HIV-1 subtypes B, C and CRF 02_AG in Senegal. Epidemics, 2020, 30, 100376. 1.5 3

19213 Classification of intra-genomic helitrons based on features extracted from different orders of FCGS.
Informatics in Medicine Unlocked, 2020, 18, 100271. 1.9 4

19214 Significant population genetic structuring in Rhyzopertha dominica across Turkey: Biogeographic and
practical implications. Journal of Stored Products Research, 2020, 85, 101536. 1.2 3

19215
Comparative analyses of complete ribosomal DNA sequences of Clonorchis sinensis and Metorchis
orientalis: IGS sequences may provide a novel genetic marker for intraspecific variation. Infection,
Genetics and Evolution, 2020, 78, 104125.

1.0 9

19216
Differential role of the two Î¶-carotene desaturase paralogs in carrot (Daucus carota): ZDS1 is a
functional gene essential for plant development and carotenoid synthesis. Plant Science, 2020, 291,
110327.

1.7 18

19217 Genetic diversity of Kemerovo virus and phylogenetic relationships within the Great Island virus
genetic group. Ticks and Tick-borne Diseases, 2020, 11, 101333. 1.1 4

19218 Comparative Genomics Guides Elucidation of Vitamin B<sub>12</sub>Biosynthesis in Novel
Human-Associated<i>Akkermansia</i>Strains. Applied and Environmental Microbiology, 2020, 86, . 1.4 48

19219 Comparison of <i>Arachis monticola</i> with Diploid and Cultivated Tetraploid Genomes Reveals
Asymmetric Subgenome Evolution and Improvement of Peanut. Advanced Science, 2020, 7, 1901672. 5.6 43

19220 A multiplex oligonucleotide ligation-PCR method for the genoserotyping of common Salmonella
using a liquid bead suspension assay. Food Microbiology, 2020, 87, 103394. 2.1 6

19221 Identification of pathogenic variant enriched regions across genes and gene families. Genome
Research, 2020, 30, 62-71. 2.4 47

19222 Longâ€•read sequencing and de novo assembly of the <i>Luffa cylindrica</i> (L.) Roem. genome.
Molecular Ecology Resources, 2020, 20, 511-519. 2.2 27

19223 Tenuazonic acid fromStemphylium lotiinhibits the plant plasma membrane H+â€•ATPase by a mechanism
involving the Câ€•terminal regulatory domain. New Phytologist, 2020, 226, 770-784. 3.5 24

19224 Characterization of transboundary footâ€•andâ€•mouth disease viruses in Nigeria and Cameroon during
2016. Transboundary and Emerging Diseases, 2020, 67, 1257-1270. 1.3 7

19225 Helicobacter pylori Infections in the Bronx, New York: Surveying Antibiotic Susceptibility and Strain
Lineage by Whole-Genome Sequencing. Journal of Clinical Microbiology, 2020, 58, . 1.8 20

19226 Draft Genomes of Two Artocarpus Plants, Jackfruit (A. heterophyllus) and Breadfruit (A. altilis).
Genes, 2020, 11, 27. 1.0 30



1066

Citation Report

# Article IF Citations

19227 Characterization of p53 Family Homologs in Evolutionary Remote Branches of Holozoa. International
Journal of Molecular Sciences, 2020, 21, 6. 1.8 40

19228 Chromosome-Level Comprehensive Genome of Mangrove Sediment-Derived Fungus Penicillium variabile
HXQ-H-1. Journal of Fungi (Basel, Switzerland), 2020, 6, 7. 1.5 6

19229 A phylogenomics approach to characterizing sensory neuron membrane proteins (SNMPs) in
Lepidoptera. Insect Biochemistry and Molecular Biology, 2020, 118, 103313. 1.2 63

19230 DGINN, an automated and highly-flexible pipeline for the detection of genetic innovations on
protein-coding genes. Nucleic Acids Research, 2020, 48, e103-e103. 6.5 19

19231 Disseminated Nannizziopsis Infection in an Adolescent With a STAT1 Mutation. Open Forum Infectious
Diseases, 2020, 7, ofaa390. 0.4 4

19232 Powassan Virus Neuropathology and Genomic Diversity in Patients With Fatal Encephalitis. Open
Forum Infectious Diseases, 2020, 7, ofaa392. 0.4 19

19233 Preadaptation of pandemic GII.4Â noroviruses in unsampled virus reservoirs years before emergence.
Virus Evolution, 2020, 6, veaa067. 2.2 22

19234 PuMA: A papillomavirus genome annotation tool. Virus Evolution, 2020, 6, veaa068. 2.2 12

19235 Loss of intermediate regions of perpendicular body axes contributed to miniaturization of
tardigrades. Proceedings of the Royal Society B: Biological Sciences, 2020, 287, 20201135. 1.2 7

19236 A Genetic Algorithm based Approach for the Optimization of Multiple Sequence Alignment. , 2020, , . 4

19237 Slr4, a newly identified Sâ€•layer protein from marine Gammaproteobacteria, is a major biofilm matrix
component. Molecular Microbiology, 2020, 114, 979-990. 1.2 4

19238 <i>Heliconius</i> Butterflies Host Characteristic and Phylogenetically Structured Adult-Stage
Microbiomes. Applied and Environmental Microbiology, 2020, 86, . 1.4 19

19239 A Key Motif in the Cholesterol-Dependent Cytolysins Reveals a Large Family of Related Proteins. MBio,
2020, 11, . 1.8 15

19240 Defining Genomic and Predicted Metabolic Features of the <i>Acetobacterium</i> Genus. MSystems,
2020, 5, . 1.7 11

19241 Studies of rice Hd1 haplotypes worldwide reveal adaptation of flowering time to different
environments. PLoS ONE, 2020, 15, e0239028. 1.1 17

19242 Genome Sequence of the Human Opportunistic Fungus Arthrocladium fulminans (CBS 136243). G3:
Genes, Genomes, Genetics, 2020, 10, 1817-1821. 0.8 3

19243 Warming Climate Is Reducing the Diversity of Dominant Microbes in the Largest High Arctic Lake.
Frontiers in Microbiology, 2020, 11, 561194. 1.5 13

19244 PUMAA: A Platform for Accessible Microbiome Analysis in the Undergraduate Classroom. Frontiers in
Microbiology, 2020, 11, 584699. 1.5 10



1067

Citation Report

# Article IF Citations

19245 Coexistence of Three Divergent mtDNA Lineages in Northeast Asia Provides New Insights into
Phylogeography of Goldfish (Carssius auratus). Animals, 2020, 10, 1785. 1.0 1

19246
Fatty Acid Synthase Beta Dehydratase in the Lipid Biosynthesis Pathway Is Required for Conidiogenesis,
Pigmentation and Appressorium Formation in Magnaporthe oryzae S6. International Journal of
Molecular Sciences, 2020, 21, 7224.

1.8 18

19247 High Genotypic Diversity, Putative New Types and Intra-Genotype Variants of Bovine Papillomavirus in
Northeast Brazil. Pathogens, 2020, 9, 748. 1.2 7

19248 Endophytic Trichoderma Species Isolated from Persea americana and Cinnamomum verum Roots Reduce
Symptoms Caused by Phytophthora cinnamomi in Avocado. Plants, 2020, 9, 1220. 1.6 20

19249 Discoveries of Exoribonuclease-Resistant Structures of Insect-Specific Flaviviruses Isolated in Zambia.
Viruses, 2020, 12, 1017. 1.5 11

19250 Mutation of N-glycosylation Sites in Salmonid Alphavirus (SAV) Envelope Proteins Attenuate the Virus
in Cell Culture. Viruses, 2020, 12, 1071. 1.5 7

19251
Not withering on the evolutionary vine: systematic revision of the Brown Vine Snake (Reptilia:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 507 Td (Squamata: Oxybelis) from its northern distribution. Organisms Diversity and Evolution, 2020, 20,

723-746.
0.7 9

19252 Positive Selection in the Chloroplastic ATP-Synthase Î²-Subunit and Its Relation to Virulence Factors.
Journal of Molecular Evolution, 2020, 88, 703-713. 0.8 1

19253 Chilling Stress Triggers VvAgo1-Mediated miRNA-Like RNA Biogenesis in Volvariella volvacea. Frontiers
in Microbiology, 2020, 11, 523593. 1.5 8

19254 An Improved hgcAB Primer Set and Direct High-Throughput Sequencing Expand Hg-Methylator
Diversity in Nature. Frontiers in Microbiology, 2020, 11, 541554. 1.5 33

19255 Megadiversity in the Ant Genus Melophorus: The M. rufoniger Heterick, Castalanelli and Shattuck
Species Group in the Top End of Australiaâ€™s Northern Territory. Diversity, 2020, 12, 386. 0.7 9

19256 Pyophage cocktail for the biocontrol of membrane fouling and its effect in aerobic microbial biofilm
community during the treatment of antibiotics. Bioresource Technology, 2020, 318, 123965. 4.8 10

19257
Linking performance and microbial ecology in a biological sulphate reducing reactor system with
biomass retention developed for the treatment of acid rock drainage. Hydrometallurgy, 2020, 197,
105471.

1.8 7

19258 A Pd1â€“Psâ€“P1 Feedback Loop Controls Pubescence Density in Soybean. Molecular Plant, 2020, 13,
1768-1783. 3.9 22

19259 Jute CDPK genes and their role in stress tolerance and fiber development: A genome-wide
bioinformatic investigation of Chorchorus capsularis and C. olitorius. Plant Gene, 2020, 24, 100252. 1.4 7

19260 Identical 18S rRNA haplotypes of Hepatozoon canis in dogs and foxes in Brandenburg, Germany. Ticks
and Tick-borne Diseases, 2020, 11, 101520. 1.1 17

19261 The wide distribution and horizontal transfers of beta satellite DNA in eukaryotes. Genomics, 2020,
112, 5295-5304. 1.3 2

19262 Chromosome-level genome assembly of a parent species of widely cultivated azaleas. Nature
Communications, 2020, 11, 5269. 5.8 90



1068

Citation Report

# Article IF Citations

19263 Bioinformatic basis to define the species formation within Pectobacterium and Dickeya bacterial
genera. , 2020, , . 4

19264 The algal selenoproteomes. BMC Genomics, 2020, 21, 699. 1.2 7

19265
Fibrillarin evolution through the Tree of Life: Comparative genomics and microsynteny network
analyses provide new insights into the evolutionary history of Fibrillarin. PLoS Computational
Biology, 2020, 16, e1008318.

1.5 8

19266 Lysogeny in Streptococcus pneumoniae. Microorganisms, 2020, 8, 1546. 1.6 10

19267 A Hu sheep genome with the first ovine Y chromosome reveal introgression history after sheep
domestication. Science China Life Sciences, 2021, 64, 1116-1130. 2.3 27

19268 First reported genome of an mcr-9-mediated colistin-resistant Salmonella Typhimurium isolate from
Brazilian livestock. Journal of Global Antimicrobial Resistance, 2020, 23, 394-397. 0.9 15

19269 Infection with Bacteroides Phage BV01 Alters the Host Transcriptome and Bile Acid Metabolism in a
Common Human Gut Microbe. Cell Reports, 2020, 32, 108142. 2.9 35

19270 Primate differential redoxome (PDR) â€“ A paradigm for understanding neurodegenerative diseases.
Redox Biology, 2020, 36, 101683. 3.9 1

19271 Prevalence of alternative AUG and non-AUG translation initiators and their regulatory effects across
plants. Genome Research, 2020, 30, 1418-1433. 2.4 26

19272 Pre-meiotic, 24-nt reproductive phasiRNAs are abundant in anthers of wheat and barley but not rice
and maize. Plant Physiology, 2020, 184, pp.00816.2020. 2.3 20

19273 Maternal Origins and Haplotype Diversity of Seven Russian Goat Populations Based on the D-loop
Sequence Variability. Animals, 2020, 10, 1603. 1.0 6

19274 Mis-Genotyping of Some Hepatitis D Virus Genotype 2 and 5 Sequences Using HDVdb. Viruses, 2020, 12,
1066. 1.5 0

19275 HybridSucc: A Hybrid-learning Architecture for General and Species-specific Succinylation Site
Prediction. Genomics, Proteomics and Bioinformatics, 2020, 18, 194-207. 3.0 28

19276 Evaluation of the potency of FDA-approved drugs on wild type and mutant SARS-CoV-2 helicase (Nsp13).
International Journal of Biological Macromolecules, 2020, 163, 1687-1696. 3.6 32

19277 Tissue-specific usage of transposable element-derived promoters in mouse development. Genome
Biology, 2020, 21, 255. 3.8 55

19278 Mycobiota in Chilean chilli Capsicum annuum L. used for production of MerkÃ©n. International Journal
of Food Microbiology, 2020, 334, 108833. 2.1 11

19279 First report of <i>Trypanosoma dionisii</i> (Trypanosomatidae) identified in Australia. Parasitology,
2020, 147, 1801-1809. 0.7 10

19280 Mapping the bacterial metabolic niche space. Nature Communications, 2020, 11, 4887. 5.8 27



1069

Citation Report

# Article IF Citations

19281 Glucosylation prevents plant defense activation in phloem-feeding insects. Nature Chemical Biology,
2020, 16, 1420-1426. 3.9 30

19282 Early termination of the Shiga toxin transcript generates a regulatory small RNA. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 25055-25065. 3.3 16

19283 Development of a universal RT-PCR assay for grapevine vitiviruses. PLoS ONE, 2020, 15, e0239522. 1.1 3

19284 Fungal Composition and Diversity of the Tobacco Leaf Phyllosphere During Curing of Leaves.
Frontiers in Microbiology, 2020, 11, 554051. 1.5 36

19285 Fish complement C4 gene evolution and gene/protein regulatory network analyses and simulated
stereo conformation of C4â€“MASPâ€“2 protein complex. Fish and Shellfish Immunology, 2020, 107, 54-63. 1.6 4

19286 Moniliophthora perniciosa, the mushroom causing witchesâ€™ broom disease of cacao: Insights into its
taxonomy, ecology and host range in Brazil. Fungal Biology, 2020, 124, 983-1003. 1.1 13

19287 Polyphyletic origin, intracellular invasion, and meiotic genes in the putatively asexual
agamococcidians (Apicomplexa incertae sedis). Scientific Reports, 2020, 10, 15847. 1.6 10

19288 Rich Repertoire of Quorum Sensing Protein Coding Sequences in CPR and DPANN Associated with
Interspecies and Interkingdom Communication. MSystems, 2020, 5, . 1.7 14

19289 IurV, Encoded by ORF VCA0231, Is Involved in the Regulation of Iron Uptake Genes in Vibrio cholerae.
Genes, 2020, 11, 1184. 1.0 2

19290 Spatial genetic structure in Themisto libellula (Amphipoda: Hyperiidae) from the coastal Gulf of
Alaska, Bering and Chukchi seas. Polar Biology, 2020, 43, 1795-1804. 0.5 2

19291 New mechanistic insights into the reversible aldol reaction catalysed by Rhamnulose-1-phosphate
aldolase from Escherichia coli. Molecular Catalysis, 2020, 495, 111131. 1.0 3

19292 Complete chloroplast genome sequence of the rose apple, <i>Syzygium jambos</i> (Myrtaceae).
Mitochondrial DNA Part B: Resources, 2020, 5, 3460-3462. 0.2 2

19293 IMA Genome - F13. IMA Fungus, 2020, 11, 19. 1.7 13

19294 Evaluation of DNA markers for molecular identification of three Piper species from Brazilian Atlantic
Rainforest. PLoS ONE, 2020, 15, e0239056. 1.1 5

19295 Fast Recognition of Lecanicillium spp., and Its Virulence Against Frankliniella occidentalis. Frontiers
in Microbiology, 2020, 11, 561381. 1.5 15

19296 Comparative Plastid Genomics of Non-Photosynthetic Chrysophytes: Genome Reduction and
Compaction. Frontiers in Plant Science, 2020, 11, 572703. 1.7 8

19297
The New Klebsiella pneumoniae ST152 Variants with Hypermucoviscous Phenotype Isolated from Renal
Transplant Recipients with Asymptomatic Bacteriuriaâ€”Genetic Characteristics by WGS. Genes, 2020, 11,
1189.

1.0 10

19298
RNAi-Mediated Knockdown of Transcription Factor E93 in Nymphs of the Desert Locust (Schistocerca) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 67 Td (gregaria) Inhibits Adult Morphogenesis and Results in Supernumerary Juvenile Stages. International

Journal of Molecular Sciences, 2020, 21, 7518.
1.8 7



1070

Citation Report

# Article IF Citations

19299 Phylogenetics and Systematics in a Nutshell. , 2020, , 81-112. 4

19300 Structural analysis of CACHE domain of the McpA chemoreceptor from Leptospira interrogans.
Biochemical and Biophysical Research Communications, 2020, 533, 1323-1329. 1.0 2

19302 Similar sequences but dissimilar biological functions of GDF11 and myostatin. Experimental and
Molecular Medicine, 2020, 52, 1673-1693. 3.2 21

19303 The genome of Chinese flowering cherry (Cerasus serrulata) provides new insights into Cerasus
species. Horticulture Research, 2020, 7, 165. 2.9 22

19304 High-quality nuclear genome for Sarcoptes scabieiâ€”A critical resource for a neglected parasite. PLoS
Neglected Tropical Diseases, 2020, 14, e0008720. 1.3 25

19305
Integrative Taxonomy Reveals Two New Species of Stalked Barnacle (Cirripedia, Thoracica) From
Seamounts of the Western Pacific With a Review of Barnacles Distributed in Seamounts Worldwide.
Frontiers in Marine Science, 2020, 7, .

1.2 3

19306 Comparative Genomics of Plasmid-Bearing Staphylococcus aureus Strains Isolated From Various Retail
Meats. Frontiers in Microbiology, 2020, 11, 574923. 1.5 8

19307
The SoNAP gene from sugarcane (Saccharum officinarum) encodes a senescence-associated NAC
transcription factor involved in response to osmotic and salt stress. Journal of Plant Research, 2020,
133, 897-909.

1.2 5

19308
Cross-Protection by Inactivated H5 Prepandemic Vaccine Seed Strains against Diverse
Goose/Guangdong Lineage H5N1 Highly Pathogenic Avian Influenza Viruses. Journal of Virology, 2020,
94, .

1.5 11

19309 Changes in Gut Microorganism in Patients with Positive Immune Antibody-Associated Recurrent
Abortion. BioMed Research International, 2020, 2020, 1-15. 0.9 6

19310 Core Mycobiome and Their Ecological Relevance in the Gut of Five Ips Bark Beetles (Coleoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (Curculionidae: Scolytinae). Frontiers in Microbiology, 2020, 11, 568853.1.5 34

19311 A Mutation Network Method for Transmission Analysis of Human Influenza H3N2. Viruses, 2020, 12,
1125. 1.5 3

19312 Genomes of the Banyan Tree and Pollinator Wasp Provide Insights into Fig-Wasp Coevolution. Cell,
2020, 183, 875-889.e17. 13.5 71

19313
Candida metrosideri pro tempore sp. nov. and Candida ohialehuae pro tempore sp. nov., two
antifungal-resistant yeasts associated with Metrosideros polymorpha flowers in Hawaii. PLoS ONE,
2020, 15, e0240093.

1.1 6

19314 Emergence and Spread of Piscine orthoreovirus Genotype 3. Pathogens, 2020, 9, 823. 1.2 7

19315 Structure-Based Identification and Functional Characterization of a Lipocalin in the Malaria Parasite
Plasmodium falciparum. Cell Reports, 2020, 31, 107817. 2.9 23

19316 Toll-like Receptor 5 Activation by the CagY Repeat Domains of Helicobacter pylori. Cell Reports, 2020,
32, 108159. 2.9 36

19317 Structural basis for RIFIN-mediated activation of LILRB1 in malaria. Nature, 2020, 587, 309-312. 13.7 30



1071

Citation Report

# Article IF Citations

19318 Genome Complexity Browser: Visualization and quantification of genome variability. PLoS
Computational Biology, 2020, 16, e1008222. 1.5 1

19319 Mitochondrial genomes of stick insects (Phasmatodea) and phylogenetic considerations. PLoS ONE,
2020, 15, e0240186. 1.1 14

19320 Evolutionary Dynamics of Transposable Elements Following a Shared Polyploidization Event in the
Tribe Andropogoneae. G3: Genes, Genomes, Genetics, 2020, 10, 4387-4398. 0.8 9

19321 Mushroom Bulgaria inquinans Modulates Host Immunological Response and Gut Microbiota in Mice.
Frontiers in Nutrition, 2020, 7, 144. 1.6 17

19322
First molecular characterization of the facultative myiasis agent Eristalis tenax in Turkey using
mitochondrial cytochrome c oxidase subunit I DNA barcoding sequences. Turkish Journal of
Veterinary and Animal Sciences, 2020, 44, 449-455.

0.2 0

19323 A novel freshwater cyanophage vB_MelS-Me-ZS1 infecting bloom-forming cyanobacterium Microcystis
elabens. Molecular Biology Reports, 2020, 47, 7979-7989. 1.0 18

19324 Influence of silver nanoparticles on a common contaminant isolated during the establishment of
Stevia rebaudiana Bertoni culture. Plant Cell, Tissue and Organ Culture, 2020, 143, 609-618. 1.2 7

19325 Optimization and characterization of Alginic acid synthesized from a novel strain of Pseudomonas
stutzeri. Biotechnology Reports (Amsterdam, Netherlands), 2020, 27, e00517. 2.1 10

19326 Diversification of DNA-Binding Specificity by Permissive and Specificity-Switching Mutations in the
ParB/Noc Protein Family. Cell Reports, 2020, 32, 107928. 2.9 21

19327 Genetic diversity analysis of Blastocystis subtypes and their distribution among the domestic animals
and pigeons in northwest of Iran. Infection, Genetics and Evolution, 2020, 86, 104591. 1.0 18

19328 In silico identification and validation of miRNA and their DIR specific targets in Oryza sativa Indica
under abiotic stress. Non-coding RNA Research, 2020, 5, 167-177. 2.4 21

19329 Mechanism and evolution of the Zn-fingernail required for interaction of VARP with VPS29. Nature
Communications, 2020, 11, 5031. 5.8 21

19330 Alterations of Gut Microbiota in Type 2 Diabetes Individuals and the Confounding Effect of
Antidiabetic Agents. Journal of Diabetes Research, 2020, 2020, 1-14. 1.0 23

19331 Identification of African swine fever virus-like elements in the soft tick genome provides insights into
the virusâ€™ evolution. BMC Biology, 2020, 18, 136. 1.7 28

19332 Riboflavin Biosynthesis and Overproduction by a Derivative of the Human Gut Commensal
Bifidobacterium longum subsp. infantis ATCC 15697. Frontiers in Microbiology, 2020, 11, 573335. 1.5 18

19333 Characterization of soil microbes associated with a grazingâ€•tolerant grass species, <i>Stipa
breviflora</i>, in the Inner Mongolian desert steppe. Ecology and Evolution, 2020, 10, 10607-10618. 0.8 17

19334 Disseminated protozoal infection in a wild feathertail glider (Acrobates pygmaeus) in Australia.
International Journal for Parasitology: Parasites and Wildlife, 2020, 13, 46-50. 0.6 1

19335 Seeker: alignment-free identification of bacteriophage genomes by deep learning. Nucleic Acids
Research, 2020, 48, e121-e121. 6.5 78



1072

Citation Report

# Article IF Citations

19336 Multiobjective Formulation of Multiple Sequence Alignment for Phylogeny Inference. IEEE
Transactions on Cybernetics, 2022, 52, 2775-2786. 6.2 5

19337
Genome-Wide Identification of Host-Segregating Single-Nucleotide Polymorphisms for Source
Attribution of Clinical Campylobacter coli Isolates. Applied and Environmental Microbiology, 2020, 86,
.

1.4 15

19338
Structural modelling of the lumenal domain of human GPAA1, the metallo-peptide synthetase subunit
of the transamidase complex, reveals zinc-binding mode and two flaps surrounding the active site.
Biology Direct, 2020, 15, 14.

1.9 6

19339 Complete mitochondrial genome of a blue-tailed skink Plestiodon capito (Reptilia, Squamata,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Scincidae) and comparison with other Scincidae lizards. Genetica, 2020, 148, 229-241.0.5 5

19340 Pseudoflowers produced by Fusarium xyrophilum on yellow-eyed grass (Xyris spp.) in Guyana: A novel
floral mimicry system?. Fungal Genetics and Biology, 2020, 144, 103466. 0.9 10

19341 Evolutionary Pattern of Interferon Alpha Genes in Bovidae and Genetic Diversity of IFNAA in the Bovine
Genome. Frontiers in Immunology, 2020, 11, 580412. 2.2 5

19342 Genome-Wide Analysis of OPR Family Genes in Cotton Identified a Role for GhOPR9 in Verticillium
dahliae Resistance. Genes, 2020, 11, 1134. 1.0 18

19343 Pepper vein yellows virus 9: a novel polerovirus isolated from chili pepper in Indonesia. Archives of
Virology, 2020, 165, 3017-3021. 0.9 4

19344 Genome-wide identification and characterization of the bZIP gene family in potato (Solanum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (tuberosum). Plant Gene, 2020, 24, 100257.1.4 7

19345 Haemonchus sp. in beef cattle in Brazil: species composition and frequency of benzimidazole
resistance alleles. Preventive Veterinary Medicine, 2020, 185, 105162. 0.7 9

19346 A computational study of Tatâ€“CDK9â€“Cyclin binding dynamics and its implication in
transcription-dependent HIV latency. Physical Chemistry Chemical Physics, 2020, 22, 25474-25482. 1.3 8

19347 Evolutionary Study of Disorder in Protein Sequences. Biomolecules, 2020, 10, 1413. 1.8 16

19348 ATP-Binding and Hydrolysis in Inflammasome Activation. Molecules, 2020, 25, 4572. 1.7 43

19349 Kinetid in larval cells of Spongillida (Porifera: Demospongiae): tracing the ancestral traits. Organisms
Diversity and Evolution, 2020, 20, 669-680. 0.7 1

19350 Isolation and identification of herbivorous ciliates from contaminated microalgal cultures.
European Journal of Protistology, 2020, 76, 125743. 0.5 5

19351 Molecular prevalence of emerging Anaplasma and Ehrlichia pathogens in apparently healthy dairy
cattle in peri-urban Nairobi, Kenya. BMC Veterinary Research, 2020, 16, 364. 0.7 18

19352 Genetic Evidence for a Mixed Composition of the Genus Myoxocephalus (Cottoidei: Cottidae)
Necessitates Generic Realignment. Genes, 2020, 11, 1071. 1.0 5

19353 Multiple Isolated Transcription Factors Act as Switches and Contribute to Species Uniqueness. Genes,
2020, 11, 1148. 1.0 4



1073

Citation Report

# Article IF Citations

19354 Tolerance to Oxidative Stress in Budding Yeast by Heterologous Expression of Catalases A and T from
Debaryomyces hansenii. Current Microbiology, 2020, 77, 4000-4015. 1.0 7

19355 Polystoma luohetong n. sp. (Monogenea: Polystomatidae) from Rana chaochiaoensis Liu (Amphibia:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Ranidae) in China. Systematic Parasitology, 2020, 97, 639-647.0.5 4

19356 Intrigue surrounding the life-cycles of species of Clistobothrium (Cestoda: Phyllobothriidea)
parasitising large pelagic sharks. International Journal for Parasitology, 2020, 50, 1043-1055. 1.3 11

19357 Genome wide in-silico miRNA and target network prediction from stress responsive Horsegram
(Macrotyloma uniflorum) accessions. Scientific Reports, 2020, 10, 17203. 1.6 12

19358 Historical isolation facilitates species radiation by sexual selection: Insights from <i>Chorthippus</i>
grasshoppers. Molecular Ecology, 2020, 29, 4985-5002. 2.0 18

19359 Changed epidemiology of anthrax and molecular characteristics of Bacillus anthracis in Inner
Mongolia Autonomous Region, China. Transboundary and Emerging Diseases, 2020, 68, 2250-2260. 1.3 0

19360 Detection of Babesia odocoilei in Ixodes scapularis Ticks Collected from Songbirds in Ontario and
Quebec, Canada. Pathogens, 2020, 9, 781. 1.2 13

19361 Revised annotation and extended characterizations of components of the Chlamydomonas reinhardtii
SUMOylation system. Plant Direct, 2020, 4, e00266. 0.8 3

19362 Substitution scoring matrices for proteins â€• An overview. Protein Science, 2020, 29, 2150-2163. 3.1 12

19363 A Case Study of Eukaryogenesis: The Evolution of Photoreception by Photolyase/Cryptochrome
Proteins. Journal of Molecular Evolution, 2020, 88, 662-673. 0.8 5

19364
Effects of Dietary Supplementation with Îº-Selenocarrageenan on the Selenium Accumulation and
Intestinal Microbiota of the Sea Cucumbers Apostichopus japonicus. Biological Trace Element
Research, 2021, 199, 2753-2763.

1.9 2

19365 Large-Scale Comparative Analyses of Tick Genomes Elucidate Their Genetic Diversity and Vector
Capacities. Cell, 2020, 182, 1328-1340.e13. 13.5 145

19366 The Radiation of Darwinâ€™s Giant Daisies in the GalÃ¡pagos Islands. Current Biology, 2020, 30,
4989-4998.e7. 1.8 35

19367 Metagenomic data of bacterial community from different land uses at the river basin, Kelantan. Data
in Brief, 2020, 33, 106351. 0.5 2

19368 Cryptosporidium cf. avium in an inland-bearded dragon (Pogona vitticeps) â€“ A case report and review
of the literature. International Journal for Parasitology: Parasites and Wildlife, 2020, 13, 150-159. 0.6 2

19369 Identification and effect of Zf-AD-containing C2H2 zinc finger genes on BmNPV replication in the
silkworm (Bombyx mori). Pesticide Biochemistry and Physiology, 2020, 170, 104678. 1.6 0

19370
De novo transcriptome analysis of Rhizophora mucronata Lam. furnishes evidence for the existence
of glyoxalase system correlated to glutathione metabolic enzymes and glutathione regulated
transporter in salt tolerant mangroves. Plant Physiology and Biochemistry, 2020, 155, 683-696.

2.8 8

19371 Soil microbial interactions modulate the effect of Artemisia ordosica on herbaceous species in a
desert ecosystem, northern China. Soil Biology and Biochemistry, 2020, 150, 108013. 4.2 17



1074

Citation Report

# Article IF Citations

19372 Binding Modes and Selectivity of Cannabinoid 1 (CB1) and Cannabinoid 2 (CB2) Receptor Ligands. ACS
Chemical Neuroscience, 2020, 11, 3455-3463. 1.7 15

19373 Phylogenomic analysis sheds light on the evolutionary pathways towards acoustic communication in
Orthoptera. Nature Communications, 2020, 11, 4939. 5.8 82

19374 ARMADILLO REPEAT ONLY proteins confine Rho GTPase signalling to polar growth sites. Nature Plants,
2020, 6, 1275-1288. 4.7 24

19375 A glance at the gut microbiota of five experimental animal species through fecal samples. Scientific
Reports, 2020, 10, 16628. 1.6 16

19376
Crystal structure of tomato spotted wilt virus G<sub>N</sub>reveals a dimer complex formation and
evolutionary link to animal-infecting viruses. Proceedings of the National Academy of Sciences of the
United States of America, 2020, 117, 26237-26244.

3.3 12

19377
Convergent evolution of zoonotic <i>Brucella</i> species toward the selective use of the pentose
phosphate pathway. Proceedings of the National Academy of Sciences of the United States of America,
2020, 117, 26374-26381.

3.3 13

19378 The heptameric structure of the flagellar regulatory protein FlrC is indispensable for ATPase activity
and disassembled by cyclic-di-GMP. Journal of Biological Chemistry, 2020, 295, 16960-16974. 1.6 12

19379 Reassignment of some South African species to <i>Chamberlainium</i>, with a comment about the
recognition of families of Corallinales (Rhodophyta). Phycologia, 2020, 59, 464-496. 0.6 12

19380 EvoLSTM: context-dependent models of sequence evolution using a sequence-to-sequence LSTM.
Bioinformatics, 2020, 36, i353-i361. 1.8 4

19381 PyMod 3: a complete suite for structural bioinformatics in PyMOL. Bioinformatics, 2021, 37, 1471-1472. 1.8 73

19382 A database resource and online analysis tools for coronaviruses on a historical and global scale.
Database: the Journal of Biological Databases and Curation, 2021, 2020, . 1.4 15

19383 Early Metazoan Origin and Multiple Losses of a Novel Clade of RIM Presynaptic Calcium Channel
Scaffolding Protein Homologs. Genome Biology and Evolution, 2020, 12, 1217-1239. 1.1 7

19384 Alignment-Integrated Reconstruction of Ancestral Sequences Improves Accuracy. Genome Biology and
Evolution, 2020, 12, 1549-1565. 1.1 15

19385 Stochastic Gain and Loss of Novel Transcribed Open Reading Frames in the Human Lineage. Genome
Biology and Evolution, 2020, 12, 2183-2195. 1.1 26

19386 Evolution of a Record-Setting AT-Rich Genome: Indel Mutation, Recombination, and Substitution Bias.
Genome Biology and Evolution, 2020, 12, 2344-2354. 1.1 16

19387 From Inquilines to Gall Inducers: Genomic Signature of a Life-Style Transition in <i>Synergus</i> Gall
Wasps. Genome Biology and Evolution, 2020, 12, 2060-2073. 1.1 9

19388 Morphology and Phylogeny of the Ciliate Psilotricha silvicola n. sp. (Alveolata, Ciliophora) from
Woodland Soils in the United Kingdom. Protist, 2020, 171, 125752. 0.6 3

19389 Sequence analysis of nonulosonic acid biosynthetic gene clusters in Vibrionaceae and Moritella
viscosa. Scientific Reports, 2020, 10, 11995. 1.6 1



1075

Citation Report

# Article IF Citations

19390 Analysis of Modulation of the Ï•1 GABAA Receptor by Combinations of Inhibitory and Potentiating
Neurosteroids Reveals Shared and Distinct Binding Sites. Molecular Pharmacology, 2020, 98, 280-291. 1.0 2

19391 Environmental DNA detection tracks established seasonal occurrence of blacktip sharks
(Carcharhinus limbatus) in a semi-enclosed subtropical bay. Scientific Reports, 2020, 10, 11847. 1.6 19

19392 A taxonomic revision of the Striated Grasswren <i>Amytornis striatus</i> complex (Aves: Maluridae)
after analysis of phylogenetic and phenotypic data. Emu, 2020, 120, 191-200. 0.2 5

19393 A novel riboswitch classification based on imbalanced sequences achieved by machine learning. PLoS
Computational Biology, 2020, 16, e1007760. 1.5 2

19394 <i>Caenorhabditis elegans</i> AF4/FMR2 Family Homolog <i>affl-2</i> Regulates Heat-Shock-Induced
Gene Expression. Genetics, 2020, 215, 1039-1054. 1.2 5

19395 Improved methods for detecting Xylella fastidiosa in pecan and related Carya species. European
Journal of Plant Pathology, 2020, 157, 899-918. 0.8 3

19396 Blueberry red ringspot virus genomes from Florida inferred through analysis of blueberry root
transcriptomes. Scientific Reports, 2020, 10, 12043. 1.6 5

19397 Prototypical pacemaker neurons interact with the resident microbiota. Proceedings of the National
Academy of Sciences of the United States of America, 2020, 117, 17854-17863. 3.3 47

19398 Excessive Parallelism in Protein Evolution of Lake Baikal Amphipod Species Flock. Genome Biology and
Evolution, 2020, 12, 1493-1503. 1.1 1

19399 Genomic Analysis of the Only Blind Cichlid Reveals Extensive Inactivation in Eye and Pigment
Formation Genes. Genome Biology and Evolution, 2020, 12, 1392-1406. 1.1 14

19400 Reconstruction of the Carbohydrate 6-O Sulfotransferase Gene Family Evolution in Vertebrates
Reveals Novel Member, CHST16, Lost in Amniotes. Genome Biology and Evolution, 2020, 12, 993-1012. 1.1 4

19401
Asterid Phylogenomics/Phylotranscriptomics Uncover Morphological Evolutionary Histories and
Support Phylogenetic Placement for Numerous Whole-Genome Duplications. Molecular Biology and
Evolution, 2020, 37, 3188-3210.

3.5 82

19402 Modifying Plant Photosynthesis and Growth via Simultaneous Chloroplast Transformation of
Rubisco Large and Small Subunits. Plant Cell, 2020, 32, 2898-2916. 3.1 79

19403
DNA Sequencing of Type Material Reveals <i>Pneophyllum marlothii</i> comb. nov. from South Africa
and <i>P.Â discoideum</i> comb. nov. (Chamberlainoideae, Corallinales, Rhodophyta) from Argentina.
Journal of Phycology, 2020, 56, 1625-1641.

1.0 9

19404
Genomic insights on the contribution of balancing selection and local adaptation to the longâ€•term
survival of a widespread living fossil tree, <i>Cercidiphyllum japonicum</i>. New Phytologist, 2020,
228, 1674-1689.

3.5 22

19405 Pseudohyphal growth in <i>Saccharomyces cerevisiae</i> involves protein kinase-regulated lipid
flippases. Journal of Cell Science, 2020, 133, . 1.2 18

19406 Development of a Multilocus Sequence Typing Scheme for Giardia intestinalis. Genes, 2020, 11, 764. 1.0 5

19407 Conserved ZZ/ZW sex chromosomes in Caribbean croaking geckos (<i>Aristelliger</i>:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Sphaerodactylidae). Journal of Evolutionary Biology, 2020, 33, 1316-1326.0.8 13



1076

Citation Report

# Article IF Citations

19408
Metagenomic data on bacterial diversity profiling of high-microbial-abundance tropical marine
sponges Aaptos aaptos and Xestospongia muta from waters off terengganu, South China Sea. Data in
Brief, 2020, 31, 105971.

0.5 4

19409 Quality Matters: Biocuration Experts on the Impact of Duplication and Other Data Quality Issues in
Biological Databases. Genomics, Proteomics and Bioinformatics, 2020, 18, 91-103. 3.0 14

19410 Population Genetics of SARS-CoV-2: Disentangling Effects of Sampling Bias and Infection Clusters.
Genomics, Proteomics and Bioinformatics, 2020, 18, 640-647. 3.0 44

19411 Population structure and genetic diversity of Aedes aegypti and Aedes albopictus in Penang as revealed
by mitochondrial DNA cytochrome oxidase I. Saudi Journal of Biological Sciences, 2020, 27, 953-967. 1.8 29

19412 Genetic variants in children with chronic respiratory diseases. Pediatric Pulmonology, 2020, 55,
2389-2401. 1.0 5

19413 Phylogenetic and evolutionary features of the plastome of Tropaeolum pentaphyllum Lam.
(Tropaeolaceae). Planta, 2020, 252, 17. 1.6 9

19414 Methanotroph populations and CH4 oxidation potentials in high-Arctic peat are altered by herbivory
induced vegetation change. FEMS Microbiology Ecology, 2020, 96, . 1.3 9

19415 A novel allele of ASY3 is associated with greater meiotic stability in autotetraploid Arabidopsis lyrata.
PLoS Genetics, 2020, 16, e1008900. 1.5 26

19416 CeMbio - The<i>Caenorhabditis elegans</i>Microbiome Resource. G3: Genes, Genomes, Genetics, 2020,
10, 3025-3039. 0.8 96

19417 High-Throughput Sequencing Facilitates Discovery of New Plant Viruses in Poland. Plants, 2020, 9, 820. 1.6 27

19418 Fungal pathogens occurring on <i>Orthopterida</i> in Thailand. Persoonia: Molecular Phylogeny and
Evolution of Fungi, 2020, 44, 140-160. 1.6 18

19419 Groundwater <i>Elusimicrobia</i> are metabolically diverse compared to gut microbiome
<i>Elusimicrobia</i> and some have a novel nitrogenase paralog. ISME Journal, 2020, 14, 2907-2922. 4.4 51

19420 Comprehensive and Functional Analysis of Horizontal Gene Transfer Events in Diatoms. Molecular
Biology and Evolution, 2020, 37, 3243-3257. 3.5 28

19421 Lack of Evidence for a Substantial Rate of Templated Mutagenesis in B Cell Diversification. Journal of
Immunology, 2020, 205, 936-944. 0.4 1

19422 Molecular characterization of ascorbate peroxidase (APX) and APX-related (APX-R) genes in Triticum
aestivum L.. Genomics, 2020, 112, 4208-4223. 1.3 56

19423
The genetic structure of the marine flatworm<i>Stylochoplana pusilla</i>(Rhabditophora:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (Polycladida) and its use of intertidal snails. Journal of the Marine Biological Association of the

United Kingdom, 2020, 100, 713-717.
0.4 4

19424 <i>In Silico</i> Genotyping of Escherichia coli Isolates for Extraintestinal Virulence Genes by Use of
Whole-Genome Sequencing Data. Journal of Clinical Microbiology, 2020, 58, . 1.8 179

19425 AutoCloner: automatic homologue-specific primer design for full-gene cloning in polyploids. BMC
Bioinformatics, 2020, 21, 311. 1.2 0



1077

Citation Report

# Article IF Citations

19426 Advanced molecular surveillance approaches for characterization of blood borne hepatitis viruses.
PLoS ONE, 2020, 15, e0236046. 1.1 4

19427 CD4+ T Cells Recognize Conserved Influenza A Epitopes through Shared Patterns of V-Gene Usage and
Complementary Biochemical Features. Cell Reports, 2020, 32, 107885. 2.9 11

19428 Flagellar targeting of an arginine kinase requires a conserved lipidated protein intraflagellar
transport (LIFT) pathway in Trypanosoma brucei. Journal of Biological Chemistry, 2020, 295, 11326-11336. 1.6 7

19429 MIST: a Multilocus Identification System for <i>Trichoderma</i>. Applied and Environmental
Microbiology, 2020, 86, . 1.4 30

19430
Identification of Antimicrobial Resistance Determinants in Aeromonas veronii Strain MS-17-88
Recovered From Channel Catfish (Ictalurus punctatus). Frontiers in Cellular and Infection
Microbiology, 2020, 10, 348.

1.8 30

19431 Genome-Wide Identification of the CrRLK1L Subfamily and Comparative Analysis of Its Role in the
Legume-Rhizobia Symbiosis. Genes, 2020, 11, 793. 1.0 16

19432 Methyltransferase Contingencies in the Pathway of Everninomicin D Antibiotics and Analogues.
ChemBioChem, 2020, 21, 3349-3358. 1.3 4

19433 Insights into the molecular diversity of Plasmodium vivax merozoite surface protein-3Î³ (pvmsp3Î³), a
polymorphic member in the msp3 multi-gene family. Scientific Reports, 2020, 10, 10977. 1.6 5

19434 A New Report on Edible Tropical Bolete,<i>Phlebopus spongiosus</i>in Thailand and Its Fruiting Body
Formation without the Need for a Host Plant. Mycobiology, 2020, 48, 263-275. 0.6 4

19435 First genetic record of the nonâ€•native muzzled blenny Omobranchus punctatus (Teleostei: Blenniidae)
in the Atlantic Coast of Central and South America. Journal of Fish Biology, 2020, 96, 841-846. 0.7 5

19436
Acidic Phospholipase A2-Peptide Derivative Modulates Oxidative Status and Microstructural
Reorganization of Scar Tissue after Cutaneous Injury. Evidence-based Complementary and Alternative
Medicine, 2020, 2020, 1-13.

0.5 2

19437 Species Boundaries and Molecular Markers for the Classification of 16SrI Phytoplasmas Inferred by
Genome Analysis. Frontiers in Microbiology, 2020, 11, 1531. 1.5 25

19438 Effects of Paper Mulberry Silage on the Milk Production, Apparent Digestibility, Antioxidant Capacity,
and Fecal Bacteria Composition in Holstein Dairy Cows. Animals, 2020, 10, 1152. 1.0 32

19439
A comparative plastomics approach reveals available molecular markers for the phylogeographic
study of <i>Dendrobium huoshanense</i>, an endangered orchid with extremely small populations.
Ecology and Evolution, 2020, 10, 5332-5342.

0.8 6

19440
Robbery in progress: Historical museum collections bring to light a mitochondrial capture within a
bird species widespread across southern Australia, the Copperback Quailâ€•thrush Cinclosoma clarum.
Ecology and Evolution, 2020, 10, 6785-6793.

0.8 11

19441
Multiple transcriptomic analyses and characterization of pathogen-related core effectors and LysM
family members reveal their differential roles in fungal growth and pathogenicity in Penicillium
expansum. Molecular Genetics and Genomics, 2020, 295, 1415-1429.

1.0 7

19442 Caulifigura coniformis gen. nov., sp. nov., a novel member of the family Planctomycetaceae isolated
from a red biofilm sampled in a hydrothermal area. Antonie Van Leeuwenhoek, 2020, 113, 1927-1937. 0.7 15

19443
Rosistilla oblonga gen. nov., sp. nov. and Rosistilla carotiformis sp. nov., isolated from biotic or
abiotic surfaces in Northern Germany, Mallorca, Spain and California, USA. Antonie Van Leeuwenhoek,
2020, 113, 1939-1952.

0.7 20



1078

Citation Report

# Article IF Citations

19444 First Report of Filamentous Phages Isolated from Tunisian Orchards to Control Erwinia amylovora.
Microorganisms, 2020, 8, 1762. 1.6 15

19445 Genetic diversity analysis of papaya leaf distortion mosaic virus isolates infecting transgenic papaya
â€œHuanong No. 1â€• in South China. Ecology and Evolution, 2020, 10, 11671-11683. 0.8 0

19446 Homology modeling in the time of collective and artificial intelligence. Computational and
Structural Biotechnology Journal, 2020, 18, 3494-3506. 1.9 73

19447
Thymus-derived B cell clones persist in the circulation after thymectomy in myasthenia gravis.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
30649-30660.

3.3 33

19448 Human milk and infant formulae: Peptide differences and the opportunity to address the functional
gap. Current Research in Food Science, 2020, 3, 217-226. 2.7 6

19449 Unravelling the gut bacteriome of Ips (Coleoptera: Curculionidae: Scolytinae): identifying core
bacterial assemblage and their ecological relevance. Scientific Reports, 2020, 10, 18572. 1.6 31

19450
Genome-wide identification and expression analysis of the citrus calcium-dependent protein kinase
(CDPK) genes in response to arbuscular mycorrhizal fungi colonization and drought. Biotechnology
and Biotechnological Equipment, 2020, 34, 1304-1314.

0.5 9

19451 Complete mitochondrial genomes of Karchaev goat (Capra hircus). Mitochondrial DNA Part B:
Resources, 2020, 5, 3627-3628. 0.2 2

19452 Phylogenomic Analysis of a 55.1-kb 19-Gene Dataset Resolves a Monophyletic<i>Fusarium</i>that
Includes the<i>Fusarium solani</i>Species Complex. Phytopathology, 2021, 111, 1064-1079. 1.1 107

19453 Dual RNase and Î²-lactamase Activity of a Single Enzyme Encoded in Archaea. Life, 2020, 10, 280. 1.1 12

19454 Thermogenic hydrocarbon biodegradation by diverse depth-stratified microbial populations at a
Scotian Basin cold seep. Nature Communications, 2020, 11, 5825. 5.8 72

19455 Dominant subtype switch in avian influenza viruses during 2016â€“2019 in China. Nature
Communications, 2020, 11, 5909. 5.8 93

19456 Streptomyces sp. strain TOR3209: a rhizosphere bacterium promoting growth of tomato by affecting
the rhizosphere microbial community. Scientific Reports, 2020, 10, 20132. 1.6 37

19457 A molecular phylogeny of the long-horned bees in the genus Melissodes Latreille (Hymenoptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Apidae: Eucerinae). Insect Systematics and Evolution, 2020, 52, 428-443.0.2 6

19458 Identification of Characteristic Genomic Markers in Human Hepatoma HuH-7 and Huh7.5.1-8 Cell Lines.
Frontiers in Genetics, 2020, 11, 546106. 1.1 24

19459 Genetic diversity of<i>Calliphora vicina</i>(Diptera: Calliphoridae) in the Iberian Peninsula based
on<i>cox1</i>, 16S and ITS2 sequences. Biological Journal of the Linnean Society, 2020, 131, 952-965. 0.7 1

19460 Identification and Characterization of a Newly Isolated Chitinase-Producing Strain Bacillus
licheniformis SSCL-10 for Chitin Degradation. Archaea, 2020, 2020, 1-9. 2.3 11

19461 <i>Mycoplasma bovis</i> Infections in Free-Ranging Pronghorn, Wyoming, USA. Emerging Infectious
Diseases, 2020, 26, 2807-2814. 2.0 5



1079

Citation Report

# Article IF Citations

19462 Comparative Analysis of the Fecal Microbiota of Wild and Captive Bealâ€™s Eyed Turtle (Sacalia bealei) by
16S rRNA Gene Sequencing. Frontiers in Microbiology, 2020, 11, 570890. 1.5 12

19463 Î±-Galactosidase and Sucrose-Kinase Relationships in a Bi-functional AgaSK Enzyme Produced by the
Human Gut Symbiont Ruminococcus gnavus E1. Frontiers in Microbiology, 2020, 11, 579521. 1.5 7

19464 A Novel ALAS2 Missense Mutation in Two Brothers With Iron Overload and Associated Alterations in
Serum Hepcidin/Erythroferrone Levels. Frontiers in Physiology, 2020, 11, 581386. 1.3 2

19465 Computational Analysis of Targeting SARS-CoV-2, Viral Entry Proteins ACE2 and TMPRSS2, and
Interferon Genes by Host MicroRNAs. Genes, 2020, 11, 1354. 1.0 56

19466 Improved de novo Assembly of the Achlorophyllous Orchid Gastrodia elata. Frontiers in Genetics,
2020, 11, 580568. 1.1 11

19467 Chilean Salmon Sushi: Genetics Reveals Product Mislabeling and a Lack of Reliable Information at the
Point of Sale. Foods, 2020, 9, 1699. 1.9 3

19468 Chemosensory-Related Gene Family Members of the Horn Fly, Haematobia irritans irritans (Diptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Muscidae), Identified by Transcriptome Analysis. Insects, 2020, 11, 816.1.0 5

19469
Molecular characterization and epidemiological aspects of non-polio enteroviruses isolated from
acute flaccid paralysis in Brazil: a historical series (2005â€“2017). Emerging Microbes and Infections,
2020, 9, 2536-2546.

3.0 17

19470 Metagenomic analysis revealed the sulfur- and iron- oxidation capabilities of heterotrophic
denitrifying sludge. Ecotoxicology, 2021, 30, 1399-1407. 1.1 4

19471 Diverse CRISPR-Cas Complexes Require Independent Translation of Small and Large Subunits from a
Single Gene. Molecular Cell, 2020, 80, 971-979.e7. 4.5 27

19472 Coupled anaerobic methane oxidation and reductive arsenic mobilization in wetland soils. Nature
Geoscience, 2020, 13, 799-805. 5.4 71

19473 Global phylogeography suggests extensive eucosmopolitanism in Mesopelagic Fishes (Maurolicus:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Sternoptychidae). Scientific Reports, 2020, 10, 20544.1.6 10

19474 An integrative taxonomic approach supports a new species of Vettius from Central America
(Lepidoptera: Hesperiidae: Hesperiinae). Journal of Natural History, 2020, 54, 1699-1711. 0.2 0

19475 The complete mitochondrial genome of <i>Paranemachilus genilepis</i> (Zhu 1983) (Cypriniformes:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Nemacheilidae) and its phylogenetic status. Mitochondrial DNA Part B: Resources, 2020, 5, 3685-3687.0.2 1

19476 Triatoma rosai sp. nov. (Hemiptera, Triatominae): A New Species of Argentinian Chagas Disease Vector
Described Based on Integrative Taxonomy. Insects, 2020, 11, 830. 1.0 34

19477 Cross-Neutralization of a SARS-CoV-2 Antibody to a Functionally Conserved Site Is Mediated by Avidity.
Immunity, 2020, 53, 1272-1280.e5. 6.6 185

19478 Recombination of 2Fe-2S Ferredoxins Reveals Differences in the Inheritance of Thermostability and
Midpoint Potential. ACS Synthetic Biology, 2020, 9, 3245-3253. 1.9 6

19479 Biodiversity and host specificity of sponge-associated barnacles (Cirripedia: Thoracica) in Thailand.
Journal of Crustacean Biology, 2020, 40, 839-865. 0.3 3



1080

Citation Report

# Article IF Citations

19480 Natural Sequence Variations and Combinations of GNP1 and NAL1 Determine the Grain Number per
Panicle in Rice. Rice, 2020, 13, 14. 1.7 21

19481 Cryptic diversity in the macroalgal genus Lobophora (Dictyotales) reveals environmental drivers of
algal assemblages. Marine Biology, 2020, 167, 1. 0.7 5

19482
Species-level identification of trypanosomes infecting Australian wildlife by High-Resolution Melting -
Real Time Quantitative Polymerase Chain Reaction (HRM-qPCR). International Journal for Parasitology:
Parasites and Wildlife, 2020, 13, 261-268.

0.6 8

19483 Geographic distribution of Ovavesicula popilliae in the United States and sensitivity of visual
diagnosis compared with qPCR detection. Journal of Invertebrate Pathology, 2020, 175, 107455. 1.5 2

19484 The complete mitochondrial genome of Spondylis buprestoides (Coleoptera: Cerambycidae).
Mitochondrial DNA Part B: Resources, 2020, 5, 3773-3774. 0.2 1

19485 Retracing the evolutionary emergence of thymopoiesis. Science Advances, 2020, 6, . 4.7 10

19486 Global Occurrence of Clinically Relevant Hepatitis B Virus Variants as Found by Analysis of Publicly
Available Sequencing Data. Viruses, 2020, 12, 1344. 1.5 13

19487
Purification and biotechnological applications of L-asparaginase from newly isolated Bacillus
halotolerans OHEM18 as antitumor and antioxidant agent. Journal of Biomolecular Structure and
Dynamics, 2020, , 1-13.

2.0 8

19488 New insights into the taxonomic status, distribution and natural history of De Witteâ€™s Clicking Frog
(<i>Kassinula wittei</i> Laurent, 1940). African Zoology, 2020, 55, 311-322. 0.2 7

19489 Comparative Genomic Analyses Reveal a Specific Mutation Pattern Between Human Coronavirus
SARS-CoV-2 and Bat-CoV RaTG13. Frontiers in Microbiology, 2020, 11, 584717. 1.5 23

19490 Prokaryotic Diversity and Distribution Along Physical and Nutrient Gradients in the Tunisian Coastal
Waters (South Mediterranean Sea). Frontiers in Microbiology, 2020, 11, 593540. 1.5 9

19491 The Phosphoglycerate Kinase (PGK) Gene Family of Maize (Zea mays var. B73). Plants, 2020, 9, 1639. 1.6 7

19492 Effects of Chemical and Solar Soil-Disinfection Methods on Soil Bacterial Communities.
Sustainability, 2020, 12, 9833. 1.6 3

19493 Genome skimming and exploration of DNA barcodes for Taiwan endemic cypresses. Scientific Reports,
2020, 10, 20650. 1.6 2

19494 Origin and Evolutionary Dynamics of the miR2119 and ADH1 Regulatory Module in Legumes. Genome
Biology and Evolution, 2020, 12, 2355-2369. 1.1 7

19495 Construction of anti-codon table of the plant kingdom and evolution of tRNA selenocysteine
(tRNASec). BMC Genomics, 2020, 21, 804. 1.2 6

19496 Genome plasticity in Paramecium bursaria revealed by population genomics. BMC Biology, 2020, 18, 180. 1.7 16

19497

Updates to the recently introduced family Lacipirellulaceae in the phylum Planctomycetes: isolation
of strains belonging to the novel genera Aeoliella, Botrimarina, Pirellulimonas and
Pseudobythopirellula and the novel species Bythopirellula polymerisocia and Posidoniimonas
corsicana. Antonie Van Leeuwenhoek, 2020, 113, 1979-1997.

0.7 47



1081

Citation Report

# Article IF Citations

19498 Methanogen Abundance Thresholds Capable of Differentiating In Vitro Methane Production in Human
Stool Samples. Digestive Diseases and Sciences, 2020, 66, 3822-3830. 1.1 3

19499 Guide RNA Categorization Enables Target Site Choice in Tn7-CRISPR-Cas Transposons. Cell, 2020, 183,
1757-1771.e18. 13.5 73

19500 Mouse Ifit1b is a cap1-RNAâ€“binding protein that inhibits mouse coronavirus translation and is
regulated by complexing with Ifit1c. Journal of Biological Chemistry, 2020, 295, 17781-17801. 1.6 4

19501 Twenty Years of Equine Piroplasmosis Research: Global Distribution, Molecular Diagnosis, and
Phylogeny. Pathogens, 2020, 9, 926. 1.2 34

19502 Phylogenetic Investigation of Norovirus Transmission between Humans and Animals. Viruses, 2020, 12,
1287. 1.5 7

19503 Microbiota-directed fibre activates both targeted and secondary metabolic shifts in the distal gut.
Nature Communications, 2020, 11, 5773. 5.8 55

19504 Speciation and adaptive evolution reshape antioxidant enzymatic system diversity across the phylum
Nematoda. BMC Biology, 2020, 18, 181. 1.7 10

19505 The Tetracentron genome provides insight into the early evolution of eudicots and the formation of
vessel elements. Genome Biology, 2020, 21, 291. 3.8 23

19506 Microbiome Profiling Reveals a Microbial Dysbiosis During a Natural Outbreak of Tenacibaculosis
(Yellow Mouth) in Atlantic Salmon. Frontiers in Microbiology, 2020, 11, 586387. 1.5 32

19507 MOB: Pivotal Conserved Proteins in Cytokinesis, Cell Architecture and Tissue Homeostasis. Biology,
2020, 9, 413. 1.3 10

19508 Automated Design by Structure-Based Stabilization and Consensus Repair to Achieve Prefusion-Closed
Envelope Trimers in a Wide Variety of HIV Strains. Cell Reports, 2020, 33, 108432. 2.9 32

19509 Major SCP/TAPS protein expansion in Lucilia cuprina is associated with novel tandem array
organisation and domain architecture. Parasites and Vectors, 2020, 13, 598. 1.0 1

19510 Genomic Characterization of a Novel Tenericutes Bacterium from Deep-Sea Holothurian Intestine.
Microorganisms, 2020, 8, 1874. 1.6 22

19511 Combinatorial Glycomic Analyses to Direct CAZyme Discovery for the Tailored Degradation of Canola
Meal Non-Starch Dietary Polysaccharides. Microorganisms, 2020, 8, 1888. 1.6 12

19512 The de novo genome assembly of Tapiscia sinensis and the transcriptomic and developmental bases of
androdioecy. Horticulture Research, 2020, 7, 191. 2.9 3

19513 The liverwort oil body is formed by redirection of the secretory pathway. Nature Communications,
2020, 11, 6152. 5.8 44

19514
Morphology, ultrastructure, genomics, and phylogeny of Euplotes vanleeuwenhoeki sp. nov. and its
ultra-reduced endosymbiont â€œCandidatus Pinguicoccus supinusâ€• sp. nov.. Scientific Reports, 2020, 10,
20311.

1.6 37

19515 First isolation and whole-genome sequencing of a Shewanella algae strain from a swine farm in
Brazil. BMC Microbiology, 2020, 20, 360. 1.3 4



1082

Citation Report

# Article IF Citations

19516 Crystal structure of the yeast heterodimeric ADAT2/3 deaminase. BMC Biology, 2020, 18, 189. 1.7 20

19517 Genome-Wide Analysis of Nubian Ibex Reveals Candidate Positively Selected Genes That Contribute to
Its Adaptation to the Desert Environment. Animals, 2020, 10, 2181. 1.0 12

19518 Triplex Real-Time PCR Approach for the Detection of Crucial Fungal Berry Pathogensâ€”Botrytis spp.,
Colletotrichum spp. and Verticillium spp.. International Journal of Molecular Sciences, 2020, 21, 8469. 1.8 13

19519 Deformed Wing Virus in Two Widespread Invasive Ants: Geographical Distribution, Prevalence, and
Phylogeny. Viruses, 2020, 12, 1309. 1.5 4

19520
Nitrate Removal and Dynamics of Microbial Community of A Hydrogen-Based Membrane Biofilm
Reactor at Diverse Nitrate Loadings and Distances from Hydrogen Supply End. Water (Switzerland),
2020, 12, 3196.

1.2 9

19521 Provenances originate morphological and microbiome variation of Tuber pseudobrumale in
southwestern China despite strong genetic consistency. Mycological Progress, 2020, 19, 1545-1558. 0.5 5

19522 Evolutionary and structural analysis of SARS-CoV-2 specific evasion of host immunity. Genes and
Immunity, 2020, 21, 409-419. 2.2 37

19523 Vickermania gen. nov., trypanosomatids that use two joined flagella to resist midgut peristaltic flow
within the fly host. BMC Biology, 2020, 18, 187. 1.7 17

19524 The Allelic Diversity of the Gibberellin Signaling Pathway Genes in Aegilops tauschii Coss. Plants, 2020,
9, 1696. 1.6 4

19525 Geochemical transition zone powering microbial growth in subsurface sediments. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 32617-32626. 3.3 36

19526 Molecular and Biological Characterization of Recombinant Isolates of <i>Potato virus Y</i>
Circulating in Potato Fields in Mexico. Plant Disease, 2021, 105, 2688-2696. 0.7 5

19527 A conserved regulator controls asexual sporulation in the fungal pathogen Candida albicans. Nature
Communications, 2020, 11, 6224. 5.8 10

19528 Combinatorial Biosynthesis of Sulfated Benzenediol Lactones with a Phenolic Sulfotransferase from
Fusarium graminearum PH-1. MSphere, 2020, 5, . 1.3 11

19529 Efficient COI barcoding using high throughput single-end 400â€‰bp sequencing. BMC Genomics, 2020, 21,
862. 1.2 19

19530 A Rapid Colorimetric Assay for On-Site Authentication of Cephalopod Species. Biosensors, 2020, 10, 190. 2.3 7

19531 Soybean Thrips (Thysanoptera: Thripidae) Harbor Highly Diverse Populations of Arthropod, Fungal and
Plant Viruses. Viruses, 2020, 12, 1376. 1.5 30

19532 A small UTX stabilization domain of Trr is conserved within mammalian MLL3-4/COMPASS and is
sufficient to rescue loss of viability in null animals. Genes and Development, 2020, 34, 1493-1502. 2.7 14

19533 Massive gene presence-absence variation shapes an open pan-genome in the Mediterranean mussel.
Genome Biology, 2020, 21, 275. 3.8 105



1083

Citation Report

# Article IF Citations

19534 Testing spore amyloidity in Agaricales under light microscope: the case study of Tricholoma. IMA
Fungus, 2020, 11, 24. 1.7 3

19535 Taxonomic Novelty and Distinctive Genomic Features of Hot Spring Cyanobacteria. Frontiers in
Genetics, 2020, 11, 568223. 1.1 36

19536 High-Quality Genome-Scale Models From Error-Prone, Long-Read Assemblies. Frontiers in
Microbiology, 2020, 11, 596626. 1.5 3

19537 Analysis of the Microbial Diversity and Characteristics of Fermented Blueberry Beverages from
Different Regions. Foods, 2020, 9, 1656. 1.9 10

19538 Genome-wide analysis of PHD finger gene family and identification of potential miRNA and their PHD
finger gene specific targets in Oryza sativa indica. Non-coding RNA Research, 2020, 5, 191-200. 2.4 2

19539 Expanded Phylogenetic Diversity and Metabolic Flexibility of Mercury-Methylating Microorganisms.
MSystems, 2020, 5, . 1.7 56

19540
<i>Umbilicaria orientalis</i>â€“ a new species of<i>Umbilicaria</i>subg.<i>Papillophora</i>with an East
Asian distribution: morphological delimitation and molecular evidence. Lichenologist, 2020, 52,
353-364.

0.5 3

19541
Analysis of genomic distributions of SARS-CoV-2 reveals a dominant strain type with strong allelic
associations. Proceedings of the National Academy of Sciences of the United States of America, 2020,
117, 30679-30686.

3.3 69

19542 Three new species of Synergini wasps from same galls on Lithocarpus glaber (Thunb.) in Hunan, China
(Hymenoptera, Cynipidae). Insect Systematics and Evolution, 2020, 51, 551-583. 0.2 5

19543 Aphelenchoides smolae n. sp. (Tylenchina: Aphelenchoididae) found in Lilium orientalis imported into
China from TheÂ Netherlands. Nematology, 2020, 22, 799-813. 0.2 2

19544
Climatic and topographic changes since the Miocene influenced the diversification and biogeography
of the tent tortoise (Psammobates tentorius) species complex in Southern Africa. BMC Evolutionary
Biology, 2020, 20, 153.

3.2 7

19545 Molecular signatures of the rediae, cercariae and adult stages in the complex lifeÂ cycles of parasitic
flatworms (Digenea: Psilostomatidae). Parasites and Vectors, 2020, 13, 559. 1.0 4

19546 Molecular analysis reveals a high diversity of Anopheles species in Karama, West Sulawesi, Indonesia.
Parasites and Vectors, 2020, 13, 379. 1.0 15

19547 A Reappraisal of the Evolutionary and Developmental Pathway of Apomixis and Its Genetic Control in
Angiosperms. Genes, 2020, 11, 859. 1.0 15

19548 Insights on Zika virus envelope gene conservation in American outbreaks. Brazilian Journal of
Microbiology, 2020, 51, 1601-1605. 0.8 1

19549 The complete chloroplast genome of Isochrysis galbana and comparison with related haptophyte
species. Algal Research, 2020, 50, 101989. 2.4 14

19550 Use of chitosan and tannins as alternatives to antibiotics to control mold growth on PDO Pecorino
Toscano cheese rind. Food Microbiology, 2020, 92, 103598. 2.1 8

19551 A bimodular PKS platform that expands the biological design space. Metabolic Engineering, 2020, 61,
389-396. 3.6 2



1084

Citation Report

# Article IF Citations

19552 Genomic analyses of a livestock pest, the New World screwworm, find potential targets for genetic
control programs. Communications Biology, 2020, 3, 424. 2.0 26

19553 Phylogeography of the â€˜cosmopolitanâ€™ orb-weaver<i>Argiope trifasciata</i>(Araneae: Araneidae).
Biological Journal of the Linnean Society, 2020, 131, 61-75. 0.7 6

19554 Preliminary view of the global distribution and spread of the tet(X) family of tigecycline resistance
genes. Journal of Antimicrobial Chemotherapy, 2020, 75, 2797-2803. 1.3 22

19555
Angels in disguise: sympatric hybridization in the marine angelfishes is widespread and occurs
between deeply divergent lineages. Proceedings of the Royal Society B: Biological Sciences, 2020, 287,
20201459.

1.2 18

19556 Comparative Genomic Analysis of Rapidly Evolving SARS-CoV-2 Reveals Mosaic Pattern of
Phylogeographical Distribution. MSystems, 2020, 5, . 1.7 60

19557 Two CYP71AJ enzymes function as psoralen synthase and angelicin synthase in the biosynthesis of
furanocoumarins in Peucedanum praeruptorum Dunn. Plant Molecular Biology, 2020, 104, 327-337. 2.0 23

19558 Comparative Proteomics of Octocoral and Scleractinian Skeletomes and the Evolution of Coral
Calcification. Genome Biology and Evolution, 2020, 12, 1623-1635. 1.1 14

19559 Molecular identification of <i>Bactrocera passiflorae</i> (Diptera: Tephritidae): Challenge and
solution for DNA barcoding. Journal of Applied Entomology, 2020, 144, 877-884. 0.8 2

19560 Retroporomonorchis pansho n. g., n. sp., an unusual monorchiid trematode exploiting an atypical
host. Systematic Parasitology, 2020, 97, 441-454. 0.5 6

19561 DNA barcoding and molecular phylogeny of Dumasia (Fabaceae: Phaseoleae) reveals a cryptic lineage.
Plant Diversity, 2020, 42, 376-385. 1.8 7

19562
Integrative taxonomy reveals a cryptic species of the nudibranch genus <i>Polycera</i> (Polyceridae)
in European waters. Journal of the Marine Biological Association of the United Kingdom, 2020, 100,
733-752.

0.4 15

19563 The first evidence for Late Pleistocene dogs in Italy. Scientific Reports, 2020, 10, 13313. 1.6 21

19564 Revalidation of Ogyrides occidentalis (Ortmann, 1893) (Decapoda: Caridea: Ogyrididae) from Brazil
based on morphological and mtDNA evidences. Journal of Crustacean Biology, 2020, 40, 627-633. 0.3 2

19565
Mitochondrial DNA diversity: Insight into population diversity, structure and demographic history
ofPenaeus monodonalong the entire coastal region of India. Aquaculture Research, 2020, 51,
4649-4680.

0.9 1

19566
Population genetic structure and markerâ€“trait associations in East and West AfricanStriga
hermonthicawith varying phenotypic response toFusarium oxysporumf.Â sp.strigaeisolates Foxyâ€•2 and
FK3. Plant Journal, 2020, 104, 391-402.

2.8 4

19567 The <i>Acer truncatum</i> genome provides insights into nervonic acid biosynthesis. Plant Journal,
2020, 104, 662-678. 2.8 52

19568 A single amino acid substitution in aromatic hydroxylase (HpaB) of Escherichia coli alters substrate
specificity of the structural isomers of hydroxyphenylacetate. BMC Microbiology, 2020, 20, 109. 1.3 4

19569 Phylogenomic proof of Recurrent Demipolyploidization and Evolutionary Stalling of the â€œTriploid
Bridgeâ€• in Arundo (Poaceae). International Journal of Molecular Sciences, 2020, 21, 5247. 1.8 5



1085

Citation Report

# Article IF Citations

19570 The chromosome-level wintersweet (Chimonanthus praecox) genome provides insights into floral
scent biosynthesis and flowering in winter. Genome Biology, 2020, 21, 200. 3.8 69

19571 Comparative Genomics of Microbacterium Species to Reveal Diversity, Potential for Secondary
Metabolites and Heavy Metal Resistance. Frontiers in Microbiology, 2020, 11, 1869. 1.5 29

19572 Genome-Wide Identification and Functional Characterization of the Heat Shock Factor Family in
Eggplant (Solanum melongena L.) under Abiotic Stress Conditions. Plants, 2020, 9, 915. 1.6 12

19573 Genetic diversity and evolutionary history of Korean isolates of severe fever with thrombocytopenia
syndrome virus from 2013â€“2016. Archives of Virology, 2020, 165, 2599-2603. 0.9 2

19574 Comprehensive chemotaxonomic and genomic profiling of a biosynthetically talented Australian
fungus, Aspergillus burnettii sp. nov.. Fungal Genetics and Biology, 2020, 143, 103435. 0.9 19

19575 Molecular characterization of a fungal gasdermin-like protein. Proceedings of the National Academy
of Sciences of the United States of America, 2020, 117, 18600-18607. 3.3 50

19576 Computational drug repurposing for the identification of SARS-CoV-2 main protease inhibitors.
Journal of Biomolecular Structure and Dynamics, 2021, 39, 6242-6248. 2.0 11

19577 Phylogenetic lineage of GII.17 norovirus identified among children in South-South, Nigeria. BMC
Research Notes, 2020, 13, 347. 0.6 2

19578 Bile acids drive the newbornâ€™s gut microbiota maturation. Nature Communications, 2020, 11, 3692. 5.8 100

19579 Large-spored <i>Drechslera gigantea</i> is a <i>Bipolaris</i> species causing disease on the invasive
grass <i>Microstegium vimineum</i>. Mycologia, 2020, 112, 921-931. 0.8 10

19580 MAGA: A Supervised Method to Detect Motifs From Annotated Groups in Alignments. Evolutionary
Bioinformatics, 2020, 16, 117693432091619. 0.6 1

19581 Fungal Planet description sheets: 1042â€“1111. Persoonia: Molecular Phylogeny and Evolution of Fungi,
2020, 44, 301-459. 1.6 91

19582 Characteristics of <i>Helicobacter pylori</i> strains isolated from Mauritanian patients.
Helicobacter, 2020, 25, e12726. 1.6 1

19583 Genetic characterisation of novel G29P[14] and G10P[11] rotavirus strains from African buffalo.
Infection, Genetics and Evolution, 2020, 85, 104463. 1.0 9

19584 Multivariate analysis as a method to evaluate antigenic relationships between BVDV vaccine and field
strains. Vaccine, 2020, 38, 5764-5772. 1.7 15

19585 A chromosomeâ€•level genome assembly provides new insights into paternal genome elimination in the
cotton mealybug <i>Phenacoccus solenopsis</i>. Molecular Ecology Resources, 2020, 20, 1733-1747. 2.2 12

19586 An evolution-based model for designing chorismate mutase enzymes. Science, 2020, 369, 440-445. 6.0 195

19587 The genome sequence of the grape phylloxera provides insights into the evolution, adaptation, and
invasion routes of an iconic pest. BMC Biology, 2020, 18, 90. 1.7 40



1086

Citation Report

# Article IF Citations

19588 Analysis of Malassezia Lipidome Disclosed Differences Among the Species and Reveals Presence of
Unusual Yeast Lipids. Frontiers in Cellular and Infection Microbiology, 2020, 10, 338. 1.8 22

19589 Leptomonas seymouri Co-infection in Cutaneous Leishmaniasis Cases Caused by Leishmania donovani
From Himachal Pradesh, India. Frontiers in Cellular and Infection Microbiology, 2020, 10, 345. 1.8 15

19590
TickSialoFam (TSFam): A Database That Helps to Classify Tick Salivary Proteins, a Review on Tick Salivary
Protein Function and Evolution, With Considerations on the Tick Sialome Switching Phenomenon.
Frontiers in Cellular and Infection Microbiology, 2020, 10, 374.

1.8 41

19591 Wnt Genes in Wing Pattern Development of Coliadinae Butterflies. Frontiers in Ecology and
Evolution, 2020, 8, . 1.1 19

19592 Spatiotemporal Diversification of Tree Squirrels: Is the South American Invasion and Speciation Really
That Recent and Fast?. Frontiers in Ecology and Evolution, 2020, 8, . 1.1 16

19593 Marine Oomycetes of the Genus Halophytophthora Harbor Viruses Related to Bunyaviruses. Frontiers
in Microbiology, 2020, 11, 1467. 1.5 22

19594 Quantification of Cable Bacteria in Marine Sediments via qPCR. Frontiers in Microbiology, 2020, 11,
1506. 1.5 14

19595 Burkholderia cepacia Complex Taxon K: Where to Split?. Frontiers in Microbiology, 2020, 11, 1594. 1.5 35

19596 Evidence of Vent-Adaptation in Sponges Living at the Periphery of Hydrothermal Vent Environments:
Ecological and Evolutionary Implications. Frontiers in Microbiology, 2020, 11, 1636. 1.5 15

19597 Bacterial Community Legacy Effects Following the Agia Zoni II Oil-Spill, Greece. Frontiers in
Microbiology, 2020, 11, 1706. 1.5 13

19598 Comparative Genomics and Evolutionary Analysis of RNA-Binding Proteins of the CsrA Family in the
Genus Pseudomonas. Frontiers in Molecular Biosciences, 2020, 7, 127. 1.6 27

19599 Shaping Durum Wheat for the Future: Gene Expression Analyses and Metabolites Profiling Support the
Contribution of BCAT Genes to Drought Stress Response. Frontiers in Plant Science, 2020, 11, 891. 1.7 14

19600 The Neighboring Subunit Is Engaged to Stabilize the Substrate in the Active Site of Plant Arginases.
Frontiers in Plant Science, 2020, 11, 987. 1.7 8

19601 Agricultural Utilization of Unused Resources: Liquid Food Waste Material as a New Source of Plant
Growth-Promoting Microbes. Agronomy, 2020, 10, 954. 1.3 8

19602 Is the Distribution of Two Rare Orchis Sister Species Limited by Their Main Mycobiont?. Diversity, 2020,
12, 262. 0.7 10

19603 Polycystic Kidney Disease Ryanodine Receptor Domain (PKDRR) Proteins in Oomycetes. Pathogens, 2020,
9, 577. 1.2 1

19604 Evolution of dependoparvoviruses across geological timescalesâ€”implications for design of AAV-based
gene therapy vectors. Virus Evolution, 2020, 6, veaa043. 2.2 10

19605 rboAnalyzer: A Software to Improve Characterization of Non-coding RNAs From Sequence Database
Search Output. Frontiers in Genetics, 2020, 11, 675. 1.1 1



1087

Citation Report

# Article IF Citations

19606 Hybrid Heme Peroxidases from Rice Blast Fungus Magnaporthe oryzae Involved in Defence against
Oxidative Stress. Antioxidants, 2020, 9, 655. 2.2 9

19607 Transcriptomic variation of the flowerâ€“fruit transition in Physalis and Solanum. Planta, 2020, 252, 28. 1.6 7

19608 Tol-Pal System and Rgs Proteins Interact to Promote Unipolar Growth and Cell Division in
Sinorhizobium meliloti. MBio, 2020, 11, . 1.8 18

19609 Amino acid sequence associated with bacteriophage recombination site helps to reveal genes
potentially acquired through horizontal gene transfer. BMC Bioinformatics, 2020, 21, 305. 1.2 1

19610 Endogenous Retroviruses Walk a Fine Line between Priming and Silencing. Viruses, 2020, 12, 792. 1.5 14

19611
Rediscovery of the abyssal species Peniagone leander Pawson and Foell, 1986 (Holothuroidea:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 547 Td (Elasipodida: Elpidiidae): the first record from the Mariana Trench area. Journal of Oceanology and

Limnology, 2020, 38, 1319-1327.
0.6 3

19612 Beaver and Naked Mole Rat Genomes Reveal Common Paths to Longevity. Cell Reports, 2020, 32, 107949. 2.9 26

19613 Characterization of highly pathogenic avian influenza H5Nx viruses in the ferret model. Scientific
Reports, 2020, 10, 12700. 1.6 18

19614 The immunogenetics of sexual parasitism. Science, 2020, 369, 1608-1615. 6.0 46

19615 Hawaiian Bobtail Squid Symbionts Inhibit Marine Bacteria via Production of Specialized Metabolites,
Including New Bromoalterochromides BAC-D/Dâ€². MSphere, 2020, 5, . 1.3 18

19616
Cultivation and Genomics Prove Long-Term Colonization of Donorâ€™s Bifidobacteria in Recurrent
Clostridioides difficile Patients Treated With Fecal Microbiota Transplantation. Frontiers in
Microbiology, 2020, 11, 1663.

1.5 7

19617 How Tupanvirus Degrades the Ribosomal RNA of Its Amoebal Host? The Ribonuclease T2 Track.
Frontiers in Microbiology, 2020, 11, 1691. 1.5 6

19618
Diverse Microorganisms in Sediment and Groundwater Are Implicated in Extracellular Redox
Processes Based on Genomic Analysis of Bioanode Communities. Frontiers in Microbiology, 2020, 11,
1694.

1.5 9

19619
Genomic Characterization and Expression of Juvenile Hormone Esterase-Like Carboxylesterase Genes in
Pacific White Shrimp, Litopenaeus vannamei. International Journal of Molecular Sciences, 2020, 21,
5444.

1.8 6

19620 Low-resolution molecular shape, biochemical characterization and emulsification properties of a
halotolerant esterase from Bacillus licheniformis. European Biophysics Journal, 2020, 49, 435-447. 1.2 1

19621 Discovery of a Vertebrate-Specific Factor that Processes Flagellar Glycolytic Enolase during Motile
Ciliogenesis. IScience, 2020, 23, 100992. 1.9 7

19622 Machine-learning approach expands the repertoire of anti-CRISPR protein families. Nature
Communications, 2020, 11, 3784. 5.8 64

19623 The Gut Microbiota Communities of Wild Arboreal and Ground-Feeding Tropical Primates Are Affected
Differently by Habitat Disturbance. MSystems, 2020, 5, . 1.7 36



1088

Citation Report

# Article IF Citations

19624 The alcohol dehydrogenase gene family in sugarcane and its involvement in cold stress regulation.
BMC Genomics, 2020, 21, 521. 1.2 57

19625 Plant growth promoting Pseudomonas aeruginosa from Valeriana wallichii displays antagonistic
potential against three phytopathogenic fungi. Molecular Biology Reports, 2020, 47, 6015-6026. 1.0 43

19626 Ligand Binding to the Collagen VI Receptor Triggers a Talin-to-RhoA Switch that Regulates Receptor
Endocytosis. Developmental Cell, 2020, 53, 418-430.e4. 3.1 12

19627 A new cypovirus from the Japanese peppered moth, Biston robustus. Journal of Invertebrate Pathology,
2020, 174, 107417. 1.5 5

19628 A Distinct Motif in a Prokaryotic Small Ras-Like GTPase Highlights Unifying Features of Walker B
Motifs in P-Loop NTPases. Journal of Molecular Biology, 2020, 432, 5544-5564. 2.0 14

19629
Unveiling the mystery: assessing the evolutionary trajectory of the Apaporis caiman population
(<i>Caiman crocodilus apaporiensis</i>, Medem 1955) via mitochondrial molecular makers. Biological
Journal of the Linnean Society, 2020, 131, 163-171.

0.7 11

19630 A novel community-acquired MRSA clone, USA300-LV/J, uniquely evolved in Japan. Journal of
Antimicrobial Chemotherapy, 2020, 75, 3131-3134. 1.3 12

19631 Differential Expression of Fungal Genes Determines the Lifestyle of Plectosphaerella Strains During
Arabidopsis thaliana Colonization. Molecular Plant-Microbe Interactions, 2020, 33, 1299-1314. 1.4 9

19632 Globally Abundant â€œ <i>Candidatus</i> Udaeobacterâ€• Benefits from Release of Antibiotics in Soil and
Potentially Performs Trace Gas Scavenging. MSphere, 2020, 5, . 1.3 32

19633 Biallelic loss-of-function <i>ZFYVE19</i> mutations are associated with congenital hepatic fibrosis,
sclerosing cholangiopathy and high-GGT cholestasis. Journal of Medical Genetics, 2021, 58, 514-525. 1.5 16

19634 Distribution, DNA barcoding and genetic diversity of potato cyst nematodes in Indonesia. European
Journal of Plant Pathology, 2020, 158, 363-380. 0.8 11

19635 Advances in optical mapping for genomic research. Computational and Structural Biotechnology
Journal, 2020, 18, 2051-2062. 1.9 71

19636

Taxonomic study of nine new Winogradskyella species occurring in the shallow waters of Helgoland
Roads, North Sea. Proposal of Winogradskyella schleiferi sp. nov., Winogradskyella costae sp. nov.,
Winogradskyella helgolandensis sp. nov., Winogradskyella vidalii sp. nov., Winogradskyella forsetii
sp. nov., Winogradskyella ludwigii sp. nov., Winogradskyella ursingii sp. nov., Winogradskyella
wichelsiae sp. nov., and Candidatus â€œWinogradskyella atlanticaâ€• sp. nov.. Systematic and Applied
Microbiology, 2020, 43, 126128.

1.2 38

19637 Quantification of nosZ genes and transcripts in activated sludge microbiomes with novel
group-specific qPCR methods validated with metagenomic analyses. Water Research, 2020, 185, 116261. 5.3 19

19638 Two novel bacteriophage genera from a groundwater reservoir highlight subsurface environments
as underexplored biotopes in bacteriophage ecology. Scientific Reports, 2020, 10, 11879. 1.6 16

19639 Investigating the pathogenic SNPs in BLM helicase and their biological consequences by
computational approach. Scientific Reports, 2020, 10, 12377. 1.6 37

19640
The whale shark genome reveals how genomic and physiological properties scale with body size.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
20662-20671.

3.3 32

19641
Insights into the evolution of regulated actin dynamics via characterization of primitive
gelsolin/cofilin proteins from Asgard archaea. Proceedings of the National Academy of Sciences of
the United States of America, 2020, 117, 19904-19913.

3.3 38



1089

Citation Report

# Article IF Citations

19642 Between predators and parasitoids: Complex interactions among shelter traits, predation and
parasitism in a shelterâ€•building caterpillar community. Functional Ecology, 2020, 34, 2186-2198. 1.7 18

19643 Microbial tropicalization driven by a strengthening western ocean boundary current. Global Change
Biology, 2020, 26, 5613-5629. 4.2 16

19644 New osteological and morphological data of four species of Aphaniops (Teleostei; Aphaniidae).
Journal of Applied Ichthyology, 2020, 36, 724-736. 0.3 6

19645 Evolutionary directions of single nucleotide substitutions and structural mutations in the
chloroplast genomes of the family Calycanthaceae. BMC Evolutionary Biology, 2020, 20, 96. 3.2 23

19646 Recognition of a highly conserved glycoprotein B epitope by a bivalent antibody neutralizing HCMV at
a post-attachment step. PLoS Pathogens, 2020, 16, e1008736. 2.1 17

19647 The Gut Microbiota of Pheasant Lineages Reflects Their Host Genetic Variation. Frontiers in Genetics,
2020, 11, 859. 1.1 2

19648 Microbiomes and Specific Symbionts of Social Spiders: Compositional Patterns in Host Species,
Populations, and Nests. Frontiers in Microbiology, 2020, 11, 1845. 1.5 20

19649 Cyanobacteria Phylogenetic Studies Reveal Evidence for Polyphyletic Genera from Thermal and
Freshwater Habitats. Diversity, 2020, 12, 298. 0.7 17

19650 Fungal Endophytic Community Associated with Guarana (Paullinia cupana Var. Sorbilis): Diversity
Driver by Genotypes in the Centre of Origin. Journal of Fungi (Basel, Switzerland), 2020, 6, 123. 1.5 3

19651 New Insight into Antimicrobial Compounds from Food and Marine-Sourced Carnobacterium Species
through Phenotype and Genome Analyses. Microorganisms, 2020, 8, 1093. 1.6 9

19652 Characterization and selection of functional yeast strains during sourdough fermentation of
different cereal wholegrain flours. Scientific Reports, 2020, 10, 12856. 1.6 36

19653
Plant richness, turnover, and evolutionary diversity track gradients of stability and ecological
opportunity in a megadiversity center. Proceedings of the National Academy of Sciences of the United
States of America, 2020, 117, 20027-20037.

3.3 28

19654 Structural and posttranslational analysis of human calciumâ€•binding protein, spermatidâ€•associated 1.
Journal of Cellular Biochemistry, 2020, 121, 4945-4958. 1.2 3

19655 Relationships among streptococci from the mitis group, misidentified as Streptococcus pneumoniae.
European Journal of Clinical Microbiology and Infectious Diseases, 2020, 39, 1865-1878. 1.3 7

19656 Pseudohurleytrema yolandae n. sp., the first monorchiid trematode reported from the Triacanthidae
(Tetraodontiformes). Systematic Parasitology, 2020, 97, 491-500. 0.5 6

19657 Phylogenetic analysis and geographical distribution of Theileria equi and Babesia caballi sequences
from horses residing in Spain. Ticks and Tick-borne Diseases, 2020, 11, 101521. 1.1 6

19658 Convergent evolution of processivity in bacterial and fungal cellulases. Proceedings of the National
Academy of Sciences of the United States of America, 2020, 117, 19896-19903. 3.3 31

19659
Integrative taxonomy identifies a new stingray species of the genus <scp><i>Hypanus</i></scp>
Rafinesque, 1818 (Dasyatidae, Myliobatiformes), from the Tropical Southwestern Atlantic. Journal of
Fish Biology, 2020, 97, 1120-1142.

0.7 20



1090

Citation Report

# Article IF Citations

19660 Isolation, identification and associated risk factors of nonâ€•tuberculous mycobacteria infection in
humans and dromedary camels in Samburu County, Kenya. Zoonoses and Public Health, 2020, 67, 713-731. 0.9 3

19661 Enterococci from Wild Magellanic Penguins (Spheniscus magellanicus) as an Indicator of Marine
Ecosystem Health and Human Impact. Applied and Environmental Microbiology, 2020, 86, . 1.4 5

19662 Evolution of Btr1-Ð• Gene in Diploid Wheat Species of the Genus Triticum L.. Russian Journal of Genetics,
2020, 56, 633-637. 0.2 5

19663
Proposal of Spinulacorpus biforme (Smales, 2014) n. g., n. comb. and the Spinulacorpidae n. fam. to
resolve paraphyly of the acanthocephalan family Rhadinorhynchidae LÃ¼he, 1912. Systematic
Parasitology, 2020, 97, 477-490.

0.5 5

19664 Thecamoeba foliovenanda n. sp. (Amoebozoa, Discosea, Thecamoebida) â€“ One more case of sibling
species among amoebae of the genus Thecamoeba. European Journal of Protistology, 2020, 76, 125716. 0.5 6

19665
Genome-wide SNPs clarify lineage diversity confused by coloration in coralsnakes of the Micrurus
diastema species complex (Serpentes: Elapidae). Molecular Phylogenetics and Evolution, 2020, 147,
106770.

1.2 20

19666 OnfD, an AraC-Type Transcriptional Regulator Encoded by <i>Rhizobium tropici</i> CIAT 899 and
Involved in Nod Factor Synthesis and Symbiosis. Applied and Environmental Microbiology, 2020, 86, . 1.4 8

19667 Production of carbohydrates, lipids and polyunsaturated fatty acids (PUFA) by the polar marine
microalga Chlamydomonas malina RCC2488. Algal Research, 2020, 50, 102016. 2.4 35

19668 A Chromosome-Level Genome Assembly of Garlic (Allium sativum) Provides Insights into Genome
Evolution and Allicin Biosynthesis. Molecular Plant, 2020, 13, 1328-1339. 3.9 89

19669 Fungus-growing insects host a distinctive microbiota apparently adapted to the fungiculture
environment. Scientific Reports, 2020, 10, 12384. 1.6 31

19670
A new species of<i>Gloeandromyces</i>from Ecuador and Panama revealed by morphology and
phylogenetic reconstruction, with a discussion of secondary barcodes in Laboulbeniomycetes
taxonomy. Mycologia, 2020, 112, 1192-1202.

0.8 18

19671 Effects of fermented feeds and ginseng polysaccharides on the intestinal morphology and microbiota
composition of Xuefeng black-bone chicken. PLoS ONE, 2020, 15, e0237357. 1.1 16

19672 Evaluation of Multifarious Plant Growth Promoting Trials of Yeast Isolated from the Soil of Assam
Tea (Camellia sinensis var. assamica) Plantations in Northern Thailand. Microorganisms, 2020, 8, 1168. 1.6 25

19673 Hidden diversity in Antarctica: Molecular and morphological evidence of two different species within
one of the most conspicuous ascidian species. Ecology and Evolution, 2020, 10, 8127-8143. 0.8 6

19674 Ancient drainage networks mediated a largeâ€•scale genetic introgression in the East Asian freshwater
snails. Ecology and Evolution, 2020, 10, 8186-8196. 0.8 14

19675 Predicting functional effects of missense variants in voltage-gated sodium and calcium channels.
Science Translational Medicine, 2020, 12, . 5.8 84

19676 Influence of the polar light cycle on seasonal dynamics of an Antarctic lake microbial community.
Microbiome, 2020, 8, 116. 4.9 32

19677 Spatiotemporal analyses suggest the role of glacial history and the iceâ€•free corridor in shaping
American badger population genetic variation. Ecology and Evolution, 2020, 10, 8345-8357. 0.8 3



1091

Citation Report

# Article IF Citations

19678 Trichoderma species show biocontrol potential against Ceratocystis wilt in mango plants. European
Journal of Plant Pathology, 2020, 158, 781-788. 0.8 2

19679 First molecular investigation of haemosporidian parasites in Thai bat species. International Journal
for Parasitology: Parasites and Wildlife, 2020, 13, 51-61. 0.6 11

19680 Prevalence and genotype/subtype distribution of hepatitis E virus (HEV) among wild boars in Japan:
Identification of a genotype 5 HEV strain. Virus Research, 2020, 287, 198106. 1.1 19

19681
Phylogenetic position of a bizarre lizard Harpesaurus implies the co-evolution between arboreality,
locomotion, and reproductive mode in Draconinae (Squamata: Agamidae). Systematics and Biodiversity,
2020, 18, 675-687.

0.5 0

19682 Phylogeny and diversification of the gallopheasants (Aves: Galliformes): Testing roles of sexual
selection and environmental niche divergence. Zoologica Scripta, 2020, 49, 549-562. 0.7 5

19683
<i>De Novo</i>Assembly of the Northern Cardinal (<i>Cardinalis cardinalis</i>) Genome Reveals
Candidate Regulatory Regions for Sexually Dichromatic Red Plumage Coloration. G3: Genes, Genomes,
Genetics, 2020, 10, 3541-3548.

0.8 9

19684
Bathy- and mesopelagic annelida from the Arctic Ocean: Description of new, redescription of known
and notes on some â€œcosmopolitanâ€• species. Deep-Sea Research Part I: Oceanographic Research Papers,
2020, 165, 103327.

0.6 5

19685 Mechanism Underlying Anti-Markovnikov Addition in the Reaction of Pentalenene Synthase.
Biochemistry, 2020, 59, 3271-3283. 1.2 11

19686
A new genus of Bucephalidae Poche, 1907 (Trematoda: Digenea) for three new species infecting the
yellowtail pike, Sphyraena obtusata Cuvier (Sphyraenidae), from Moreton Bay, Queensland, Australia.
Systematic Parasitology, 2020, 97, 455-476.

0.5 9

19687
The Morphology and Phylogeny of Three Diophrys Ciliates Collected from the Subtropical Waters of
China, Including a New Species (Ciliophora; Euplotia). Journal of Ocean University of China, 2020, 19,
975-987.

0.6 3

19688 Expression Evolution of Ancestral XY Gametologs across All Major Groups of Placental Mammals.
Genome Biology and Evolution, 2020, 12, 2015-2028. 1.1 13

19689 Three Related Enzymes in Candida albicans Achieve Arginine- and Agmatine-Dependent Metabolism That
Is Essential for Growth and Fungal Virulence. MBio, 2020, 11, . 1.8 15

19690 The genus Madurella: Molecular identification and epidemiology in Sudan. PLoS Neglected Tropical
Diseases, 2020, 14, e0008420. 1.3 8

19691 Horizontal Transfer and Gene Loss Shaped the Evolution of Alpha-Amylases in Bilaterians. G3: Genes,
Genomes, Genetics, 2020, 10, 709-719. 0.8 4

19692
Molecular and Biological Characterization of a New World Mono-/Bipartite
Begomovirus/Deltasatellite Complex Infecting Corchorus siliquosus. Frontiers in Microbiology, 2020,
11, 1755.

1.5 28

19693 COVID-19 in health-care workers in three hospitals in the south of the Netherlands: a cross-sectional
study. Lancet Infectious Diseases, The, 2020, 20, 1273-1280. 4.6 220

19694 ACDC, a global database of amphibian cytochrome-b sequences using reproducible curation for
GenBank records. Scientific Data, 2020, 7, 268. 2.4 7

19695 Diverged and Active Partitiviruses in Lichen. Frontiers in Microbiology, 2020, 11, 561344. 1.5 9



1092

Citation Report

# Article IF Citations

19696 Parallel Molecular Evolution of Catalases and Superoxide Dismutasesâ€”Focus on Thermophilic Fungal
Genomes. Antioxidants, 2020, 9, 1047. 2.2 11

19697 Ecological Structuring of Temperate Bacteriophages in the Inflammatory Bowel Disease-Affected Gut.
Microorganisms, 2020, 8, 1663. 1.6 14

19698 Genomic Features and Evolution of the Parapoxvirus during the Past Two Decades. Pathogens, 2020, 9,
888. 1.2 7

19699 Characterization and absolute quantification of the Cellulose synthase-like F6 homoeologs in oats.
Euphytica, 2020, 216, 1. 0.6 3

19700 Phylogenetic analysis of two new complete genomes of the hepatitis E virus (HEV) genotype 3 from
Thailand. Molecular Biology Reports, 2020, 47, 8657-8668. 1.0 2

19701 Three novel species and a new record of Daldinia (Hypoxylaceae) from Thailand. Mycological
Progress, 2020, 19, 1113-1132. 0.5 6

19702 Host plant selection and virus transmission by Rhopalosiphum maidis are conditioned by potyvirus
infection in Sorghum bicolor. Arthropod-Plant Interactions, 2020, 14, 811-823. 0.5 7

19703 Transmission of SARS-CoV-2 in South Asian countries: molecular evolutionary model based
phylogenetic and mutation analysis. Environmental Sustainability, 2021, 4, 533-541. 1.4 4

19704 Molecular epidemiology and glycomics of swine influenza viruses circulating in commercial swine
farms in the southeastern and midwest United States. Veterinary Microbiology, 2020, 251, 108914. 0.8 6

19705 First molecular examination of Vietnamese mudflat snails in the genus Naranjia Golding, Ponder &amp;
Byrne, 2007 (Gastropoda: Amphibolidae). Scientific Reports, 2020, 10, 18714. 1.6 1

19707 Global regulatory features of alternative splicing across tissues and within the nervous system of
<i>C. elegans</i>. Genome Research, 2020, 30, 1766-1780. 2.4 8

19708 High altitude as a possible factor for dysbiosis of salivary microbiome in orthodontic patients.
Archives of Oral Biology, 2020, 119, 104917. 0.8 3

19709 Structural insight into the substrate specificity of Bombyx mori Î²-fructofuranosidase belonging to
the glycoside hydrolase family 32. Insect Biochemistry and Molecular Biology, 2020, 127, 103494. 1.2 15

19710 Molecular and functional characterization of somatostatin-type signalling in a deuterostome
invertebrate. Open Biology, 2020, 10, 200172. 1.5 26

19711 Vulpeculin: a novel and abundant lipocalin in the urine of the common brushtail possum,
<i>Trichosurus vulpecula</i>. Open Biology, 2020, 10, 200218. 1.5 2

19712 Repeated evidence that the accelerated evolution of sperm is associated with their fertilization
function. Proceedings of the Royal Society B: Biological Sciences, 2020, 287, 20201286. 1.2 8

19713 De novo biosynthesis of simple aromatic compounds by an arthropod ( <i>Archegozetes) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (longisetosus</i> ). Proceedings of the Royal Society B: Biological Sciences, 2020, 287, 20201429.1.2 4

19714
Amplicon-Based, Next-Generation Sequencing Approaches to Characterize Single Nucleotide
Polymorphisms of Orthohantavirus Species. Frontiers in Cellular and Infection Microbiology, 2020,
10, 565591.

1.8 15



1093

Citation Report

# Article IF Citations

19715 Complete Genomic Analysis of VRE From a Cattle Feedlot: Focus on 2 Antibiotic Resistance. Frontiers in
Microbiology, 2020, 11, 571958. 1.5 2

19716 Genome Sequencing of Paecilomyces Penicillatus Provides Insights into Its Phylogenetic Placement
and Mycoparasitism Mechanisms on Morel Mushrooms. Pathogens, 2020, 9, 834. 1.2 19

19717 Genome-Wide Identification of Barley ABC Genes and Their Expression in Response to Abiotic Stress
Treatment. Plants, 2020, 9, 1281. 1.6 25

19718 The Effects of Ecological Traits on the Rate of Molecular Evolution in Ray-Finned Fishes: A
Multivariable Approach. Journal of Molecular Evolution, 2020, 88, 689-702. 0.8 6

19719 Molecular Basis of Chemotactile Sensation in Octopus. Cell, 2020, 183, 594-604.e14. 13.5 51

19720
Multiple transcriptome mining coupled with tissue specific molecular cloning and mass spectrometry
provide insights into agatoxin-like peptide conservation in decapod crustaceans. General and
Comparative Endocrinology, 2020, 299, 113609.

0.8 4

19721 The histone modification H3K4me3 marks functional genes in soybean nodules. Genomics, 2020, 112,
5282-5294. 1.3 8

19722 A Split Methyl Halide Transferase AND Gate That Reports by Synthesizing an Indicator Gas. ACS
Synthetic Biology, 2020, 9, 3104-3113. 1.9 10

19723 Ethylene-independent functions of the ethylene precursor ACC in Marchantia polymorpha. Nature
Plants, 2020, 6, 1335-1344. 4.7 46

19724 Detection of four RNA viruses in commercial and informal potato seed tubers in Antioquia
(Colombia). Archives of Phytopathology and Plant Protection, 2020, , 1-22. 0.6 4

19725 Morphological, phylogenetic, and pathogenic analyses of <i>Fusarium andiyazi</i> associated with
sugar beet root diseases. Archives of Phytopathology and Plant Protection, 0, , 1-19. 0.6 3

19726 Comparative Genomics Platform and Phylogenetic Analysis of Fungal Laccases and Multi-Copper
Oxidases. Mycobiology, 2020, 48, 373-382. 0.6 9

19727 Antigenicity prediction and vaccine recommendation of human influenza virus A (H3N2) using
convolutional neural networks. Human Vaccines and Immunotherapeutics, 2020, 16, 2690-2708. 1.4 14

19728 Temporal Changes in Patient-Matched Staphylococcus epidermidis Isolates from Infections: towards
Defining a â€˜Trueâ€™ Persistent Infection. Microorganisms, 2020, 8, 1508. 1.6 2

19729 Phylogeny of symbiotic genes reveals symbiovars within legume-nodulating Paraburkholderia species.
Systematic and Applied Microbiology, 2020, 43, 126151. 1.2 12

19730
Phylotype-Level Characterization of Complex Communities of Lactobacilli Using a High-Throughput,
High-Resolution Phenylalanyl-tRNA Synthetase ( <i>pheS</i> ) Gene Amplicon Sequencing Approach.
Applied and Environmental Microbiology, 2020, 87, .

1.4 4

19731 A Heterogeneous Swine Show Circuit Drives Zoonotic Transmission of Influenza A Viruses in the
United States. Journal of Virology, 2020, 94, . 1.5 7

19732
Genome-wide study of pineapple (Ananas comosus L.) bHLH transcription factors indicates that
cryptochrome-interacting bHLH2 (AcCIB2) participates in flowering time regulation and abiotic stress
response. BMC Genomics, 2020, 21, 735.

1.2 24



1094

Citation Report

# Article IF Citations

19733 Context-Dependent Role of miR-124 in Retinoic Acid-Induced Growth Cone Attraction of Regenerating
Motorneurons. Cellular and Molecular Neurobiology, 2022, 42, 847-869. 1.7 3

19734 Bacterial genome-wide association study of hyper-virulent pneumococcal serotype 1 identifies genetic
variation associated with neurotropism. Communications Biology, 2020, 3, 559. 2.0 11

19735 An Expanded Genetic Code Enables Trimethylamine Metabolism in Human Gut Bacteria. MSystems, 2020,
5, . 1.7 22

19736 Identification and Characterization of a Novel CLCN7 Variant Associated with Osteopetrosis. Genes,
2020, 11, 1242. 1.0 3

19737 The complete mitochondrial genome of large odorous frog, <i>Odorrana graminea</i> (Amphibia:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Ranidae) and phylogenetic analysis. Mitochondrial DNA Part B: Resources, 2020, 5, 3139-3140.0.2 3

19738
Characterization of Current <i>Fusarium oxysporum</i> f. sp. <i>vasinfectum</i> Isolates from
Cotton in the San Joaquin Valley of California and Lower Valley El Paso, Texas. Plant Disease, 2021, 105,
1898-1911.

0.7 20

19739 Bacteriome-Associated Endosymbiotic Bacteria of Nosodendron Tree Sap Beetles (Coleoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Nosodendridae). Frontiers in Microbiology, 2020, 11, 588841.1.5 8

19740 Streptococcus thermophiles DMST-H2 Promotes Recovery in Mice with Antibiotic-Associated Diarrhea.
Microorganisms, 2020, 8, 1650. 1.6 18

19741 Compositional and Functional Comparisons of the Microbiota in the Colostrum and Mature Milk of
Dairy Goats. Animals, 2020, 10, 1955. 1.0 9

19742
Streptomyces alkaliterrae sp. nov., isolated from an alkaline soil, and emended descriptions of
Streptomyces alkaliphilus, Streptomyces calidiresistens and Streptomyces durbertensis. Systematic
and Applied Microbiology, 2020, 43, 126153.

1.2 17

19743 Evolutionary genomics of mammalian lung cancer genes reveals signatures of positive selection in
APC, RB1 and TP53. Genomics, 2020, 112, 4722-4731. 1.3 1

19744 Discovery of a Beetroot Protease Inhibitor to Identify and Classify Plant-Derived Cystine Knot Peptides.
Journal of Natural Products, 2020, 83, 3305-3314. 1.5 16

19745
Large-Scale Phylogenetic Analysis of Trypanosomatid Adenylate Cyclases Reveals Associations with
Extracellular Lifestyle and Hostâ€“Pathogen Interplay. Genome Biology and Evolution, 2020, 12,
2403-2416.

1.1 19

19746 Origins and genetic legacy of prehistoric dogs. Science, 2020, 370, 557-564. 6.0 152

19747
Entomopathogenic fungi of the genus Beauveria and their pathogenicity to Ips typographus
(Coleoptera: Curculionidae) in the Vitosha National Park, Bulgaria. Journal of Forest Science, 2020, 66,
420-435.

0.5 0

19748 Genomic Characterization of Methicillin-Resistant Staphylococcus aureus (MRSA) by High-Throughput
Sequencing in a Tertiary Care Hospital. Genes, 2020, 11, 1219. 1.0 10

19749
Trichome morphology provides phylogenetically informative signal for generic delimitation in tribe
Marrubieae (Lamiaceae). Flora: Morphology, Distribution, Functional Ecology of Plants, 2020, 273,
151720.

0.6 2

19750 Inferring the genetic variability in Indian SARS-CoV-2 genomes using consensus of multiple sequence
alignment techniques. Infection, Genetics and Evolution, 2020, 85, 104522. 1.0 12



1095

Citation Report

# Article IF Citations

19751 Strong oral plaque microbiome signatures for dental implant diseases identified by strain-resolution
metagenomics. Npj Biofilms and Microbiomes, 2020, 6, 47. 2.9 54

19752
The Quaternary range dynamics of<i>Noccaea iberidea</i>(Brassicaceae), a typical representative of
subalpine/alpine steppe communities of Anatolian mountains. Biological Journal of the Linnean
Society, 2020, 131, 986-1001.

0.7 7

19753 Genomics and Proteomics Analyses Revealed Novel Candidate Pesticidal Proteins in a
Lepidopteran-Toxic Bacillus thuringiensis Strain. Toxins, 2020, 12, 673. 1.5 7

19754 Comparative genomic analysis reveals metabolic diversity of different Paenibacillus groups. Applied
Microbiology and Biotechnology, 2020, 104, 10133-10143. 1.7 5

19755 Dictyostelid Cellular Slime Molds from the Russian Far East. Protist, 2020, 171, 125756. 0.6 4

19756
Inoculation of Ensifer fredii strain LP2/20 immobilized in agar results in growth promotion and
alteration of bacterial community structure of Chinese kale planted soil. Scientific Reports, 2020, 10,
15857.

1.6 17

19757 Insight into the distinctive paradigm of Human Cytomegalovirus associated intrahepatic and
extrahepatic cholestasis in neonates. Scientific Reports, 2020, 10, 15861. 1.6 3

19758 Haploinsufficiency due to a novel ACO2 deletion causes mitochondrial dysfunction in fibroblasts
from a patient with dominant optic nerve atrophy. Scientific Reports, 2020, 10, 16736. 1.6 12

19759
Genome-wide characterization and expression analysis suggested diverse functions of the
mechanosensitive channel of small conductance-like (MSL) genes in cereal crops. Scientific Reports,
2020, 10, 16583.

1.6 24

19760 Evolutionary analysis of the Moringa oleifera genome reveals a recent burst of plastid to nucleus
gene duplications. Scientific Reports, 2020, 10, 17646. 1.6 12

19761 Recombination shapes African swine fever virus serotype-specific locus evolution. Scientific Reports,
2020, 10, 18474. 1.6 8

19762 Regulatory gene function handoff allows essential gene loss in mosquitoes. Communications
Biology, 2020, 3, 540. 2.0 6

19763 Carbapenems drive the collateral resistance to ceftaroline in cystic fibrosis patients with MRSA.
Communications Biology, 2020, 3, 599. 2.0 9

19764 Illuminating the dark side of the human transcriptome with long read transcript sequencing. BMC
Genomics, 2020, 21, 751. 1.2 97

19765 First molecular characterization of Sarcocystis miescheriana in wild boars (Sus scrofa) from Latvia.
Parasitology Research, 2020, 119, 3777-3783. 0.6 11

19766 The entomophagous caterpillar fungus Ophiocordyceps sinensis is consumed by its lepidopteran host
as a plant endophyte. Fungal Ecology, 2020, 47, 100989. 0.7 26

19767
Range-wide Phylogeography of a Nivicolous Protist Didymium nivicola Meyl. (Myxomycetes,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 107 Td (Amoebozoa): Striking Contrasts Between the Northern and the Southern Hemisphere. Protist, 2020,

171, 125771.
0.6 12

19768 Low cost DNA data storage using photolithographic synthesis and advanced information
reconstruction and error correction. Nature Communications, 2020, 11, 5345. 5.8 66



1096

Citation Report

# Article IF Citations

19769 Formation and diversification of a paradigm biosynthetic gene cluster in plants. Nature
Communications, 2020, 11, 5354. 5.8 50

19770 The complete mitochondrial genome of the yellowfin shiner, Notropis lutipinnis. Mitochondrial DNA
Part B: Resources, 2020, 5, 3185-3187. 0.2 0

19771 Demographic, Environmental, and Phenotypic Change but Genetic Consistency in the Jellyfish Mastigias
papua. Biological Bulletin, 2020, 239, 80-94. 0.7 1

19772
Comparison of the gut microbiota in the groundwater amphipod Crangonyx islandicus Svavarsson &
KristjÃ¡nsson, 2006 (Amphipoda: Crangonyctidae) to biofilms in its spring-source habitat. Journal of
Crustacean Biology, 2020, 40, 657-667.

0.3 1

19773
Light-Induced Basic/Helix-Loop-Helix64 Enhances Anthocyanin Biosynthesis and Undergoes
CONSTITUTIVELY PHOTOMORPHOGENIC1-Mediated Degradation in Pear. Plant Physiology, 2020, 184,
1684-1701.

2.3 46

19774 Can domestic pigeon be a potential carrier of zoonotic <i>Salmonella</i> ?. Transboundary and
Emerging Diseases, 2021, 68, 2321-2333. 1.3 10

19775 Variability of Nucleotide Sequences in the ITS1â€“5.8S rRNAâ€“ITS2aâ€“2S rRNAâ€“ITS2 Region of rRNA Gene
Cluster in Species of the Family Chironomidae. Russian Journal of Genetics, 2020, 56, 916-925. 0.2 1

19776 Humic-acid-driven escape from eye parasites revealed by RNA-seq and target-specific metabarcoding.
Parasites and Vectors, 2020, 13, 433. 1.0 7

19777 The Globin Gene Family in Arthropods: Evolution and Functional Diversity. Frontiers in Genetics, 2020,
11, 858. 1.1 8

19778 Partial Amniote Sex Chromosomal Linkage Homologies Shared on Snake W Sex Chromosomes Support
the Ancestral Super-Sex Chromosome Evolution in Amniotes. Frontiers in Genetics, 2020, 11, 948. 1.1 24

19779
Three Planctomycetes isolated from biotic surfaces in the Mediterranean Sea and the Pacific Ocean
constitute the novel species Symmachiella dynata gen. nov., sp. nov. and Symmachiella macrocystis sp.
nov.. Antonie Van Leeuwenhoek, 2020, 113, 1965-1977.

0.7 20

19780 Genome-wide identification and analysis of GRAS transcription factors in the bottle gourd genome.
Scientific Reports, 2020, 10, 14338. 1.6 22

19781 Differences between predicted outer membrane proteins of genotype 1 and 2â€‰Mannheimia haemolytica.
BMC Microbiology, 2020, 20, 250. 1.3 9

19782 Apparent recruitment failure for the vast majority of coral species at Eilat, Red Sea. Coral Reefs, 2020,
39, 1715-1726. 0.9 13

19783 The Phoebe genome sheds light on the evolution of magnoliids. Horticulture Research, 2020, 7, 146. 2.9 41

19784 A New High-Throughput Screening Method for Phages: Enabling Crude Isolation and Fast
Identification of Diverse Phages with Therapeutic Potential. Phage, 2020, 1, 137-148. 0.8 28

19785 Comparative genomic analysis of Vibrios yields insights into genes associated with virulence towards
C. gigas larvae. BMC Genomics, 2020, 21, 599. 1.2 11

19786 The Effector Repertoire of the Hop Downy Mildew Pathogen Pseudoperonospora humuli. Frontiers in
Genetics, 2020, 11, 910. 1.1 9



1097

Citation Report

# Article IF Citations

19787 Oceanographic Fronts Shape Phaeocystis Assemblages: A High-Resolution 18S rRNA Gene Survey From
the Ice-Edge to the Equator of the South Pacific. Frontiers in Microbiology, 2020, 11, 1847. 1.5 16

19788 Quinone perception in plants via leucine-rich-repeat receptor-like kinases. Nature, 2020, 587, 92-97. 13.7 77

19789 Fistulifera alcalina sp. nov. (Naviculales, Stauroneidaceae) a new alkaliphilic diatom species from Lake
Okeechobee, Florida (USA). Diatom Research, 2020, 35, 301-311. 0.5 0

19790 Mapping genome variation of SARS-CoV-2 worldwide highlights the impact of COVID-19
super-spreaders. Genome Research, 2020, 30, 1434-1448. 2.4 91

19791 RRE-Finder: a Genome-Mining Tool for Class-Independent RiPP Discovery. MSystems, 2020, 5, . 1.7 60

19792 Curated multiple sequence alignment for the Adenomatous Polyposis Coli (APC) gene and accuracy of
in silico pathogenicity predictions. PLoS ONE, 2020, 15, e0233673. 1.1 1

19793 Flexible genes establish widespread bacteriophage pan-genomes in cryoconite hole ecosystems. Nature
Communications, 2020, 11, 4403. 5.8 36

19794 Production of Diverse Beauveriolide Analogs in Closely Related Fungi: a Rare Case of Fungal
Chemodiversity. MSphere, 2020, 5, . 1.3 12

19795 Investigating the presence of equine piroplasmosis in Ireland. Veterinary Record, 2020, 187, e97. 0.2 4

19796 Iterative taxonomic study of Pareiorhaphis hystrix (Siluriformes, Loricariidae) suggests a single, yet
phenotypically variable, species in south Brazil. PLoS ONE, 2020, 15, e0237160. 1.1 7

19797 Determining levels of cryptic diversity within the endemic frog genera, Indirana and Walkerana, of the
Western Ghats, India. PLoS ONE, 2020, 15, e0237431. 1.1 7

19798
Molecular Evolutionary and Expression Pattern Analysis of AKR Genes Shed New Light on GalUR
Functional Characteristics in Brassica rapa. International Journal of Molecular Sciences, 2020, 21,
5987.

1.8 3

19799 American mastodon mitochondrial genomes suggest multiple dispersal events in response to
Pleistocene climate oscillations. Nature Communications, 2020, 11, 4048. 5.8 9

19800 A phylogeny for African<i>Pipistrellus</i>species with the description of a new species from West
Africa (Mammalia: Chiroptera). Zoological Journal of the Linnean Society, 2021, 191, 548-574. 1.0 8

19801
Use of organic exudates from two polar diatoms by bacterial isolates from the Arctic Ocean.
Philosophical Transactions Series A, Mathematical, Physical, and Engineering Sciences, 2020, 378,
20190356.

1.6 8

19802 Mutant and Recombinant Phages Selected from<i>In Vitro</i>Coevolution Conditions Overcome
Phage-Resistant Listeria monocytogenes. Applied and Environmental Microbiology, 2020, 86, . 1.4 25

19803 New Taxa of the Family Amniculicolaceae (Pleosporales, Dothideomycetes, Ascomycota) from
Freshwater Habitats in Spain. Microorganisms, 2020, 8, 1355. 1.6 7

19804 Exploring the Remarkable Diversity of Culturable Escherichia coli Phages in the Danish Wastewater
Environment. Viruses, 2020, 12, 986. 1.5 32



1098

Citation Report

# Article IF Citations

19805 Genome sequence of segmented filamentous bacteria present in the human intestine. Communications
Biology, 2020, 3, 485. 2.0 27

19806 Mouse WIF1 Is Only Modified with O-Fucose in Its EGF-like Domain III Despite Two Evolutionarily
Conserved Consensus Sites. Biomolecules, 2020, 10, 1250. 1.8 4

19807 A high-quality chromosome-level genome assembly reveals genetics for important traits in eggplant.
Horticulture Research, 2020, 7, 153. 2.9 85

19808 Evolution of Pelage Luminance in Squirrels (Sciuridae). Frontiers in Ecology and Evolution, 2020, 8, . 1.1 4

19809 A New Species of Andean Gymnophthalmid Lizard (Squamata: Gymnophthalmidae) from the Peruvian
Andes, and Resolution of Some Taxonomic Problems. Diversity, 2020, 12, 361. 0.7 5

19810 Genomic Organization and Generation of Genetic Variability in the RHS (Retrotransposon Hot Spot)
Protein Multigene Family in Trypanosoma cruzi. Genes, 2020, 11, 1085. 1.0 8

19811 Sex-Specific Wolbachia Infection Patterns in Populations of Polygraphus proximus Blandford
(Coleoptera; Curculionidae: Scolytinae). Insects, 2020, 11, 547. 1.0 10

19812 An Assessment of the Molecular Diversity of Ticks and Tick-Borne Microorganisms of Small Ruminants
in Pakistan. Microorganisms, 2020, 8, 1428. 1.6 21

19813
Resurrecting the genus <i>Geomorium</i>: Systematic study of fungi in the genera
<i>Underwoodia</i> and <i>Gymnohydnotrya</i> (<i>Pezizales</i>) with the description of three new
South American species. Persoonia: Molecular Phylogeny and Evolution of Fungi, 2020, 44, 98-112.

1.6 6

19814
Decrease of oral microbial diversity might correlate with radiation esophagitis in patients with
esophageal cancer undergoing chemoradiation: A pilot study. Precision Radiation Oncology, 2020, 4,
81-88.

0.4 4

19815 Type-B cytokinin response regulators link hormonal stimuli and molecular responses during the
transition from endo- to ecodormancy in apple buds. Plant Cell Reports, 2020, 39, 1687-1703. 2.8 8

19816 Fungal diversity in deep-sea sediments from the Magellan seamounts as revealed by a metabarcoding
approach targeting the ITS2 regions. Mycology, 2020, 11, 214-229. 2.0 16

19817 Isolation of Cysteine-Rich Peptides from Citrullus colocynthis. Biomolecules, 2020, 10, 1326. 1.8 6

19818 Spidroin profiling of cribellate spiders provides insight into the evolution of spider prey capture
strategies. Scientific Reports, 2020, 10, 15721. 1.6 23

19819 Persistence of Suspected Probiotic Organisms in Preterm Infant Gut Microbiota Weeks After Probiotic
Supplementation in the NICU. Frontiers in Microbiology, 2020, 11, 574137. 1.5 20

19820 A Human IgSF Cell-Surface Interactome Reveals a Complex Network of Protein-Protein Interactions.
Cell, 2020, 182, 1027-1043.e17. 13.5 57

19821
How parasite exposure and time interact to determine Australapatemon burti (Trematoda: Digenea)
infections in second intermediate hosts (Erpobdella microstoma) (Hirudinea: Erpodellidae).
Experimental Parasitology, 2020, 219, 108002.

0.5 2

19822 Genome-wide identification and classification of resistance genes predicted several decoy domains in
Gossypium sp.. Plant Gene, 2020, 24, 100250. 1.4 7



1099

Citation Report

# Article IF Citations

19823 Paleogenetic and morphometric analysis of a Mesolithic individual from Grotta dâ€™Oriente: An oldest
genetic legacy for the first modern humans in Sicily. Quaternary Science Reviews, 2020, 248, 106603. 1.4 6

19824
Evidence for the Pleistocene Arc Hypothesis from genomeâ€•wide SNPs in a Neotropical dry forest
specialist, the Rufousâ€•fronted Thornbird (Furnariidae: <i>Phacellodomus rufifrons</i>). Molecular
Ecology, 2020, 29, 4457-4472.

2.0 15

19825 Diversity of Sea Star-Associated Densoviruses and Transcribed Endogenous Viral Elements of
Densovirus Origin. Journal of Virology, 2020, 95, . 1.5 14

19826 SMRT- and Illumina-based RNA-seq analyses unveil the ginsinoside biosynthesis and transcriptomic
complexity in Panax notoginseng. Scientific Reports, 2020, 10, 15310. 1.6 10

19827 Long-read sequencing and de novo genome assembly of marine medaka (Oryzias melastigma). BMC
Genomics, 2020, 21, 640. 1.2 7

19828 Multiple DNA viruses identified in multimammate mouse (Mastomys natalensis) populations from
across regions of sub-Saharan Africa. Archives of Virology, 2020, 165, 2291-2299. 0.9 3

19829
Sphingomonas palmae sp. nov. and Sphingomonas gellani sp. nov., endophytically associated
phyllosphere bacteria isolated from economically important crop plants. Antonie Van Leeuwenhoek,
2020, 113, 1617-1632.

0.7 13

19830 Efficacy of DNA barcode internal transcribed spacer 2 (ITS 2) in phylogenetic study of Alpinia species
from Peninsular Malaysia. Physiology and Molecular Biology of Plants, 2020, 26, 1889-1896. 1.4 6

19831
A new species of Lecithostaphylus Odhner, 1911 (Trematoda: Zoogonidae) from the Pacific needlefish,
Tylosurus pacificus, off the Pacific coast of Mexico, with a molecular assessment of the phylogenetic
position of this genus within the family. Marine Biodiversity, 2020, 50, 1.

0.3 4

19832 Amplification Curve Analysis: Data-Driven Multiplexing Using Real-Time Digital PCR. Analytical
Chemistry, 2020, 92, 13134-13143. 3.2 35

19833 High-Level Multiplexing in Digital PCR with Intercalating Dyes by Coupling Real-Time Kinetics and
Melting Curve Analysis. Analytical Chemistry, 2020, 92, 14181-14188. 3.2 16

19834 Pre-initiation and elongation structures of full-length La Crosse virus polymerase reveal
functionally important conformational changes. Nature Communications, 2020, 11, 3590. 5.8 36

19835 The diversification and lineage-specific expansion of nitric oxide signaling in Placozoa: insights in the
evolution of gaseous transmission. Scientific Reports, 2020, 10, 13020. 1.6 37

19836
Targeting SARS-CoV-2 Nsp12/Nsp8 interaction interface with approved and investigational drugs: an
<i>in silico</i> structure-based approach. Journal of Biomolecular Structure and Dynamics, 2022, 40,
918-930.

2.0 23

19837 Genetic and environmental determinants of human TCR repertoire diversity. Immunity and Ageing,
2020, 17, 26. 1.8 42

19838 The Absence of C-5 DNA Methylation in Leishmania donovani Allows DNA Enrichment from Complex
Samples. Microorganisms, 2020, 8, 1252. 1.6 9

19839 A Novel Primer Mixture for GH48 Genes: Quantification and Identification of Truly Cellulolytic
Bacteria in Biogas Fermenters. Microorganisms, 2020, 8, 1297. 1.6 3

19840 DNA Barcoding and geographical scale effect: The problems of undersampling genetic diversity
hotspots. Ecology and Evolution, 2020, 10, 10754-10772. 0.8 26



1100

Citation Report

# Article IF Citations

19841 Penicillium rotoruae, a new Species from an In-Ground Timber Durability Test Site in New Zealand.
Current Microbiology, 2020, 77, 4129-4139. 1.0 5

19842
Caecal microbiota compositions from 7-day-old chicks reared in high-performance and
low-performance industrial farms and systematic culturomics to select strains with
anti-Campylobacter activity. PLoS ONE, 2020, 15, e0237541.

1.1 3

19843 Viral Metagenomic Profiling of Croatian Bat Population Reveals Sample and Habitat Dependent
Diversity. Viruses, 2020, 12, 891. 1.5 20

19844 Rediscovery of Lepisorus cespitosus supported the floristic affinities between western Yunnan and
southeast Tibet. Plant Systematics and Evolution, 2020, 306, 1. 0.3 3

19845 Comparative Genomics Underlines Multiple Roles of Profftella, an Obligate Symbiont of Psyllids:
Providing Toxins, Vitamins, and Carotenoids. Genome Biology and Evolution, 2020, 12, 1975-1987. 1.1 39

19846
Comparative Analysis of the Core Proteomes among the Pseudomonas Major Evolutionary Groups
Reveals Species-Specific Adaptations for Pseudomonas aeruginosa and Pseudomonas chlororaphis.
Diversity, 2020, 12, 289.

0.7 37

19847 Diversity of Mosquitoes (Diptera: Culicidae) in the Caatinga Biome, Brazil, from the Widespread to the
Endemic. Insects, 2020, 11, 468. 1.0 5

19848 Phylogenetic and Chemotaxonomic Studies Confirm the Affinities of Stromatoneurospora phoenix to
the Coprophilous Xylariaceae. Journal of Fungi (Basel, Switzerland), 2020, 6, 144. 1.5 19

19849 Teff Type-I Sourdough to Produce Gluten-Free Muffin. Microorganisms, 2020, 8, 1149. 1.6 10

19850 A high-quality reference genome for cabbage obtained with SMRT reveals novel genomic features and
evolutionary characteristics. Scientific Reports, 2020, 10, 12394. 1.6 29

19851 Peronospora aquilegiicola made its way to Germany: the start of a new pandemic?. Mycological
Progress, 2020, 19, 791-798. 0.5 3

19852 Distinct viral reservoirs in individuals with spontaneous control of HIV-1. Nature, 2020, 585, 261-267. 13.7 245

19853 Fc receptor-like 4 and 5 define human atypical memory B cells. International Immunology, 2020, 32,
755-770. 1.8 13

19854 A novel BSD domain-containing transcription factor controls vegetative growth, leaf senescence,
and fruit quality in tomato. Journal of Experimental Botany, 2020, 71, 6945-6957. 2.4 6

19855 Adaptation and molecular evidence for convergence in decapod crustaceans from deepâ€•sea
hydrothermal vent environments. Molecular Ecology, 2020, 29, 3954-3969. 2.0 13

19856 Reengineering biocatalysts: Computational redesign of chondroitinase ABC improves efficacy and
stability. Science Advances, 2020, 6, eabc6378. 4.7 28

19857 Improved reference genome of the arboviral vector Aedes albopictus. Genome Biology, 2020, 21, 215. 3.8 65

19858 Cells producing residual viremia during antiretroviral treatment appear to contribute to rebound
viremia following interruption of treatment. PLoS Pathogens, 2020, 16, e1008791. 2.1 25



1101

Citation Report

# Article IF Citations

19859 <i>Antrophyum nambanense</i>, A New Vittarioid Fern (Pteridaceae; Polypodiales) From Vietnam.
Systematic Botany, 2020, 45, 450-459. 0.2 4

19860 Congruence Amidst Discordance between Sequence and Protein-Content Based Phylogenies of Fungi.
Journal of Fungi (Basel, Switzerland), 2020, 6, 134. 1.5 1

19861 The complete mitochondrial genome of <i>Tachysurus virgatus</i> (Oshima 1926) (Siluriformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (Bagridae) and its phylogenetic status. Mitochondrial DNA Part B: Resources, 2020, 5, 3019-3020.0.2 0

19862
Salmonella enterica Serovar Typhimurium Temporally Modulates the Enteric Microbiota and Host
Responses To Overcome Colonization Resistance in Swine. Applied and Environmental Microbiology,
2020, 86, .

1.4 18

19863 A Chromosome-Scale Genome Assembly for the <i>Fusarium oxysporum</i> Strain Fo5176 To Establish a
Model <i>Arabidopsis</i>-Fungal Pathosystem. G3: Genes, Genomes, Genetics, 2020, 10, 3549-3555. 0.8 28

19864 Investigating the Role of Translationally Control Tumor Protein in Growth, Development and
Differentiation of Dictyostelium discoideum. Frontiers in Cell and Developmental Biology, 2020, 8, 742. 1.8 3

19865 CoronaVR: A Computational Resource and Analysis of Epitopes and Therapeutics for Severe Acute
Respiratory Syndrome Coronavirus-2. Frontiers in Microbiology, 2020, 11, 1858. 1.5 23

19866
Whole-Genome Sequences of Two New <i>Caballeronia</i> Strains Isolated from Cryoturbated Peat
Circles of the Permafrost-Affected Eastern European Tundra. Microbiology Resource Announcements,
2020, 9, .

0.3 4

19867 Characterization of black spot resistance in diploid roses with QTL detection, meta-analysis and
candidate-gene identification. Theoretical and Applied Genetics, 2020, 133, 3299-3321. 1.8 11

19868 Temporal and spatial pattern of endophytic fungi diversity of Camellia sinensis (cv. Shu Cha Zao). BMC
Microbiology, 2020, 20, 270. 1.3 18

19869 Microbial mats in the Turks and Caicos Islands reveal diversity and evolution of phototrophy in the
Chloroflexota order Aggregatilineales. Environmental Microbiomes, 2020, 15, 9. 2.2 15

19870 Regional sequence expansion or collapse in heterozygous genome assemblies. PLoS Computational
Biology, 2020, 16, e1008104. 1.5 31

19871 Old and Cosmopolite: Molecular Phylogeny of Tropicalâ€“Subtropical Kites (Aves: Elaninae) with
Taxonomic Implications. Diversity, 2020, 12, 327. 0.7 7

19872 DELLA family duplication events lead to different selective constraints in angiosperms. Genetica, 2020,
148, 243-251. 0.5 2

19873 The genetic basis for PRC1 complex diversity emerged early in animal evolution. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 22880-22889. 3.3 22

19874
Supergene evolution via stepwise duplications and neofunctionalization of a floral-organ identity
gene. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
23148-23157.

3.3 42

19875 Wireworm (Coleoptera: Elateridae) genomic analysis reveals putative cryptic species, population
structure, and adaptation to pest control. Communications Biology, 2020, 3, 489. 2.0 21

19876
Tracking a voyager: mitochondrial DNA analyses reveal mainland-to-island dispersal of an American
crocodile (<i>Crocodylus acutus</i>) across the Caribbean. Biological Journal of the Linnean Society,
2020, 131, 647-655.

0.7 3



1102

Citation Report

# Article IF Citations

19877

A new pinnotherid crab of the genus<i>Pinnixulala</i>Palacios Theil, Cuesta &amp; Felder, 2016 from
uncertain infaunal hosts in the northern Gulf of Mexico, with a rediagnosis and updated synonymy
for the polychaete symbiont<i>Pinnixulala retinens</i>(Rathbun, 1918) (Decapoda: Brachyura:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 732 Td (Pinnotheridae). Journal of Crustacean Biology, 2020, 40, 887-898.0.3 3

19878 Genomic and Pathogenic Characteristics of Virulent Newcastle Disease Virus Isolated from Chicken in
Live Bird Markets and Backyard Flocks in Kenya. International Journal of Microbiology, 2020, 2020, 1-11. 0.9 5

19879 The ranging of amino acids substitution matrices of various types in accordance with the alignment
accuracy criterion. BMC Bioinformatics, 2020, 21, 294. 1.2 5

19880 Identification of Candidate Auxin Response Factors Involved in Pomegranate Seed Coat Development.
Frontiers in Plant Science, 2020, 11, 536530. 1.7 3

19881
New multiplex conventional PCR and quadruplex real-time PCR assays for one-tube detection of
Phyllosticta citricarpa, ElsinoÃ« fawcettii, ElsinoÃ« australis, and Pseudocercospora angolensis in
Citrus: development and validation. Applied Microbiology and Biotechnology, 2020, 104, 9363-9385.

1.7 3

19882 Intestinal Tract Microbe Communities Associated with Horseshoe Crabs from Beibu Gulf, China.
Current Microbiology, 2020, 77, 3330-3338. 1.0 12

19883
De Novo Gene Birth, Horizontal Gene Transfer, and Gene Duplication as Sources of New Gene Families
Associated with the Origin of Symbiosis in<i>Amanita</i>. Genome Biology and Evolution, 2020, 12,
2168-2182.

1.1 5

19884 Are pangolins scapegoats of the COVIDâ€•19 outbreakâ€•CoV transmission and pathology evidence?.
Conservation Letters, 2020, 13, e12754. 2.8 17

19885 Population genomics of louping ill virus provide new insights into the evolution of tick-borne
flaviviruses. PLoS Neglected Tropical Diseases, 2020, 14, e0008133. 1.3 11

19886 Sequence Analysis of Egyptian Foot-and-Mouth Disease Virus Field and Vaccine Strains: Intertypic
Recombination and Evidence for Accidental Release of Virulent Virus. Viruses, 2020, 12, 990. 1.5 8

19887 Spread of the invasive shell-boring annelid Polydora websteri (Polychaeta, Spionidae) into naturalised
oyster reefs in the European Wadden Sea. Marine Biodiversity, 2020, 50, 1. 0.3 15

19888 Sequence Characterization and Molecular Modeling of Clinically Relevant Variants of the SARS-CoV-2
Main Protease. Biochemistry, 2020, 59, 3741-3756. 1.2 30

19889 Resolving the Mortierellaceae phylogeny through synthesis of multi-gene phylogenetics and
phylogenomics. Fungal Diversity, 2020, 104, 267-289. 4.7 57

19890 Tek/Tie2 is not required for cardiovascular development in zebrafish. Development (Cambridge), 2020,
147, . 1.2 14

19891 Large-Scale Cloning and Comparative Analysis of TaNAC Genes in Response to Stripe Rust and Powdery
Mildew in Wheat (Triticum aestivum L.). Genes, 2020, 11, 1073. 1.0 8

19892 Isolation and Characterization of the Novel Bacteriophage AXL3 against Stenotrophomonas
maltophilia. International Journal of Molecular Sciences, 2020, 21, 6338. 1.8 21

19894 Efficient rational modification of non-ribosomal peptides by adenylation domain substitution. Nature
Communications, 2020, 11, 4554. 5.8 62

19895 Mitochondrial genomics reveals the evolutionary history of the porpoises (Phocoenidae) across the
speciation continuum. Scientific Reports, 2020, 10, 15190. 1.6 13



1103

Citation Report

# Article IF Citations

19896 Origins and Evolutionary Patterns of the<i>1.688</i>Satellite DNA Family
in<i>Drosophila</i>Phylogeny. G3: Genes, Genomes, Genetics, 2020, 10, 4129-4146. 0.8 15

19897 Novel Circoviruses Detected in Feces of Sonoran Felids. Viruses, 2020, 12, 1027. 1.5 13

19898 Genome-Wide Identification and Characterization of Lectin Receptor-Like Kinase Gene Family in
Cucumber and Expression Profiling Analysis under Different Treatments. Genes, 2020, 11, 1032. 1.0 15

19899 Characterization of the leaf rust responsive ARF genes in wheat (Triticum aestivum L.). Plant Cell
Reports, 2020, 39, 1639-1654. 2.8 8

19900
Novel Monomeric Fungal Subtilisin Inhibitor from a Plant-Pathogenic Fungus, Choanephora
cucurbitarum: Isolation and Molecular Characterization. Applied and Environmental Microbiology,
2020, 86, .

1.4 0

19901 Corticotropin-Releasing Factor: An Ancient Peptide Family Related to the Secretin Peptide Superfamily.
Frontiers in Endocrinology, 2020, 11, 529. 1.5 6

19902
Comparative Analysis of the Secretome and Interactome of Trypanosoma cruzi and Trypanosoma
rangeli Reveals Species Specific Immune Response Modulating Proteins. Frontiers in Immunology, 2020,
11, 1774.

2.2 7

19903 Do Your Kids Get What You Paid for? Evaluation of Commercially Available Probiotic Products
Intended for Children in the Republic of the Philippines and the Republic of Korea. Foods, 2020, 9, 1229. 1.9 15

19904
Phenotypic characterization and phylogenetic analysis of Pseudomonas syringae strains associated
with canker disease on apricot in Iran within the context of the global genetic diversity of the P.
syringae complex. European Journal of Plant Pathology, 2020, 158, 545-560.

0.8 0

19905
Journey from the West: first record of the Indian Ocean pilumnid crab Pilumnopeus convexus
(Maccagno, 1936) (Decapoda: Brachyura: Pilumnidae) in Hong Kong. Journal of Crustacean Biology,
2020, 40, 563-573.

0.3 1

19906 Antibiotic Resistance in Vibrio cholerae: Mechanistic Insights from IncC Plasmid-Mediated
Dissemination of a Novel Family of Genomic Islands Inserted at <i>trmE</i>. MSphere, 2020, 5, . 1.3 23

19907 Genomic Characteristics Distinguish Geographically Distributed Dehalococcoidia. Frontiers in
Microbiology, 2020, 11, 546063. 1.5 18

19908 A Narrow Endemic or a Species Showing Disjunct Distribution? Studies on Meehania montis-koyae
Ohwi (Lamiaceae). Plants, 2020, 9, 1159. 1.6 4

19909 Integrating Multiple Lines of Evidence to Explore Intraspecific Variability in a Rare Endemic Alpine
Plant and Implications for Its Conservation. Plants, 2020, 9, 1160. 1.6 3

19910 Integrative taxonomy of the new millipede genus Coxobolellus, gen. nov. (Diplopoda : Spirobolida :) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (Pseudospirobolellidae), with descriptions of ten new species. Invertebrate Systematics, 2020, , .0.5 10

19911
Multiheme hydroxylamine oxidoreductases produce NO during ammonia oxidation in methanotrophs.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
24459-24463.

3.3 25

19912 MCART1/SLC25A51 is required for mitochondrial NAD transport. Science Advances, 2020, 6, . 4.7 106

19913 The Effects of Deoxynivalenol on the Ultrastructure of the Sacculus Rotundus and Vermiform
Appendix, as Well as the Intestinal Microbiota of Weaned Rabbits. Toxins, 2020, 12, 569. 1.5 13



1104

Citation Report

# Article IF Citations

19914 A Model for the Production of Regulatory Grade Viral Hemorrhagic Fever Exposure Stocks: From Field
Surveillance to Advanced Characterization of SFTSV. Viruses, 2020, 12, 958. 1.5 5

19915 <i>Tupaia</i> MAVS Is a Dual Target during Hepatitis C Virus Infection for Innate Immune Evasion and
Viral Replication via NF-ÎºB. Journal of Immunology, 2020, 205, 2091-2099. 0.4 13

19916 Comparative genome analysis proposes three new <i>Aureobasidium</i> species isolated from grape
juice. FEMS Yeast Research, 2020, 20, . 1.1 12

19917 A CYC/TB1-type TCP transcription factor controls spikelet meristem identity in barley. Journal of
Experimental Botany, 2020, 71, 7118-7131. 2.4 27

19918 Analysis of six chloroplast genomes provides insight into the evolution of Chrysosplenium
(Saxifragaceae). BMC Genomics, 2020, 21, 621. 1.2 52

19919 Exact Multiple Sequence Alignment by Synchronized Decision Diagrams. INFORMS Journal on
Computing, 0, , . 1.0 0

19920 Metagenomics approach to the intestinal microbiome structure and function in high fat diet-induced
obesity in mice fed with conjugated linoleic acid (CLA). Food and Function, 2020, 11, 9729-9739. 2.1 18

19921 A molecular phylogeny of Eragrostis (Poaceae: Chloridoideae: Eragrostideae): making lovegrass
monophyletic in Australia. Australian Systematic Botany, 2020, , . 0.3 3

19922
Patient-Derived HIV-1 Nef Alleles Reveal Uncoupling of CD4 Downregulation and SERINC5 Antagonism
Functions of the Viral Pathogenesis Factor. Journal of Acquired Immune Deficiency Syndromes (1999),
2020, 85, e23-e26.

0.9 5

19923 A Phylogeny-Informed Proteomics Approach for Species Identification within the Burkholderia cepacia
Complex. Journal of Clinical Microbiology, 2020, 58, . 1.8 2

19924 CrAssphage as a Novel Tool to Detect Human Fecal Contamination on Environmental Surfaces and
Hands. Emerging Infectious Diseases, 2020, 26, 1731-1739. 2.0 34

19925 Ageratum houstonianum and Rudbeckia hirta, new hosts for the powdery mildews Golovinomyces
asterum and Golovinomyces ambrosiae. Australasian Plant Disease Notes, 2020, 15, 1. 0.4 0

19926 Nonâ€•denitrifier nitrous oxide reductases dominate marine biomes. Environmental Microbiology
Reports, 2020, 12, 681-692. 1.0 26

19927 Insights into HP1a-Chromatin Interactions. Cells, 2020, 9, 1866. 1.8 11

19928 Temperature increase altered Daphnia community structure in artificially heated lakes: a potential
scenario for a warmer future. Scientific Reports, 2020, 10, 13956. 1.6 18

19929 Divergence, gene flow, and the origin of leapfrog geographic distributions: The history of colour
pattern variation in <i>Phyllobates</i> poisonâ€•dart frogs. Molecular Ecology, 2020, 29, 3702-3719. 2.0 14

19930 Genomic Comparison and Spatial Distribution of Different Synechococcus Phylotypes in the Black Sea.
Frontiers in Microbiology, 2020, 11, 1979. 1.5 13

19931
Identification and characterization of Ageratum yellow vein Malaysia virus (AYVMV) and an associated
betasatellite among begomoviruses infecting Solanum lycopersicum in Malaysia. Journal of Applied
Genetics, 2020, 61, 619-628.

1.0 1



1105

Citation Report

# Article IF Citations

19932
Maize ANT1 modulates vascular development, chloroplast development, photosynthesis, and plant
growth. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
21747-21756.

3.3 24

19933 The chromosome-level draft genome of Dalbergia odorifera. GigaScience, 2020, 9, . 3.3 21

19934
Extensive Genetic Variation at the Sr22 Wheat Stem Rust Resistance Gene Locus in the Grasses Revealed
Through Evolutionary Genomics and Functional Analyses. Molecular Plant-Microbe Interactions,
2020, 33, 1286-1298.

1.4 6

19935 Functional variation in phyllogen, a phyllodyâ€•inducing phytoplasma effector family, attributable to a
single amino acid polymorphism. Molecular Plant Pathology, 2020, 21, 1322-1336. 2.0 27

19936 Assessing phylogeographic variation in the Rosyside Dace (Teleostei, Leuciscidae), a widespread
morphologically variable taxon. Zoologica Scripta, 2020, 49, 563-574. 0.7 0

19937 Systematic characterization of the branch point binding protein, splicing factor 1, gene family in plant
development and stress responses. BMC Plant Biology, 2020, 20, 379. 1.6 5

19938 Figures of merit and statistics for detecting faulty species identification with DNA barcodes: A case
study in Ramaria and related fungal genera. PLoS ONE, 2020, 15, e0237507. 1.1 7

19939 ARDEP, a Rapid Degenerate Primer Design Pipeline Based on k-mers for Amplicon Microbiome Studies.
International Journal of Environmental Research and Public Health, 2020, 17, 5958. 1.2 4

19940 Characterization of two GH5 endoglucanases from termite microbiome using synthetic metagenomics.
Applied Microbiology and Biotechnology, 2020, 104, 8351-8366. 1.7 10

19941
Broad host range of SARS-CoV-2 predicted by comparative and structural analysis of ACE2 in
vertebrates. Proceedings of the National Academy of Sciences of the United States of America, 2020,
117, 22311-22322.

3.3 517

19942 Mitogenome phylogenetics in the genus Palaemon (Crustacea: Decapoda) sheds light on species
crypticism in the rockpool shrimp P. elegans. PLoS ONE, 2020, 15, e0237037. 1.1 9

19943 Deciphering Additional Roles for the EF-Tu, l-Asparaginase II and OmpT Proteins of Shiga
Toxin-Producing Escherichia coli. Microorganisms, 2020, 8, 1184. 1.6 8

19944
Comprehensive analysis of GTP cyclohydrolase I activity in <i>Mycobacterium tuberculosis</i>
H<sub>37</sub>Rv via <i>in silico</i> studies. Biotechnology and Applied Biochemistry, 2021, 68,
756-768.

1.4 3

19945
Complex Internal Microstructure of Feather Follicles on Chicken Skin Promotes the Bacterial
Cross-Contamination of Carcasses During the Slaughtering Process. Frontiers in Microbiology, 2020,
11, 571913.

1.5 9

19946 Phylogenetic reconstruction of Ficus subg. Synoecia and its allies (Moraceae), with implications on
the origin of the climbing habit. Taxon, 2020, 69, 927-945. 0.4 7

19947
Genome-wide identification and expression analysis of the Citrus malectin domain-containing
receptor-like kinases in response to arbuscular mycorrhizal fungi colonization and drought.
Horticulture Environment and Biotechnology, 2020, 61, 891-901.

0.7 7

19948 Symbiotic microalgal diversity within lichenicolous lichens and crustose hosts on Iberian Peninsula
gypsum biocrusts. Scientific Reports, 2020, 10, 14060. 1.6 20

19949 New Genetic Insights About Hybridization and Population Structure of Hawksbill and Loggerhead
Turtles From Brazil. Journal of Heredity, 2020, 111, 444-456. 1.0 13



1106

Citation Report

# Article IF Citations

19950 <b>Phylogenetic placement and lectotypification of <i> Pseudotryblidium neesii</i> (<i>Helotiales,</i>) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (<i> Leotiomycetes</i>) </b>. Fungal Systematics and Evolution, 2020, 5, 139-150.0.9 1

19951 Continuous Reassortment of Clade 2.3.4.4 H5N6 Highly Pathogenetic Avian Influenza Viruses
Demonstrating High Risk to Public Health. Pathogens, 2020, 9, 670. 1.2 13

19952 SARS-CoV-2 ORF8 and SARS-CoV ORF8ab: Genomic Divergence and Functional Convergence. Pathogens,
2020, 9, 677. 1.2 44

19953 A Genome-Wide Survey of MATE Transporters in Brassicaceae and Unveiling Their Expression Profiles
under Abiotic Stress in Rapeseed. Plants, 2020, 9, 1072. 1.6 9

19954 Identification of Circovirus Genome in a Chinstrap Penguin (Pygoscelis antarcticus) and AdÃ©lie
Penguin (Pygoscelis adeliae) on the Antarctic Peninsula. Viruses, 2020, 12, 858. 1.5 11

19955 Large freshwater phages with the potential to augment aerobic methane oxidation. Nature
Microbiology, 2020, 5, 1504-1515. 5.9 66

19956
Genetic diversity of soil invertebrates corroborates timing estimates for past collapses of the West
Antarctic Ice Sheet. Proceedings of the National Academy of Sciences of the United States of America,
2020, 117, 22293-22302.

3.3 29

19957 New observations on the sexual and asexual reproductive stages of Staurastrum gracile
(Desmidiaceae, Zygnematophyceae). Phycologia, 2020, 59, 409-421. 0.6 2

19958 Sequence diversity analyses of an improved rhesus macaque genome enhance its biomedical utility.
Science, 2020, 370, . 6.0 105

19959
Three redescriptions in Tintinnopsis (Protista: Ciliophora: Tintinnina) from coastal waters of China,
with cytology and phylogenetic analyses based on ribosomal RNA genes. BMC Microbiology, 2020, 20,
374.

1.3 6

19960 Diversity and Distribution of the Dominant Ant Genus Anonychomyrma (Hymenoptera: Formicidae) in
the Australian Wet Tropics. Diversity, 2020, 12, 474. 0.7 8

19961 Unveiling Viruses Associated with Gastroenteritis Using a Metagenomics Approach. Viruses, 2020, 12,
1432. 1.5 11

19962 The sino-nasal warzone: transcriptomic and genomic studies on sino-nasal aspergillosis in dogs. Npj
Biofilms and Microbiomes, 2020, 6, 51. 2.9 3

19963 Resolving the systematics of Richtersiidae by multilocus phylogeny and an integrative redescription
of the nominal species for the genus Crenubiotus (Tardigrada). Scientific Reports, 2020, 10, 19418. 1.6 13

19964 Identification and characterization of satellite DNAs in two-toed sloths of the genus Choloepus
(Megalonychidae, Xenarthra). Scientific Reports, 2020, 10, 19202. 1.6 8

19965 Persistence of pdm2009-H1N1 internal genes of swine influenza in pigs, Thailand. Scientific Reports,
2020, 10, 19847. 1.6 5

19966 Comparative analyses and structural insights of new class glutathione transferases in
Cryptosporidium species. Scientific Reports, 2020, 10, 20370. 1.6 4

19967
Production of the antimicrobial compound tetrabromopyrrole and the Pseudomonas quinolone
system precursor, 2-heptyl-4-quinolone, by a novel marine species Pseudoalteromonas galatheae sp.
nov.. Scientific Reports, 2020, 10, 21630.

1.6 15



1107

Citation Report

# Article IF Citations

19968 Evolutionary Maintenance of the PTS2 Protein Import Pathway in the Stramenopile Alga
Nannochloropsis. Frontiers in Cell and Developmental Biology, 2020, 8, 593922. 1.8 1

19969 Cascabel: A Scalable and Versatile Amplicon Sequence Data Analysis Pipeline Delivering Reproducible
and Documented Results. Frontiers in Genetics, 2020, 11, 489357. 1.1 19

19970 A Chromosome-Level Genome Assembly of the Anglerfish Lophius litulon. Frontiers in Genetics, 2020,
11, 581161. 1.1 2

19971 Piscine Orthoreovirus-1 Isolates Differ in Their Ability to Induce Heart and Skeletal Muscle
Inflammation in Atlantic Salmon (Salmo salar). Pathogens, 2020, 9, 1050. 1.2 28

19972 Genome sequencing of deep-sea hydrothermal vent snails reveals adaptions to extreme environments.
GigaScience, 2020, 9, . 3.3 5

19973 Comparative genomics of Klebsiella michiganensis BD177 and related members of Klebsiella sp. reveal
the symbiotic relationship with Bactrocera dorsalis. BMC Genetics, 2020, 21, 138. 2.7 5

19974 Molecular identification of four Sarcocystis species in cattle from Lithuania, including S. hominis,
and development of a rapid molecular detection method. Parasites and Vectors, 2020, 13, 610. 1.0 27

19975 Metabolic Contributions of an Alphaproteobacterial Endosymbiont in the Apicomplexan
Cardiosporidium cionae. Frontiers in Microbiology, 2020, 11, 580719. 1.5 8

19976 Diversity and Genomic Characterization of a Novel Parvarchaeota Family in Acid Mine Drainage
Sediments. Frontiers in Microbiology, 2020, 11, 612257. 1.5 22

19977 Molecular Characterization of Diaporthe Species Associated With Hazelnut Defects. Frontiers in
Plant Science, 2020, 11, 611655. 1.7 20

19978
Identification, Phylogeny, and Comparative Expression of the Lipoxygenase Gene Family of the Aquatic
Duckweed, Spirodela polyrhiza, during Growth and in Response to Methyl Jasmonate and Salt.
International Journal of Molecular Sciences, 2020, 21, 9527.

1.8 13

19979 Diversity within Aspergillus niger Clade and Description of a New Species: Aspergillus vinaceus sp.
nov.. Journal of Fungi (Basel, Switzerland), 2020, 6, 371. 1.5 17

19980 Identification and Characterization of a New Type III Polyketide Synthase from a Marine Yeast,
Naganishia uzbekistanensis. Marine Drugs, 2020, 18, 637. 2.2 4

19981 Biological and Genomic Characterization of a Novel Jumbo Bacteriophage, vB_VhaM_pir03 with Broad
Host Lytic Activity against Vibrio harveyi. Pathogens, 2020, 9, 1051. 1.2 20

19982 T-cell receptor repertoire of cytomegalovirus-specific cytotoxic T-cells after allogeneic stem cell
transplantation. Scientific Reports, 2020, 10, 22218. 1.6 7

19983 Genomics Reveals Widespread Ecological Speciation in Flightless Insects. Systematic Biology, 2021, 70,
863-876. 2.7 18

19984 Under fire-simultaneous volatilome and transcriptome analysis unravels fine-scale responses of tansy
chemotypes to dual herbivore attack. BMC Plant Biology, 2020, 20, 551. 1.6 12

19985 Extended synaptotagmin regulates membrane contact site structure and lipid transfer function
<i>inÂ vivo</i>. EMBO Reports, 2020, 21, e50264. 2.0 16



1108

Citation Report

# Article IF Citations

19986
Functional Changes of the Community of Microbes With Ni-Dependent Enzyme Genes Accompany
Adaptation of the Ruminal Microbiome to Urea-Supplemented Diets. Frontiers in Microbiology, 2020, 11,
596681.

1.5 4

19987

Cultivation-Independent Analysis of the Bacterial Community Associated With the Calcareous Sponge
Clathrina clathrus and Isolation of Poriferisphaera corsica Gen. Nov., Sp. Nov., Belonging to the
Barely Studied Class Phycisphaerae in the Phylum Planctomycetes. Frontiers in Microbiology, 2020, 11,
602250.

1.5 23

19988
Functional and Genomic Characterization of Ligilactobacillus salivarius TUCO-L2 Isolated From Lama
glama Milk: A Promising Immunobiotic Strain to Combat Infections. Frontiers in Microbiology, 2020, 11,
608752.

1.5 12

19989 Origins and Stepwise Expansion of R2R3-MYB Transcription Factors for the Terrestrial Adaptation of
Plants. Frontiers in Plant Science, 2020, 11, 575360. 1.7 11

19990 Distribution of Important Probiotic Genes and Identification of the Biogenic Amines Produced by
Lactobacillus acidophilus PNW3. Foods, 2020, 9, 1840. 1.9 5

19991 Evolution of MicroRNA Biogenesis Genes in the Sterlet (Acipenser ruthenus) and Other Polyploid
Vertebrates. International Journal of Molecular Sciences, 2020, 21, 9562. 1.8 2

19992 Multidisciplinary Analysis of Cystoseira sensu lato (SE Spain) Suggest a Complex Colonization of the
Mediterranean. Journal of Marine Science and Engineering, 2020, 8, 961. 1.2 6

19993 Soehngenia longivitae sp. nov., a Fermenting Bacterium Isolated from a Petroleum Reservoir in
Azerbaijan, and Emended Description of the Genus Soehngenia. Microorganisms, 2020, 8, 1967. 1.6 14

19994 Three Novel Clostridia Isolates Produce n-Caproate and iso-Butyrate from Lactate: Comparative
Genomics of Chain-Elongating Bacteria. Microorganisms, 2020, 8, 1970. 1.6 32

19995
Phylogenetic Analysis of Mitogenomic Data Sets Resolves the Relationship of Seven
Macropostrongyloides Species from Australian Macropodid and Vombatid Marsupials. Pathogens,
2020, 9, 1042.

1.2 5

19996
Intragenomic Polymorphism of the ITS 1 Region of 35S rRNA Gene in the Group of Grasses with
Two-Chromosome Species: Different Genome Composition in Closely Related Zingeria Species. Plants,
2020, 9, 1647.

1.6 7

19997 Genetic Diversity of Rift Valley Fever Strains Circulating in Namibia in 2010 and 2011. Viruses, 2020, 12,
1453. 1.5 4

19998
Cloning of the first cDNA encoding a putative CCRFamide precursor: identification of the brain,
eyestalk ganglia, and cardiac ganglion as sites of CCRFamide expression in the American lobster,
Homarus americanus. Invertebrate Neuroscience, 2020, 20, 24.

1.8 2

19999 Metapangenomics of the oral microbiome provides insights into habitat adaptation and cultivar
diversity. Genome Biology, 2020, 21, 293. 3.8 46

20000 Genomic and physiological mechanisms underlying skin plasticity during water to air transition in an
amphibious fish. Journal of Experimental Biology, 2021, 224, . 0.8 10

20001 Resolving the Phylogeny of the Olive Family (Oleaceae): Confronting Information from Organellar
and Nuclear Genomes. Genes, 2020, 11, 1508. 1.0 25

20002 Whole Genome Characterization and Evolutionary Analysis of G1P[8] Rotavirus A Strains during the
Pre- and Post-Vaccine Periods in Mozambique (2012â€“2017). Pathogens, 2020, 9, 1026. 1.2 4

20003 DNA-Based Arthropod Diversity Assessment in Amazonian Iron Mine Lands Show Ecological Succession
Towards Undisturbed Reference Sites. Frontiers in Ecology and Evolution, 2020, 8, . 1.1 5



1109

Citation Report

# Article IF Citations

20004 Unraveling the Molecular Evolution of Blood Coagulation Genes in Fishes and Cetaceans. Frontiers
in Marine Science, 2020, 7, . 1.2 2

20005
Nation-Wide Viral Sequence Analysis of HIV-1 Subtype B Epidemic in 2003â€“2012 Revealed a Contribution
of Men Who Have Sex With Men to the Transmission Cluster Formation and Growth in Japan.
Frontiers in Reproductive Health, 2020, 2, .

0.6 2

20006 Exposing the Barcoding Void: An Integrative Approach to Study Snail-Borne Parasites in a One Health
Context. Frontiers in Veterinary Science, 2020, 7, 605280. 0.9 10

20007 The evolution of the huntingtin-associated protein 40 (HAP40) in conjunction with huntingtin. BMC
Evolutionary Biology, 2020, 20, 162. 3.2 11

20008 Comparative analysis of morabine grasshopper genomes reveals highly abundant transposable
elements and rapidly proliferating satellite DNA repeats. BMC Biology, 2020, 18, 199. 1.7 29

20009 Discovery of Novel Biosynthetic Gene Cluster Diversity From a Soil Metagenomic Library. Frontiers in
Microbiology, 2020, 11, 585398. 1.5 16

20010 Saccharibacteria as Organic Carbon Sinks in Hydrocarbon-Fueled Communities. Frontiers in
Microbiology, 2020, 11, 587782. 1.5 22

20011 Genetic Differentiation and Population Structure of Threatened Prunus africana Kalm. in Western
Cameroon Using Molecular Markers. Diversity, 2020, 12, 446. 0.7 1

20012 Indo-Pacific Phylogeography of the Lemon Sponge Leucetta chagosensis. Diversity, 2020, 12, 466. 0.7 3

20013 Genome-wide identification and expression analysis of the CLC gene family in pomegranate (Punica) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (granatum) reveals its roles in salt resistance. BMC Plant Biology, 2020, 20, 560.1.6 12

20014 Field Observations and Genetic Characterization of Sheep-Associated Malignant Catarrhal Fever in
Egypt, 2018. Veterinary Sciences, 2020, 7, 201. 0.6 1

20015
Cloning and functional characterization of two peptidoglycan recognition protein isoforms
(PGRP-LC) in Bactrocera dorsalis (Diptera: Tephritidae). Journal of Integrative Agriculture, 2020, 19,
3025-3034.

1.7 6

20016 Prevalence of temperate viruses in deep South China Sea and western Pacific Ocean. Deep-Sea Research
Part I: Oceanographic Research Papers, 2020, 166, 103403. 0.6 4

20017 Succinate dehydrogenase gene as a marker for studying Blastocystis genetic diversity. Heliyon, 2020, 6,
e05387. 1.4 4

20018
Molecular screening for rickettsial bacteria and piroplasms in ixodid ticks surveyed from white-tailed
deer (Odocoileus virginianus) and nilgai antelope (Boselaphus tragocamelus) in southern Texas.
International Journal for Parasitology: Parasites and Wildlife, 2020, 13, 252-260.

0.6 8

20019 The White-Spotted Bamboo Shark Genome Reveals Chromosome Rearrangements and Fast-Evolving
Immune Genes of Cartilaginous Fish. IScience, 2020, 23, 101754. 1.9 36

20020 Assessing oligonucleotide designs from early lab developed PCR diagnostic tests for SARS-CoV-2 using
the PCR_strainer pipeline. Journal of Clinical Virology, 2020, 131, 104581. 1.6 13

20021 AAV vectors engineered to target insulin receptor greatly enhance intramuscular gene delivery.
Molecular Therapy - Methods and Clinical Development, 2020, 19, 496-506. 1.8 8



1110

Citation Report

# Article IF Citations

20022 Species integrity, introgression, and genetic variation across a coral reef fish hybrid zone. Ecology
and Evolution, 2020, 10, 11998-12014. 0.8 8

20023 Foliar fungal endophyte community structure is independent of phylogenetic relatedness in an
Asteraceae common garden. Ecology and Evolution, 2020, 10, 13895-13912. 0.8 10

20024 Downy mildew of lavender caused by Peronospora belbahrii in Israel. Mycological Progress, 2020, 19,
1537-1543. 0.5 4

20025 Assessment of yeasts in tropical peat swamp forests in Thailand. Mycological Progress, 2020, 19,
1559-1573. 0.5 2

20026 Fish complement C8 evolution, functional network analyses, and the theoretical interaction between
C8 alpha chain and CD59. Molecular Immunology, 2020, 128, 235-248. 1.0 3

20027 First isolation, <i>in-vivo</i> and genomic characterization of zoonotic variegated squirrel
Bornavirus 1 (VSBV-1) isolates. Emerging Microbes and Infections, 2020, 9, 2474-2484. 3.0 3

20028 The relationship between molar morphology and ecology within Neotoma. Journal of Mammalogy,
2020, 101, 1711-1726. 0.6 2

20029

Additions to the genus Gimesia: description of Gimesia alba sp. nov., Gimesia algae sp. nov., Gimesia
aquarii sp. nov., Gimesia aquatilis sp. nov., Gimesia fumaroli sp. nov. and Gimesia panareensis sp. nov.,
isolated from aquatic habitats of the Northern Hemisphere. Antonie Van Leeuwenhoek, 2020, 113,
1999-2018.

0.7 41

20030 Genomic RNA Elements Drive Phase Separation of the SARS-CoV-2 Nucleocapsid. Molecular Cell, 2020,
80, 1078-1091.e6. 4.5 255

20031 Genome sequencing and phylogenetic analysis of allotetraploid Salix matsudana Koidz. Horticulture
Research, 2020, 7, 201. 2.9 30

20032 The phylogenomics of CRISPR-Cas system and revelation of its features in Salmonella. Scientific
Reports, 2020, 10, 21156. 1.6 14

20033 Blattella germanica displays a large arsenal of antimicrobial peptide genes. Scientific Reports, 2020, 10,
21058. 1.6 8

20034 Insights into genomic structure and evolutionary processes of coastal Suaeda species in East Asia
using cpDNA, nDNA, and genome-wide SNPs. Scientific Reports, 2020, 10, 20950. 1.6 2

20035 Global emergence and evolutionary dynamics of bluetongue virus. Scientific Reports, 2020, 10, 21677. 1.6 26

20036 Dysbiosis in marine aquaculture revealed through microbiome analysis: reverse ecology for
environmental sustainability. FEMS Microbiology Ecology, 2020, 96, . 1.3 10

20037 Extent of polymorphism and selection pressure on the <i>Trypanosoma cruzi</i> vaccine candidate
antigen Tc24. Evolutionary Applications, 2020, 13, 2663-2672. 1.5 11

20038 Effects of Agricultural Fungicide Use on Aspergillus fumigatus Abundance, Antifungal Susceptibility,
and Population Structure. MBio, 2020, 11, . 1.8 33

20039
Yes, we can use it: a formal test on the accuracy of low-pass nanopore long-read sequencing for
mitophylogenomics and barcoding research using the CaribbeanÂ spiny lobster Panulirus argus. BMC
Genomics, 2020, 21, 882.

1.2 14



1111

Citation Report

# Article IF Citations

20040 Distribution, treatment outcome and genetic diversity of Leishmania species in military personnel
from Colombia with cutaneous leishmaniasis. BMC Infectious Diseases, 2020, 20, 938. 1.3 13

20041 Intronic tRNAs of mitochondrial origin regulate constitutive and alternative splicing. Genome
Biology, 2020, 21, 299. 3.8 6

20042 Bioluminescence in an Undescribed Species of Carnivorous Sponge (Cladorhizidae) From the Deep Sea.
Frontiers in Marine Science, 2020, 7, . 1.2 10

20043 Hidden Host Mortality from an Introduced Parasitoid: Conventional and Molecular Evaluation of
Non-Target Risk. Insects, 2020, 11, 822. 1.0 9

20044 Leaping into the Unknown World of Sporisorium scitamineum Candidate Effectors. Journal of Fungi
(Basel, Switzerland), 2020, 6, 339. 1.5 7

20045 Purification and Characterization of Two Novel Laccases from Peniophora lycii. Journal of Fungi
(Basel, Switzerland), 2020, 6, 340. 1.5 12

20046 Occurrence of Methicillin-Resistant Staphylococcus spp. on Brazilian Dairy Farms that Produce
Unpasteurized Cheese. Toxins, 2020, 12, 779. 1.5 5

20047 Advances in the Bioinformatics Knowledge of mRNA Polyadenylation in Baculovirus Genes. Viruses,
2020, 12, 1395. 1.5 0

20048 Presence and diversity of Chlamydiae bacteria in Spinturnix myoti, an ectoparasite of bats. Parasite,
2020, 27, 54. 0.8 2

20049 CRISPRCasTyper: Automated Identification, Annotation, and Classification of CRISPR-Cas Loci. CRISPR
Journal, 2020, 3, 462-469. 1.4 128

20050 Prokaryotic Community Compositions of the Hypersaline Sediments of Tuz Lake Demonstrated by
Cloning and High-Throughput Sequencing. Microbiology, 2020, 89, 756-768. 0.5 10

20051 New view on the organization and evolution of Palaeognathae mitogenomes poses the question on
the ancestral gene rearrangement in Aves. BMC Genomics, 2020, 21, 874. 1.2 14

20052
Isolation and Taxonomic Characterization of Novel Haloarchaeal Isolates From Indian Solar Saltern:
A Brief Review on Distribution of Bacteriorhodopsins and V-Type ATPases in Haloarchaea. Frontiers in
Microbiology, 2020, 11, 554927.

1.5 5

20053
Peronosclerospora australiensis is a synonym of P. maydis, which is widespread on Sumatra, and
distinct from the most prevalent Java maize downy mildew pathogen. Mycological Progress, 2020, 19,
1309-1315.

0.5 8

20054 Genomic differences between the new Fusarium oxysporum f. sp. apii (Foa) race 4 on celery, the less
virulent Foa races 2 and 3, and the avirulent on celery f. sp. coriandrii. BMC Genomics, 2020, 21, 730. 1.2 12

20055 Integrated omics unveil the secondary metabolic landscape of a basal dinoflagellate. BMC Biology,
2020, 18, 139. 1.7 17

20056 Liver-specific knockdown of ANGPTL8 alters the structure of the gut microbiota in mice. Annals of
Microbiology, 2020, 70, . 1.1 0

20057
Horizontal Gene Transfer and Tandem Duplication Shape the Unique CAZyme Complement of the
Mycoparasitic Oomycetes Pythium oligandrum and Pythium periplocum. Frontiers in Microbiology,
2020, 11, 581698.

1.5 10



1112

Citation Report

# Article IF Citations

20058 Zygosaccharomyces rouxii, an Aromatic Yeast Isolated From Chili Sauce, Is Able to Biosynthesize
2-Phenylethanol via the Shikimate or Ehrlich Pathways. Frontiers in Microbiology, 2020, 11, 597454. 1.5 18

20059 Existence of Bov-B LINE Retrotransposons in Snake Lineages Reveals Recent Multiple Horizontal Gene
Transfers with Copy Number Variation. Genes, 2020, 11, 1241. 1.0 3

20060 Iron Assimilation during Emerging Infections Caused by Opportunistic Fungi with emphasis on
Mucorales and the Development of Antifungal Resistance. Genes, 2020, 11, 1296. 1.0 20

20061
Integrated Analysis of the Transcriptome and Metabolome of Cecropia obtusifolia: A Plant with High
Chlorogenic Acid Content Traditionally Used to Treat Diabetes Mellitus. International Journal of
Molecular Sciences, 2020, 21, 7572.

1.8 10

20062
Trametinib Induces the Stabilization of a Dual GNAQ p.Gly48Leu- and FGFR4 p.Cys172Gly-Mutated Uveal
Melanoma. The Role of Molecular Modelling in Personalized Oncology. International Journal of
Molecular Sciences, 2020, 21, 8021.

1.8 3

20063
First Account of Phylogeographic Variation, Larval Characters, and Laboratory Rearing of the
Endangered Cobblestone Tiger Beetle Cicindelidia marginipennis, Dejean, 1831 with Observations of
Their Natural History. Insects, 2020, 11, 708.

1.0 1

20064 Evaluation of RNA Interference for Control of the Grape Mealybug Pseudococcus maritimus
(Hemiptera: Pseudococcidae). Insects, 2020, 11, 739. 1.0 3

20065 Identification and Functional Characterization of a Novel Immunomodulatory Protein From
Morchella conica SH. Frontiers in Immunology, 2020, 11, 559770. 2.2 5

20066 Independent Recruitment of Duplicated Î²-Subunit-Coding NAD-ME Genes Aided the Evolution of C4
Photosynthesis in Cleomaceae. Frontiers in Plant Science, 2020, 11, 572080. 1.7 12

20067 Mild heat stress changes the microbiota diversity in the respiratory tract and the cecum of layer-type
pullets. Poultry Science, 2020, 99, 7015-7026. 1.5 19

20068 Genome-wide identification of MADS-box gene family in sacred lotus (Nelumbo nucifera) identifies a
SEPALLATA homolog gene involved in floral development. BMC Plant Biology, 2020, 20, 497. 1.6 23

20069 Open gaps in the evolution of the eukaryotic nucleotide excision repair. DNA Repair, 2020, 95, 102955. 1.3 5

20070 Cartilaginous fish class II genes reveal unprecedented old allelic lineages and confirm the late
evolutionary emergence of DM. Molecular Immunology, 2020, 128, 125-138. 1.0 6

20071 Transcriptome Sequencing of the Striped Cucumber Beetle, Acalymma vittatum (F.), Reveals Numerous
Sex-Specific Transcripts and Xenobiotic Detoxification Genes. BioTech, 2020, 9, 21. 1.3 7

20072 Slc4 Gene Family in Spotted Sea Bass (Lateolabrax maculatus): Structure, Evolution, and Expression
Profiling in Response to Alkalinity Stress and Salinity Changes. Genes, 2020, 11, 1271. 1.0 7

20073 Uncovering Unique Green Algae and Cyanobacteria Isolated from Biocrusts in Highly Saline Potash
Tailing Pile Habitats, Using an Integrative Approach. Microorganisms, 2020, 8, 1667. 1.6 19

20074 Blood Parasites in Endangered Wildlife-Trypanosomes Discovered during a Survey of Haemoprotozoa
from the Tasmanian Devil. Pathogens, 2020, 9, 873. 1.2 8

20075 Symmetric and Asymmetric Components of Shape Variation in the Diatom Genus Frustulia
(Bacillariophyta). Symmetry, 2020, 12, 1626. 1.1 2



1113

Citation Report

# Article IF Citations

20076 Inhabited subsurface wet smectites in the hyperarid core of the Atacama Desert as an analog for the
search for life on Mars. Scientific Reports, 2020, 10, 19183. 1.6 21

20077
SARS-CoV-2 mutations and where to find them: an <i>in silico</i> perspective of structural changes
and antigenicity of the spike protein. Journal of Biomolecular Structure and Dynamics, 2022, 40,
3336-3346.

2.0 1

20078 Novel Type V-A CRISPR Effectors Are Active Nucleases with Expanded Targeting Capabilities. CRISPR
Journal, 2020, 3, 454-461. 1.4 7

20079 First Isolation of &lt;b&gt;&lt;i&gt;Candida nivariensis&lt;/i&gt;&lt;/b&gt;, an Emerging Fungal Pathogen,
in Kuwait. Medical Principles and Practice, 2021, 30, 80-84. 1.1 4

20080 Whole genome analysis of the koa wilt pathogen (Fusarium oxysporum f. sp. koae) and the
development of molecular tools for early detection and monitoring. BMC Genomics, 2020, 21, 764. 1.2 11

20081 Coupling Transcriptomics and Behaviour to Unveil the Olfactory System of Spodoptera exigua Larvae.
Journal of Chemical Ecology, 2020, 46, 1017-1031. 0.9 13

20082 Discovery of multiple anti-CRISPRs highlights anti-defense gene clustering in mobile genetic elements.
Nature Communications, 2020, 11, 5652. 5.8 88

20084 Morphological and molecular characterisation of Aporcelaimellus nigeriensis sp. n. (Dorylaimida:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (Aporcelaimidae), a remarkable dorylaim from Nigeria. Nematology, 2020, 22, 867-877.0.2 3

20085 Phylogeny of two new pheronematid sponges from the Caroline Seamount and South China Sea.
Contributions To Zoology, 2020, 89, 175-187. 0.2 0

20086 Molecular phylogeny and classification of Chelidurella Verhoeff, stat. restit. (Dermaptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (Forficulidae). Insect Systematics and Evolution, 2020, 52, 335-371.0.2 4

20087 Isolation and Characterization of Bacillus cereus Phage vB_BceP-DLc1 Reveals the Largest Member of
the Î¦29-Like Phages. Microorganisms, 2020, 8, 1750. 1.6 15

20088 Two new species of Hortiboletus (Boletaceae, Boletales) from China. Mycological Progress, 2020, 19,
1377-1386. 0.5 4

20089 Selection of Immunobiotic Ligilactobacillus salivarius Strains from the Intestinal Tract of
Wakame-Fed Pigs: Functional and Genomic Studies. Microorganisms, 2020, 8, 1659. 1.6 21

20090 Comparative Genomics of Pathogenic Clavibacter michiganensis subsp. michiganensis Strains from
Chile Reveals Potential Virulence Features for Tomato Plants. Microorganisms, 2020, 8, 1679. 1.6 14

20091 Mycoplasma bovis in Nordic European Countries: Emergence and Dominance of a New Clone.
Pathogens, 2020, 9, 875. 1.2 14

20092 Characterization of H3 subtype avian influenza viruses isolated from poultry in Vietnam. Virus Genes,
2020, 56, 712-723. 0.7 3

20093 Molecular characterization of begomovirusâ€“betasatelliteâ€“alphasatellite complex associated with
okra enation leaf curl disease in Northern Sri Lanka. 3 Biotech, 2020, 10, 506. 1.1 3

20094 An Oscillating MinD Protein Determines the Cellular Positioning of the Motility Machinery in
Archaea. Current Biology, 2020, 30, 4956-4972.e4. 1.8 19



1114

Citation Report

# Article IF Citations

20095 Heritability of the HIV-1 reservoir size and decay under long-term suppressive ART. Nature
Communications, 2020, 11, 5542. 5.8 5

20096 A catalogue of biochemically diverse CRISPR-Cas9 orthologs. Nature Communications, 2020, 11, 5512. 5.8 116

20097 Combinatorial expression of GPCR isoforms affects signalling and drug responses. Nature, 2020, 587,
650-656. 13.7 87

20098 High-quality genome sequence assembly of R.A73 Enterococcus faecium isolated from freshwater fish
mucus. BMC Microbiology, 2020, 20, 322. 1.3 3

20099 Caldicellulosiruptor bescii Adheres to Polysaccharides via a Type IV Pilin-Dependent Mechanism.
Applied and Environmental Microbiology, 2020, 86, . 1.4 3

20100 Phylogenomic Insights into Diversity and Evolution of Nonpathogenic <i>Xanthomonas</i> Strains
Associated with Citrus. MSphere, 2020, 5, . 1.3 18

20101 Complete genome sequencing and comparative genomic analyses of Bacillus sp. S3, a novel hyper
Sb(III)-oxidizing bacterium. BMC Microbiology, 2020, 20, 106. 1.3 11

20102 Comparative Genomic Analysis Provides Insights into the Phylogeny, Resistome, Virulome, and Host
Adaptation in the Genus Ewingella. Pathogens, 2020, 9, 330. 1.2 7

20103 Shedding light: a phylotranscriptomic perspective illuminates the origin of photosymbiosis in marine
bivalves. BMC Evolutionary Biology, 2020, 20, 50. 3.2 11

20104 FLAVI: An Amino Acid Substitution Model for Flaviviruses. Journal of Molecular Evolution, 2020, 88,
445-452. 0.8 8

20105 Cryo-EM Structure of the Fork Protection Complex Bound to CMG at a Replication Fork. Molecular
Cell, 2020, 78, 926-940.e13. 4.5 111

20106 Neural remodelling in spiny lobster larvae is characterized by broad neuropeptide suppression.
General and Comparative Endocrinology, 2020, 294, 113496. 0.8 3

20107 The first case of microsporidiosis in<i>Paramecium</i>. Parasitology, 2020, 147, 957-971. 0.7 12

20108 A microsporidian impairs Plasmodium falciparum transmission in Anopheles arabiensis mosquitoes.
Nature Communications, 2020, 11, 2187. 5.8 62

20109 Targeted analysis of polymorphic loci from low-coverage shotgun sequence data allows accurate
genotyping of HLA genes in historical human populations. Scientific Reports, 2020, 10, 7339. 1.6 6

20110 The relationship between cigarette smoking and the tongue microbiome in an East Asian population.
Journal of Oral Microbiology, 2020, 12, 1742527. 1.2 18

20111 The Population of <i>Fusarium oxysporum</i> f. sp. <i>lactucae</i> in California and Arizona. Plant
Disease, 2020, 104, 1811-1816. 0.7 8

20112 Genomic Evidence for Formate Metabolism by <i>Chloroflexi</i> as the Key to Unlocking Deep Carbon
in Lost City Microbial Ecosystems. Applied and Environmental Microbiology, 2020, 86, . 1.4 23



1115

Citation Report

# Article IF Citations

20113 Metagenome Mining Reveals Hidden Genomic Diversity of Pelagimyophages in Aquatic Environments.
MSystems, 2020, 5, . 1.7 23

20114 Whole-Genome Sequencing of Mexican Strains of Anaplasma marginale: An Approach to the Causal
Agent of Bovine Anaplasmosis. International Journal of Genomics, 2020, 2020, 1-7. 0.8 6

20115 Sequencing and Functional Annotation of the Whole Genome of Shiraia bambusicola. G3: Genes,
Genomes, Genetics, 2020, 10, 23-35. 0.8 8

20116 Differential Expression of Putative Ornithodoros turicata Defensins Mediated by Tick Feeding.
Frontiers in Cellular and Infection Microbiology, 2020, 10, 152. 1.8 4

20117
Ctenophthalmus baeticus boisseauorum (Beaucournu, 1968) and Ctenophthalmus apertus allani (Smit,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 587 Td (1955) (Siphonaptera: Ctenophthalmidae) as synonymous taxa: morphometric, phylogenetic, and

molecular characterization. Bulletin of Entomological Research, 2020, 110, 663-676.
0.5 8

20118 The chloroalkaloid (âˆ’)-acutumine is biosynthesized via a Fe(II)- and 2-oxoglutarate-dependent
halogenase in Menispermaceae plants. Nature Communications, 2020, 11, 1867. 5.8 37

20119 Experimental assembly reveals ecological drift as a major driver of root nodule bacterial diversity in
a woody legume crop. FEMS Microbiology Ecology, 2020, 96, . 1.3 13

20120

Delineation of a Subgroup of the Genus Paraburkholderia, Including P.Â terrae DSM 17804T, P.Â hospita
DSM 17164T, and Four Soil-Isolated Fungiphiles, Reveals Remarkable Genomic and Ecological
Featuresâ€”Proposal for the Definition of a P.Â hospita Species Cluster. Genome Biology and Evolution,
2020, 12, 325-344.

1.1 12

20121 Polymorphisms in human immunoglobulin heavy chain variable genes and their upstream regions.
Nucleic Acids Research, 2020, 48, 5499-5510. 6.5 31

20122 A new begomovirus isolated from a potyvirus-infected bean plant causes asymptomatic infections in
bean and N. benthamiana. Archives of Virology, 2020, 165, 1659-1665. 0.9 9

20123 A Paleogenomic Reconstruction of the Deep Population History of the Andes. Cell, 2020, 181,
1131-1145.e21. 13.5 69

20124
The strains of bioluminescent bacteria isolated from the White Sea finfishes: genera Photobacterium,
Aliivibrio, Vibrio, Shewanella, and first luminous Kosakonia. Journal of Photochemistry and
Photobiology B: Biology, 2020, 208, 111895.

1.7 11

20125 Implications of plastome evolution in the true lilies (monocot order Liliales). Molecular
Phylogenetics and Evolution, 2020, 148, 106818. 1.2 23

20126 A high-quality reference genome of wild Cannabis sativa. Horticulture Research, 2020, 7, 73. 2.9 73

20127 Structural and biochemical characterization of the exopolysaccharide deacetylase Agd3 required for
Aspergillus fumigatus biofilm formation. Nature Communications, 2020, 11, 2450. 5.8 38

20128 The Role of European Starlings (Sturnus vulgaris) in the Dissemination of Multidrug-Resistant
Escherichia coli among Concentrated Animal Feeding Operations. Scientific Reports, 2020, 10, 8093. 1.6 8

20129 Discovery and Characterization of Thermoproteus Spherical Piliferous Virus 1: a Spherical Archaeal
Virus Decorated with Unusual Filaments. Journal of Virology, 2020, 94, . 1.5 2

20130 Draft Genome Sequence of a Streptococcus suis Isolate from a Case of Cattle Meningitis.
Microbiology Resource Announcements, 2020, 9, . 0.3 2



1116

Citation Report

# Article IF Citations

20131 An integrated software for virus community sequencing data analysis. BMC Genomics, 2020, 21, 363. 1.2 5

20132 VAPYRIN-like is required for development of the moss <i>Physcomitrella patens</i>. Development
(Cambridge), 2020, 147, . 1.2 7

20133 Antimicrobial Resistance Profiles of Adherent Invasive Escherichia coli Show Increased Resistance to
Î²-Lactams. Antibiotics, 2020, 9, 251. 1.5 9

20134 Dynamic Expansion and Functional Evolutionary Profiles of Plant Conservative Gene Family SBP-Box in
Twenty Two Flowering Plants and the Origin of miR156. Biomolecules, 2020, 10, 757. 1.8 7

20135 Phylogenetic tree building in the genomic age. Nature Reviews Genetics, 2020, 21, 428-444. 7.7 226

20136 A Highly Prevalent and Pervasive Densovirus Discovered among Sea Stars from the North American
Atlantic Coast. Applied and Environmental Microbiology, 2020, 86, . 1.4 20

20137 Complete genomic sequences of Venezuelan equine encephalitis virus subtype IIID isolates from
mosquitoes. Archives of Virology, 2020, 165, 1715-1717. 0.9 1

20138 Paleoclimatic distribution and phylogeography of Mussismilia braziliensis (Anthozoa, Scleractinia), an
endemic Brazilian reef coral. Marine Biodiversity, 2020, 50, 1. 0.3 3

20139 Is Lasiodiplodia theobromae the only species that causes leaf blight disease in Brazilian coconut
palms?. Tropical Plant Pathology, 2020, 45, 434-442. 0.8 8

20140 Investigating the genomic landscape of novel coronavirus (2019-nCoV) to identify non-synonymous
mutations for use in diagnosis and drug design. Journal of Clinical Virology, 2020, 128, 104441. 1.6 27

20141 A phylogenetically novel cyanobacterium most closely related to <i>Gloeobacter</i>. ISME Journal,
2020, 14, 2142-2152. 4.4 45

20142 Allele-aware chromosome-level genome assembly and efficient transgene-free genome editing for the
autotetraploid cultivated alfalfa. Nature Communications, 2020, 11, 2494. 5.8 224

20143 Precise phylogenetic analysis of microbial isolates and genomes from metagenomes using PhyloPhlAn
3.0. Nature Communications, 2020, 11, 2500. 5.8 368

20144 Improved Genome Assembly and Annotation of the Soybean Aphid (<i>Aphis glycines</i>Matsumura). G3:
Genes, Genomes, Genetics, 2020, 10, 899-906. 0.8 22

20145 Functional Insights From the Evolutionary Diversification of Big Defensins. Frontiers in Immunology,
2020, 11, 758. 2.2 35

20146 Highly Conserved Homotrimer Cavity Formed by the SARS-CoV-2 Spike Glycoprotein: A Novel Binding
Site. Journal of Clinical Medicine, 2020, 9, 1473. 1.0 73

20147 Clues of in vivo nuclear gene regulation by mitochondrial short non-coding RNAs. Scientific Reports,
2020, 10, 8219. 1.6 14

20148 Characterization of a toxin-antitoxin system in Mycobacterium tuberculosis suggests neutralization
by phosphorylation as the antitoxicity mechanism. Communications Biology, 2020, 3, 216. 2.0 31



1117

Citation Report

# Article IF Citations

20149 Retroviruses drive the rapid evolution of mammalian <i>APOBEC3</i> genes. Proceedings of the
National Academy of Sciences of the United States of America, 2020, 117, 610-618. 3.3 77

20150 Prochlorococcus phage ferredoxin: structural characterization and electron transfer to
cyanobacterial sulfite reductases. Journal of Biological Chemistry, 2020, 295, 10610-10623. 1.6 10

20151
Phylogenetic origin of <i>Magnolia pseudokobus</i> (Magnoliaceae), a rare <i>Magnolia</i> extinct in
the wild, revealed by chloroplast genome sequencing, genome-wide SNP genotyping and microsatellite
analysis. Journal of Forest Research, 2020, 25, 322-328.

0.7 2

20152 Multiomics-based characterization of specialized metabolites biosynthesis in <i>Cornus
Officinalis</i>. DNA Research, 2020, 27, . 1.5 8

20153 MtOrt: an empirical mitochondrial amino acid substitution model for evolutionary studies of
Orthoptera insects. BMC Evolutionary Biology, 2020, 20, 57. 3.2 7

20154 Comparative (Within Species) Genomics of the Vitis vinifera L. Terpene Synthase Family to Explore the
Impact of Genotypic Variation Using Phased Diploid Genomes. Frontiers in Genetics, 2020, 11, 421. 1.1 8

20155 Histone Deacetylases (HDACs): Evolution, Specificity, Role in Transcriptional Complexes, and
Pharmacological Actionability. Genes, 2020, 11, 556. 1.0 170

20156
New Insights on Vitamin K Metabolism in Senegalese sole (Solea senegalensis) Based on Ontogenetic
and Tissue-Specific Vitamin K Epoxide Reductase Molecular Data. International Journal of Molecular
Sciences, 2020, 21, 3489.

1.8 4

20157 Genomic re-assessment of the transposable element landscape of the potato genome. Plant Cell
Reports, 2020, 39, 1161-1174. 2.8 12

20158 Genetic analyses reveal female philopatric behavior and nest usage by multiple females of the solitary
oil-collecting bee Tetrapedia diversipes (Hymenoptera: Apidae). Apidologie, 2020, 51, 815-825. 0.9 3

20159
Potato Virus Y (PVY) Isolates from <i>Solanum betaceum</i> Represent Three Novel Recombinants
Within the PVY<sup>N</sup> Strain Group and Are Unable to Systemically Spread in Potato.
Phytopathology, 2020, 110, 1588-1596.

1.1 4

20160 A Quality Assessment of Protein Multiple Sequence Alignment Techniques. , 2020, , . 0

20161
The complete mitochondrial genome of <i>Pseudocrossocheilus tridentris</i> (Cypriniformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 267 Td (Cyprinidae: Labeoninae) and phylogenomic analyses for subfamily Labeoninae. Mitochondrial DNA Part

B: Resources, 2020, 5, 1141-1142.
0.2 0

20162
ProgSIO-MSA: Progressive-based single iterative optimization framework for multiple sequence
alignment using an effective scoring system. Journal of Bioinformatics and Computational Biology,
2020, 18, 2050005.

0.3 1

20163 Morphological and molecular characteristics of hemoparasites in vaillantâ€™s frogs (Lithobates) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (vaillanti). Parasitology Research, 2020, 119, 1891-1901.0.6 4

20164 The Genome of <i>Peronospora belbahrii</i> Reveals High Heterozygosity, a Low Number of Canonical
Effectors, and TC-Rich Promoters. Molecular Plant-Microbe Interactions, 2020, 33, 742-753. 1.4 15

20165 The 18S ribosomal <scp>RNA</scp> m <sup>6</sup> A methyltransferase Mettl5 is required for normal
walking behavior in <i>Drosophila</i>. EMBO Reports, 2020, 21, e49443. 2.0 52

20166 Malaria parasite plasmepsins: More than just plain old degradative pepsins. Journal of Biological
Chemistry, 2020, 295, 8425-8441. 1.6 50



1118

Citation Report

# Article IF Citations

20167
Molecular phylogeny of<i>Cremolobus</i>(Brassicaceae) supports the recognition of the new
genus<i>Yunkia</i>and demonstrates the high habitat diversity of tribe Cremolobeae. Systematics and
Biodiversity, 2020, 18, 295-314.

0.5 4

20168 An Acyl-CoA <i>N</i>-Acyltransferase Regulates Meristem Phase Change and Plant Architecture in
Barley. Plant Physiology, 2020, 183, 1088-1109. 2.3 26

20169 iMarmot: an integrative platform for comparative and functional genomics of marmots. BMC
Genomics, 2020, 21, 266. 1.2 3

20170 Isolation of Gram-Positive, Antibiotic-Resistant Bacteria from Tactile Mobile Phones in a
Northwestern Mexican City. Journal of Community Health, 2020, 45, 1050-1060. 1.9 4

20171 Establishing GPCR Targets of hMAO Active Anthraquinones from <i>Cassia obtusifolia</i> Linn Seeds
Using <i>In Silico</i> and <i>In Vitro</i> Methods. ACS Omega, 2020, 5, 7705-7715. 1.6 5

20172 Characterization of Satellite DNAs in Squirrel Monkeys genus Saimiri (Cebidae, Platyrrhini). Scientific
Reports, 2020, 10, 7783. 1.6 3

20173 Temporal flexibility of gene regulatory network underlies a novel wing pattern in flies. Proceedings
of the National Academy of Sciences of the United States of America, 2020, 117, 11589-11596. 3.3 16

20174 Chromosome-level reference genome of the jellyfish Rhopilema esculentum. GigaScience, 2020, 9, . 3.3 20

20175 Global ocean resistome revealed: Exploring antibiotic resistance gene abundance and distribution in
TARA Oceans samples. GigaScience, 2020, 9, . 3.3 60

20176 Plasmids of novel incompatibility group IncpRBL16 from Pseudomonas species. Journal of
Antimicrobial Chemotherapy, 2020, 75, 2093-2100. 1.3 19

20177 Ancient Hybridization with an Unknown Population Facilitated High-Altitude Adaptation of Canids.
Molecular Biology and Evolution, 2020, 37, 2616-2629. 3.5 46

20178 Phylogenetic Reconstruction Based on Synteny Block and Gene Adjacencies. Molecular Biology and
Evolution, 2020, 37, 2747-2762. 3.5 29

20179 Chromosomeâ€•level reference genome assembly and gene editing of the deadâ€•leaf butterfly <i>Kallima
inachus</i>. Molecular Ecology Resources, 2020, 20, 1080-1092. 2.2 22

20180 Analysis of microbiota in Hainan Yucha during fermentation by 16S rRNA gene highâ€•throughput
sequencing. Journal of Food Processing and Preservation, 2020, 44, e14523. 0.9 12

20181 Evaluating DCA-based method performances for RNA contact prediction by a well-curated data set.
Rna, 2020, 26, 794-802. 1.6 13

20182 De novo Assembly and Genome-Wide SNP Discovery in Rohu Carp, Labeo rohita. Frontiers in Genetics,
2020, 11, 386. 1.1 17

20183 Genomic Analyses of Human Sapoviruses Detected over a 40-Year Period Reveal Disparate Patterns of
Evolution among Genotypes and Genome Regions. Viruses, 2020, 12, 516. 1.5 14

20184 Whole genome sequence analysis of Cupriavidus campinensis S14E4C, a heavy metal resistant
bacterium. Molecular Biology Reports, 2020, 47, 3973-3985. 1.0 16



1119

Citation Report

# Article IF Citations

20185 Metagenome-assembled genomes reveal unique metabolic adaptations of a basal marine
Thaumarchaeota lineage. ISME Journal, 2020, 14, 2105-2115. 4.4 54

20186 Chromosome-scale assembly of the Kandelia obovata genome. Horticulture Research, 2020, 7, 75. 2.9 38

20187 The calcitonin-like system is an ancient regulatory system of biomineralization. Scientific Reports,
2020, 10, 7581. 1.6 12

20188
Molecular characterization of poultry red mite, Dermanyssus gallinae lineages in Turkey and first
report of Plasmodium species in the mite populations. International Journal of Acarology, 2020, 46,
241-246.

0.3 7

20189
Chromosomeâ€•level genome assembly of the greenfin horseâ€•faced filefish (<i>Thamnaconus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 587 Td (septentrionalis</i>) using Oxford Nanopore PromethION sequencing and Hiâ€•C technology. Molecular

Ecology Resources, 2020, 20, 1069-1079.
2.2 27

20190
Evolution of Fusarium tricinctum and Fusarium avenaceum mitochondrial genomes is driven by
mobility of introns and of a new type of palindromic microsatellite repeats. BMC Genomics, 2020, 21,
358.

1.2 8

20191
De Novo Genome Assembly of Limpet Bathyacmaea lactea (Gastropoda: Pectinodontidae): The First
Reference Genome of a Deep-Sea Gastropod Endemic to Cold Seeps. Genome Biology and Evolution,
2020, 12, 905-910.

1.1 15

20192 Similar yet different: phylogenomic analysis to delineate Salmonella and Citrobacter species
boundaries. BMC Genomics, 2020, 21, 377. 1.2 15

20193 Functional insights from the GC-poor genomes of two aphid parasitoids, Aphidius ervi and Lysiphlebus
fabarum. BMC Genomics, 2020, 21, 376. 1.2 19

20194
Red yeasts from leaf surfaces and other habitats: three new species and a new combination of <i>
Symmetrospora</i> (<i>Pucciniomycotina</i>,<i> Cystobasidiomycetes</i>). Fungal Systematics and
Evolution, 2020, 5, 187-196.

0.9 17

20195 Transcriptome Analysis of Zebrafish Olfactory Epithelium Reveal Sexual Differences in Odorant
Detection. Genes, 2020, 11, 592. 1.0 8

20196 Characterization and Analysis of the Mitochondrial Genome of Common Bean (Phaseolus vulgaris) by
Comparative Genomic Approaches. International Journal of Molecular Sciences, 2020, 21, 3778. 1.8 44

20197 Diversity and pathogenicity of Botryosphaeriaceae species associated with black root rot and stem
cutting dry rot in Manihot esculenta in Brazil. European Journal of Plant Pathology, 2020, 157, 583-598. 0.8 19

20198 Parallel reductive genome evolution in <i>Desulfovibrio</i> ectosymbionts independently acquired by
<i>Trichonympha</i> protists in the termite gut. ISME Journal, 2020, 14, 2288-2301. 4.4 10

20199 Novel Immunoglobulin Domain Proteins Provide Insights into Evolution and Pathogenesis of
SARS-CoV-2-Related Viruses. MBio, 2020, 11, . 1.8 81

20200 A multi-approach analysis highlights the relevance of RPA-1 as a telomere end-binding protein (TEBP) in
Leishmania amazonensis. Biochimica Et Biophysica Acta - General Subjects, 2020, 1864, 129607. 1.1 10

20201 Functional Divergence of the Arabidopsis Florigen-Interacting bZIP Transcription Factors FD and FDP.
Cell Reports, 2020, 31, 107717. 2.9 49

20202 Functional and Genomic Variation between Human-Derived Isolates of Lachnospiraceae Reveals Inter-
and Intra-Species Diversity. Cell Host and Microbe, 2020, 28, 134-146.e4. 5.1 210



1120

Citation Report

# Article IF Citations

20203 Pathogenicity and distribution of two species of Cytospora on Populus tremuloides in portions of the
Rocky Mountains and midwest in the United States. Forest Ecology and Management, 2020, 468, 118168. 1.4 3

20204
Antibacterial activity and action mode of Cu(I) and Cu(II) complexes with phosphines derived from
fluoroquinolone against clinical and multidrug-resistant bacterial strains. Journal of Inorganic
Biochemistry, 2020, 210, 111124.

1.5 6

20205 Carbonic anhydrases are influenced by the size and symbiont identity of the aggregating sea anemone
Anthopleura elegantissima. Journal of Experimental Biology, 2020, 223, . 0.8 1

20206 Coexpression Analysis Reveals Dynamic Modules Regulating the Growth and Development of Cirri in
the Rattans (Calamus simplicifolius and Daemonorops jenkinsiana). Frontiers in Genetics, 2020, 11, 378. 1.1 4

20207 Molecular Characteristics of Dengue Viruses in Patients Hospitalized at the Bamrasnaradura
Infectious Diseases Institute, Thailand. Japanese Journal of Infectious Diseases, 2020, 73, 411-420. 0.5 3

20208 Functional characterization and reclassification of an enzyme previously proposed to be a limonoid
UDP â€•glucosyltransferase. Journal of the Science of Food and Agriculture, 2020, 100, 4870-4878. 1.7 3

20209 Phylogenetic position of deep-sea opecoelid digenean Tellervotrema beringi (Mamaev, 1965) (Trematoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Opecoelidae) based on novel genetic data. Systematic Parasitology, 2020, 97, 379-387.0.5 3

20210 Rivers of Indochina as potential drivers of lineage diversification in the spotted flying lizard (Draco) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (maculatus) species complex. Molecular Phylogenetics and Evolution, 2020, 150, 106861.1.2 9

20211 <i>Ophiocordyceps desmidiospora</i>, a basal lineage within the â€œZombie-Ant Fungiâ€• clade. Mycologia,
2020, 112, 1171-1183. 0.8 6

20212 Population Genomic Analysis Reveals a Highly Conserved Mitochondrial Genome in Fusarium
asiaticum. Frontiers in Microbiology, 2020, 11, 839. 1.5 14

20213 Genetic and Clinical Heterogeneity in Thirteen New Cases with Aceruloplasminemia. Atypical Anemia as
a Clue for an Early Diagnosis. International Journal of Molecular Sciences, 2020, 21, 2374. 1.8 25

20214
Comparative Genomic and Proteomic Analyses of Three Widespread Phytophthora Species:
Phytophthora chlamydospora, Phytophthora gonapodyides and Phytophthora pseudosyringae.
Microorganisms, 2020, 8, 653.

1.6 36

20215 Description of a Novel Mycovirus in the Phytopathogen Fusarium culmorum and a Related EVE in the
Yeast Lipomyces starkeyi. Viruses, 2020, 12, 523. 1.5 6

20216 Calycomorphotria hydatis gen. nov., sp. nov., a novel species in the family Planctomycetaceae with
conspicuous subcellular structures. Antonie Van Leeuwenhoek, 2020, 113, 1877-1887. 0.7 17

20217 Biodegradation of artisanally refined diesel and the influence of organic wastes on oil-polluted soil
remediation. Scientific African, 2020, 8, e00385. 0.7 9

20218 Complete Genome Sequence of an Alphabaculovirus from Choristoneura diversana. Microbiology
Resource Announcements, 2020, 9, . 0.3 0

20219 Complete Genome Sequences of the Human Pathogen Paenibacillus thiaminolyticus Mbale and Type
Strain P. thiaminolyticus NRRL B-4156. Microbiology Resource Announcements, 2020, 9, . 0.3 10

20220 RNA genome conservation and secondary structure in SARS-CoV-2 and SARS-related viruses: a first
look. Rna, 2020, 26, 937-959. 1.6 211



1121

Citation Report

# Article IF Citations

20221 Genotyping by multiplexed sequencing (GMS): A customizable platform for genomic selection. PLoS
ONE, 2020, 15, e0229207. 1.1 28

20222 Genetic diversity and connectivity of Flaccisagitta enflataÂ (Chaetognatha: Sagittidae) in the tropical
Atlantic ocean (northeastern Brazil). PLoS ONE, 2020, 15, e0231574. 1.1 7

20223 Rediscovering an old foe: Optimised molecular methods for DNA extraction and sequencing
applications for fungarium specimens of powdery mildew (Erysiphales). PLoS ONE, 2020, 15, e0232535. 1.1 11

20224 Are pangolins the intermediate host of the 2019 novel coronavirus (SARS-CoV-2)?. PLoS Pathogens,
2020, 16, e1008421. 2.1 318

20225 ToxoplasmaÂ gondii requires its plant-like heme biosynthesis pathway for infection. PLoS Pathogens,
2020, 16, e1008499. 2.1 33

20226 Information stored in nanoscale: Encoding data in a single DNA strand with Base64. Nano Today, 2020,
33, 100871. 6.2 32

20227 The Protector within: Comparative Genomics of APSE Phages across Aphids Reveals Rampant
Recombination and Diverse Toxin Arsenals. Genome Biology and Evolution, 2020, 12, 878-889. 1.1 22

20228 An integrative approach to the systematics of the<i>Berthella californica</i>species complex
(Heterobranchia: Pleurobranchidae). Journal of Molluscan Studies, 2020, 86, 186-200. 0.4 2

20229 Opportunistic sampling of wild native and invasive birds reveals a rich diversity of adenoviruses in
Australia. Virus Evolution, 2020, 6, veaa024. 2.2 21

20230 Mitochondrial genome sequence of Phytophthora sansomeanaÂ and comparative analysis of
Phytophthora mitochondrial genomes. PLoS ONE, 2020, 15, e0231296. 1.1 9

20231 Single-cell amplicon sequencing reveals community structures and transmission trends of
protist-associatedÂ bacteria in aÂ termite host. PLoS ONE, 2020, 15, e0233065. 1.1 8

20232 Large-scale metabarcoding analysis of epipelagic and mesopelagic copepods in the Pacific. PLoS ONE,
2020, 15, e0233189. 1.1 23

20233
Analysis of Multiplicity of Hypoxia-Inducible Factors in the Evolution of Triplophysa Fish
(Osteichthyes: Nemacheilinae) Reveals Hypoxic Environments Adaptation to Tibetan Plateau. Frontiers
in Genetics, 2020, 11, 433.

1.1 10

20234
Green Tea and Pomegranate Extract Administered During Critical Moments of the Production Cycle
Improves Blood Antiradical Activity and Alters Cecal Microbial Ecology of Broiler Chickens. Animals,
2020, 10, 785.

1.0 12

20235 Mitochondrial Genome of Fagopyrum esculentum and the Genetic Diversity of Extranuclear Genomes
in Buckwheat. Plants, 2020, 9, 618. 1.6 16

20236 HDVdb: A Comprehensive Hepatitis D Virus Database. Viruses, 2020, 12, 538. 1.5 16

20237 Impact of an arbuscular mycorrhizal fungal inoculum and exogenous MeJA on fenugreek secondary
metabolite production under water deficit. Environmental and Experimental Botany, 2020, 176, 104096. 2.0 23

20238 Development of RT-PCR degenerate primers to overcome the high genetic diversity of grapevine virus T.
Journal of Virological Methods, 2020, 282, 113883. 1.0 5



1122

Citation Report

# Article IF Citations

20239 Cryo-EM Structures and Regulation of Arabinofuranosyltransferase AftD from Mycobacteria.
Molecular Cell, 2020, 78, 683-699.e11. 4.5 27

20240
Chromosome-Level Reference Genome and Population Genomic Analysis Provide Insights into the
Evolution and Improvement of Domesticated Mulberry (Morus alba). Molecular Plant, 2020, 13,
1001-1012.

3.9 59

20241
Species delimitation analyses of NE Atlantic Chaetozone (Annelida, Cirratulidae) reveals hidden
diversity among a common and abundant marine annelid. Molecular Phylogenetics and Evolution,
2020, 149, 106852.

1.2 14

20242 Molecular and morphological characterisation of Melanothamnus testudinis sp. nov. (Rhodophyta,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Rhodomelaceae) and its distinction from Polysiphonia carettia. Phycologia, 2020, 59, 281-291.0.6 6

20243
Integrating DNA Sequences with Morphological Analysis Clarifies Phylogenetic Position of Salvia
grandifolia (Lamiaceae): An Enigmatic Species Endemic to Southwestern China. International Journal
of Plant Sciences, 2020, 181, 787-799.

0.6 11

20244 Molecular phylogeny and morphological diversity of the<i>Niviventer fulvescens</i>species complex
with emphasis on species from China. Zoological Journal of the Linnean Society, 2021, 191, 528-547. 1.0 16

20245 <i>Tetranychus</i><i>evansi</i> spider mite populations suppress tomato defenses to varying degrees.
Ecology and Evolution, 2020, 10, 4375-4390. 0.8 11

20246 Complete plastomes of 17 species of maples (Sapindaceae: Acer): comparative analyses and
phylogenomic implications. Plant Systematics and Evolution, 2020, 306, 1. 0.3 4

20247 Prevalence of sterility mosaic disease (SMD) and variability in pigeonpea sterility mosaic virus (PPSMV)
in southern-India. Indian Phytopathology, 2020, 73, 741-750. 0.7 3

20248 Effects of land use change (rural-urban) on the diversity and epizootiological parameters of avian
Haemosporida in a widespread neotropical bird. Acta Tropica, 2020, 209, 105542. 0.9 15

20249 Melanocortin 4 receptor signaling and puberty onset regulation in Xiphophorus swordtails. General
and Comparative Endocrinology, 2020, 295, 113521. 0.8 11

20250 Viral hijacking of the TENT4â€“ZCCHC14 complex protects viral RNAs via mixed tailing. Nature
Structural and Molecular Biology, 2020, 27, 581-588. 3.6 42

20251 dbPSP 2.0, an updated database of protein phosphorylation sites in prokaryotes. Scientific Data, 2020, 7,
164. 2.4 20

20252 STARCH SYNTHASE5, a Noncanonical Starch Synthase-Like Protein, Promotes Starch Granule Initiation
in Arabidopsis. Plant Cell, 2020, 32, 2543-2565. 3.1 49

20253 Genetic and phenotypic characterization of Xanthomonas axonopodis pv. maculifoliigardeniae
causing bacterial leaf spot of Ixora in Taiwan. Journal of Phytopathology, 2020, 168, 478-489. 0.5 2

20254 Comparative Analysis of AbaR-Type Genomic Islands Reveals Distinct Patterns of Genetic Features in
Elements with Different Backbones. MSphere, 2020, 5, . 1.3 10

20255 Genome-Wide Analysis, Characterization, and Expression Profile of the Basic Leucine Zipper
Transcription Factor Family in Pineapple. International Journal of Genomics, 2020, 2020, 1-14. 0.8 10

20256 Phylogenomic synteny network analyses reveal ancestral transpositions of auxin response factor
genes in plants. Plant Methods, 2020, 16, 70. 1.9 8



1123

Citation Report

# Article IF Citations

20257
Genome mining of the citrus pathogen ElsinoÃ« fawcettii; prediction and prioritisation of candidate
effectors, cell wall degrading enzymes and secondary metabolite gene clusters. PLoS ONE, 2020, 15,
e0227396.

1.1 9

20258 Effects of Fermented Herbal Tea Residues on the Intestinal Microbiota Characteristics of Holstein
Heifers Under Heat Stress. Frontiers in Microbiology, 2020, 11, 1014. 1.5 14

20259 Marine bacterial community analysis on 316L stainless steel coupons by Illumina MiSeq sequencing.
Biotechnology Letters, 2020, 42, 1431-1448. 1.1 20

20260
Effects of Vibrio harveyi infection on serum biochemical parameters and expression profiles of
interleukin-17 (IL-17) / interleukin-17 receptor (IL-17R) genes in spotted sea bass. Developmental and
Comparative Immunology, 2020, 110, 103731.

1.0 15

20261 Epidemic of venereal treponematosis in wild monkeys: a paradigm for syphilis origin. New Microbes
and New Infections, 2020, 35, 100670. 0.8 5

20262 Structureâ€“function analysis of silkworm sucrose hydrolase uncovers the mechanism of substrate
specificity in GH13 subfamily 17 exo-Î±-glucosidases. Journal of Biological Chemistry, 2020, 295, 8784-8797. 1.6 7

20263 First Isolation of a Novel Aquatic Flavivirus from Chinook Salmon (Oncorhynchus tshawytscha) and
Its <i>In Vivo</i> Replication in a Piscine Animal Model. Journal of Virology, 2020, 94, . 1.5 14

20264
Independent allopatric polyploidizations shaped the geographical structure and initial stage of
reproductive isolation in an allotetraploid fern, Lepisorus nigripes (Polypodiaceae). PLoS ONE, 2020,
15, e0233095.

1.1 2

20265 Draft Genome Assembly of <i>Floccularia luteovirens</i>, an Edible and Symbiotic Mushroom on
Qinghai-Tibet Plateau. G3: Genes, Genomes, Genetics, 2020, 10, 1167-1173. 0.8 5

20266 Grazing Management Influences Gut Microbial Diversity of Livestock in the Same Area. Sustainability,
2020, 12, 4160. 1.6 2

20267 Unlocking the Genomic Taxonomy of the Prochlorococcus Collective. Microbial Ecology, 2020, 80,
546-558. 1.4 12

20268
Cattle as natural host for Schistosoma haematobium (Bilharz, 1852) Weinland, 1858 x Schistosoma
bovis Sonsino, 1876 interactions, with new cercarial emergence and genetic patterns. Parasitology
Research, 2020, 119, 2189-2205.

0.6 33

20269
The osmotic stress response operon betIBA is under the functional regulation of BetI and the
quorum-sensing regulator AnoR in Acinetobacter nosocomialis. Journal of Microbiology, 2020, 58,
519-529.

1.3 6

20270
The reference genome of the selfing fish Kryptolebias hermaphroditus: Identification of phases I and II
detoxification genes. Comparative Biochemistry and Physiology Part D: Genomics and Proteomics,
2020, 35, 100684.

0.4 2

20271 Spectral Diversification and Trans-Species Allelic Polymorphism during the Land-to-Sea Transition in
Snakes. Current Biology, 2020, 30, 2608-2615.e4. 1.8 20

20272 Whole-genome sequence of Phellinus gilvus (mulberry Sanghuang) reveals its unique medicinal
values. Journal of Advanced Research, 2020, 24, 325-335. 4.4 24

20273 Evolutionary conservation and functional impact of dopamine D2 receptor. Neuroscience Letters,
2020, 733, 135081. 1.0 0

20274 Exploring the prevalence and diversity of bovine ticks in five agro-ecological zones of Pakistan using
phenetic and genetic tools. Ticks and Tick-borne Diseases, 2020, 11, 101472. 1.1 26



1124

Citation Report

# Article IF Citations

20275 A D200N hemagglutinin substitution contributes to antigenic changes and increased replication of
avian H9N2 influenza virus. Veterinary Microbiology, 2020, 245, 108669. 0.8 3

20276 Characterization of centromeric satellite DNAs (MALREP) in the Asian swamp eel (Monopterus albus)
suggests the possible origin of repeats from transposable elements. Genomics, 2020, 112, 3097-3107. 1.3 11

20277
Revision of the West African species of Scyllarus Fabricius, 1775 (Decapoda: Achelata: Scyllaridae),
with the description of three phyllosoma stages of S. caparti Holthuis, 1952 and an updated
identification key. Journal of Crustacean Biology, 2020, 40, 412-424.

0.3 4

20278 Phylogeny and gene expression of the complete NITRATE TRANSPORTER 1/PEPTIDE TRANSPORTER FAMILY in
Triticum aestivum. Journal of Experimental Botany, 2020, 71, 4531-4546. 2.4 37

20279 Taxonomic revision of the pampas cat <i>Leopardus colocola</i> complex (Carnivora: Felidae): an
integrative approach. Zoological Journal of the Linnean Society, 2021, 191, 575-611. 1.0 22

20280 First come, first served: Possible role for priority effects in marine populations under different
degrees of dispersal potential. Journal of Biogeography, 2020, 47, 1649-1662. 1.4 4

20281 Evidence for host-dependent RNA editing in the transcriptome of SARS-CoV-2. Science Advances, 2020,
6, eabb5813. 4.7 312

20282
The domesticated transposase ALP2 mediates formation of a novel Polycomb protein complex by direct
interaction with MSI1, a core subunit of Polycomb Repressive Complex 2 (PRC2). PLoS Genetics, 2020, 16,
e1008681.

1.5 22

20283 Diversification rate vs. diversification density: Decoupled consequences of plant height for
diversification of Alooideae in time and space. PLoS ONE, 2020, 15, e0233597. 1.1 10

20284 Large-Scale Hybridisation as an Extinction Threat to the Suweon Treefrog (Hylidae: Dryophytes) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (suweonensis). Animals, 2020, 10, 764.1.0 8

20285
Identification of Selective Novel Hits against Plasmodium falciparum Prolyl tRNA Synthetase Active
Site and a Predicted Allosteric Site Using In Silico Approaches. International Journal of Molecular
Sciences, 2020, 21, 3803.

1.8 9

20286 Cryptic diversity and species boundaries within the Paragalago zanzibaricus species complex.
Molecular Phylogenetics and Evolution, 2020, 150, 106887. 1.2 7

20287
Genome-enabled phylogenetic and functional reconstruction of an araphid pennate diatom
Plagiostriata sp. CCMP470, previously assigned as a radial centric diatom, and its bacterial commensal.
Scientific Reports, 2020, 10, 9449.

1.6 25

20288 Structural studies of geranylgeranylglyceryl phosphate synthase, a prenyltransferase found in
thermophilic Euryarchaeota. Acta Crystallographica Section D: Structural Biology, 2020, 76, 542-557. 1.1 2

20289
Cyclic lipopeptideâ€•producing <i>Pseudomonas koreensis</i> group strains dominate the cocoyam
rhizosphere of a <i>Pythium</i> root rot suppressive soil contrasting with <i>P</i>. <i>putida</i>
prominence in conducive soils. Environmental Microbiology, 2020, 22, 5137-5155.

1.8 15

20290 Genomic basis of environmental adaptation in the leathery sea squirt (<i>Styela clava</i>). Molecular
Ecology Resources, 2020, 20, 1414-1431. 2.2 21

20291
Meta-Analysis and Evaluation by Insect-Mediated Baiting Reveal Different Patterns of Hypocrealean
Entomopathogenic Fungi in the Soils From Two Regions of China. Frontiers in Microbiology, 2020, 11,
1133.

1.5 7

20292 How Many Tree Species of Birch Are in Alaska? Implications for Wetland Designations. Frontiers in
Plant Science, 2020, 11, 750. 1.7 0



1125

Citation Report

# Article IF Citations

20293
Isolation, characterization and expression analysis of stress responsive plant nuclear transcriptional
factor subunit (NF-YB2) from commercial Saccharum hybrid and wild relative Erianthus arundinaceus.
3 Biotech, 2020, 10, 304.

1.1 10

20294 Morphological and functional development of the spiral intestine in cloudy catshark
(<i>Scyliorhinus torazame</i>). Journal of Experimental Biology, 2020, 223, . 0.8 8

20295 Revisiting Metarhizium and the description of new species from Thailand. Studies in Mycology, 2020,
95, 171-251. 4.5 73

20296 Revealing the Venomous Secrets of the Spiderâ€™s Web. Journal of Proteome Research, 2020, 19,
3044-3059. 1.8 5

20297 Chromosomal toxin-antitoxin systems in Pseudomonas putida are rather selfish than beneficial.
Scientific Reports, 2020, 10, 9230. 1.6 20

20298
More Than One-to-Four via 2R: Evidence of an Independent Amphioxus Expansion and Two-Gene
Ancestral Vertebrate State for MyoD-Related Myogenic Regulatory Factors (MRFs). Molecular Biology
and Evolution, 2020, 37, 2966-2982.

3.5 15

20299 Nitrogen Fixation in Pozol, a Traditional Fermented Beverage. Applied and Environmental
Microbiology, 2020, 86, . 1.4 8

20300 Species diversity revealed in Sigmella Hebard, 1929 (Blattodea, ectobiidae) based on morphology and
four molecular species delimitation methods. PLoS ONE, 2020, 15, e0232821. 1.1 5

20301 The Location of the Pseudoautosomal Boundary in Silene latifolia. Genes, 2020, 11, 610. 1.0 8

20302 BmApontic is involved in neurodevelopment in the silkworm Bombyx mori. Journal of Integrative
Agriculture, 2020, 19, 1439-1446. 1.7 2

20303
Three highly acidic Equisetum XTHs differ from hetero-trans-Î²-glucanase in donor substrate specificity
and are predominantly xyloglucan homo-transglucosylases. Journal of Plant Physiology, 2020, 251,
153210.

1.6 12

20304 Plant catalases as NO and H2S targets. Redox Biology, 2020, 34, 101525. 3.9 125

20305 A new species of <i>Creptotrematina</i> (Trematoda: Allocreadiidae) from characid fishes of Brazil:
morphological and molecular data. Journal of Helminthology, 2020, 94, e163. 0.4 4

20306 Dual-Seq reveals genome and transcriptome of Caedibacter taeniospiralis, obligate endosymbiont of
Paramecium. Scientific Reports, 2020, 10, 9727. 1.6 8

20307 The planctomycete Stieleria maiorica Mal15T employs stieleriacines to alter the species composition in
marine biofilms. Communications Biology, 2020, 3, 303. 2.0 33

20308 Unexpected but unsurprising lineage diversity within the most widespread Neotropical crocodilian
genus<i>Caiman</i>(Crocodylia, Alligatoridae). Systematics and Biodiversity, 2020, 18, 377-395. 0.5 36

20309 Genomeâ€•wide adaptive evolution to underground stresses in subterranean mammals: Hypoxia adaption,
immunity promotion, and sensory specialization. Ecology and Evolution, 2020, 10, 7377-7388. 0.8 9

20310 Draft genomes of two outcrossing wild rice, Oryza rufipogon and O. longistaminata , reveal genomic
features associated with matingâ€•system evolution. Plant Direct, 2020, 4, e00232. 0.8 9



1126

Citation Report

# Article IF Citations

20311 Pattern recognition receptors in grass carp Ctenopharyngodon idella: II. Organization and expression
analysis of NOD-like receptors. Developmental and Comparative Immunology, 2020, 110, 103734. 1.0 17

20312
Culture-Independent Analysis of Linuron-Mineralizing Microbiota and Functions in on-Farm
Biopurification Systems via DNA-Stable Isotope Probing: Comparison with Enrichment Culture.
Environmental Science &amp; Technology, 2020, 54, 9387-9397.

4.6 19

20313 Genome-wide associations of human gut microbiome variation and implications for causal inference
analyses. Nature Microbiology, 2020, 5, 1079-1087. 5.9 144

20314 Diversifying selection detected in only a minority of xenobiotic-metabolizing <i>CYP1-3</i> genes
among primate species. Xenobiotica, 2020, 50, 1406-1412. 0.5 1

20315 Mitochondrial genome of the Smoothnose wedgefish Rhynchobatus laevis from the Western Indian
Ocean. Mitochondrial DNA Part B: Resources, 2020, 5, 2083-2084. 0.2 5

20316 CRISPRcasIdentifier: Machine learning for accurate identification and classification of CRISPR-Cas
systems. GigaScience, 2020, 9, . 3.3 31

20317 Expanding the Diversity of Bacterioplankton Isolates and Modeling Isolation Efficacy with Large-Scale
Dilution-to-Extinction Cultivation. Applied and Environmental Microbiology, 2020, 86, . 1.4 34

20318
Zooarchaeology, ancient mtDNA, and radiocarbon dating provide new evidence for the emergence of
domestic cattle and caprines in the Tao River Valley of Gansu Province, northwest China. Journal of
Archaeological Science: Reports, 2020, 31, 102262.

0.2 11

20319 TBtools: An Integrative Toolkit Developed for Interactive Analyses of Big Biological Data. Molecular
Plant, 2020, 13, 1194-1202. 3.9 7,081

20320
Genetic diversity and population structure of Camellia huana (Theaceae), a limestone species with
narrow geographic range, based on chloroplast DNA sequence and microsatellite markers. Plant
Diversity, 2020, 42, 343-350.

1.8 26

20321 Light-harvesting complex II is an antenna of photosystem I in dark-adapted plants. Nature Plants, 2020,
6, 860-868. 4.7 32

20322 An integrative DNA barcoding framework of ladybird beetles (Coleoptera: Coccinellidae). Scientific
Reports, 2020, 10, 10063. 1.6 19

20323
Tropical plants evolve faster than their temperate relatives: a case from the bamboos (Poaceae:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 267 Td (Bambusoideae) based on chloroplast genome data. Biotechnology and Biotechnological Equipment,

2020, 34, 482-493.
0.5 6

20324 The role of introgression and ecotypic parallelism in delineating intraspecific conservation units.
Molecular Ecology, 2020, 29, 2793-2809. 2.0 31

20325
Whole genome characterization of autochthonous Bos taurus brachyceros and introduced Bos
indicus indicus cattle breeds in Cameroon regarding their adaptive phenotypic traits and pathogen
resistance. BMC Genetics, 2020, 21, 64.

2.7 7

20326 Configuration of active site segments in lytic polysaccharide monooxygenases steers oxidative
xyloglucan degradation. Biotechnology for Biofuels, 2020, 13, 95. 6.2 22

20327 Phaeotremella camelliae sp. nov. (Phaeotremellaceae, Tremellales), A Novel Yeasts Isolated from
Tea-Oil Fruits in Jiangxi Province, China. Current Microbiology, 2020, 77, 3168-3173. 1.0 3

20328 Isolation of Clostridium from Yunnan-Tibet hot springs and description of Clostridium thermarum sp.
nov. with lignocellulosic ethanol production. Systematic and Applied Microbiology, 2020, 43, 126104. 1.2 23



1127

Citation Report

# Article IF Citations

20329 Cytochrome c nitrite reductase from the bacterium Geobacter lovleyi represents a new NrfA subclass.
Journal of Biological Chemistry, 2020, 295, 11455-11465. 1.6 20

20330 Protein Level and Infantile Diarrhea in a Postweaning Piglet Model. Mediators of Inflammation, 2020,
2020, 1-15. 1.4 13

20331 Adapting a Phage to Combat Phage Resistance. Antibiotics, 2020, 9, 291. 1.5 33

20332 Transcriptome sequencing analysis of the MSDIN gene family encoding cyclic peptides in lethal
Amanita fuligineoides. Toxicon, 2020, 183, 61-68. 0.8 3

20333 A new species of Phrynobatrachus (Amphibia: Anura: Phrynobatrachidae) from the Northern
Mountains of Tanzania. Journal of Natural History, 2020, 54, 63-85. 0.2 3

20334
Increased diversity and concordant shifts in community structure of coralâ€•associated
Symbiodiniaceae and bacteria subjected to chronic human disturbance. Molecular Ecology, 2020, 29,
2477-2491.

2.0 26

20335
A new species rises from beneath Florida: molecular phylogenetic analyses reveal cryptic diversity
among the metapopulation of Crangonyx hobbsi Shoemaker, 1941 (Amphipoda: Crangonyctidae).
Organisms Diversity and Evolution, 2020, 20, 387-404.

0.7 5

20336 Canine papillomavirus type 16 associated to squamous cell carcinoma in a dog: virological and
pathological findings. Brazilian Journal of Microbiology, 2020, 51, 2087-2094. 0.8 9

20337 A genoserotyping system for a fast and objective identification of Salmonella serotypes commonly
isolated from poultry and pork food sectors in Belgium. Food Microbiology, 2020, 91, 103534. 2.1 12

20338 Genome sequence and comparative analysis of reindeer (Rangifer tarandus) in northern Eurasia.
Scientific Reports, 2020, 10, 8980. 1.6 30

20339 Finding complexity in complexes: Assessing the causes of mitonuclear discordance in a problematic
species complex of Mesoamerican toads. Molecular Ecology, 2020, 29, 3543-3559. 2.0 29

20340
An Africa-wide genomic evolution of insecticide resistance in the malaria vector Anopheles funestus
involves selective sweeps, copy number variations, gene conversion and transposons. PLoS Genetics,
2020, 16, e1008822.

1.5 42

20341 Insight into the Lifestyle of Amoeba Willaertia magna during Bioreactor Growth Using
Transcriptomics and Proteomics. Microorganisms, 2020, 8, 771. 1.6 5

20342 Nanopore sequencing from extraction-free direct PCR of dried serum spots for portable hepatitis B
virus drug-resistance typing. Journal of Clinical Virology, 2020, 129, 104483. 1.6 9

20343 A five-gene molecular phylogeny reveals Parapanteles Ashmead (Hymenoptera: Braconidae) to be
polyphyletic as currently composed. Molecular Phylogenetics and Evolution, 2020, 150, 106859. 1.2 4

20344 Epidemiology and Phylogenetic Analysis of Viral Respiratory Infections in Vietnam. Frontiers in
Microbiology, 2020, 11, 833. 1.5 6

20345 Isolation and Complete Genome Sequence of a Novel Cyanophage S-B68. Current Microbiology, 2020,
77, 2385-2390. 1.0 3

20346 The full-length genome characterization and diversity of faba bean necrotic stunt virus in Iran.
European Journal of Plant Pathology, 2020, 157, 239-250. 0.8 3



1128

Citation Report

# Article IF Citations

20347 The first complete mitochondrial genome data of Hippocampus kuda originating from Malaysia. Data in
Brief, 2020, 31, 105721. 0.5 8

20348
The first mitochondrial genomes of endosymbiotic rhabdocoels illustrate evolutionary relaxation of
atp8 and genome plasticity in flatworms. International Journal of Biological Macromolecules, 2020,
162, 454-469.

3.6 16

20349 Metapochonia hahajimaensis (Clavicipitaceae, Hypocreales), a new species from soil in Hahajima Island,
Tokyo, Japan. Mycoscience, 2020, 61, 337-341. 0.3 0

20350 Protective Role of Bacterial Alkanesulfonate Monooxygenase under Oxidative Stress. Applied and
Environmental Microbiology, 2020, 86, . 1.4 16

20351 Rampant Nuclear Transfer and Substitutions of Plastid Genes in Passiflora. Genome Biology and
Evolution, 2020, 12, 1313-1329. 1.1 15

20352 Revision of Macroponema Mawson, 1978 (Nematoda: Strongylida) from macropodid marsupials with
the description of two new species. Parasites and Vectors, 2020, 13, 298. 1.0 1

20353 Nonomuraea terrae sp. nov., isolated from arid soil. Archives of Microbiology, 2020, 202, 2197-2205. 1.0 14

20354 Identification of a chitosanase from the marine metagenome and its molecular improvement based on
evolution data. Applied Microbiology and Biotechnology, 2020, 104, 6647-6657. 1.7 7

20355 Interest of bacterial pangenome analyses in clinical microbiology. Microbial Pathogenesis, 2020, 149,
104275. 1.3 12

20356 Animal biosynthesis of complex polyketides in a photosynthetic partnership. Nature Communications,
2020, 11, 2882. 5.8 38

20357 A neurotransmitter produced by gut bacteria modulates host sensory behaviour. Nature, 2020, 583,
415-420. 13.7 155

20358
CobT and BzaC catalyze the regiospecific activation and methylation of the 5-hydroxybenzimidazole
lower ligand in anaerobic cobamide biosynthesis. Journal of Biological Chemistry, 2020, 295,
10522-10534.

1.6 6

20359
A new section, <i>Lactifluus</i> section <i>Neotropicus</i> (Russulaceae), and two new
<i>Lactifluus</i> species from the Atlantic Forest, Brazil. Systematics and Biodiversity, 2020, 18,
347-361.

0.5 6

20360 Identification of key bacterial populations affecting early embryonic development in cattle uterus.
Animal Science Journal, 2020, 91, e13374. 0.6 0

20361 The Brittle Rachis Trait in Species Belonging to the Triticeae and Its Controlling Genes Btr1 and Btr2.
Frontiers in Plant Science, 2020, 11, 1000. 1.7 12

20362 Debunking Duosporium. Mycological Progress, 2020, 19, 715-723. 0.5 1

20363 Hybrid Gene Origination Creates Human-Virus Chimeric Proteins during Infection. Cell, 2020, 181,
1502-1517.e23. 13.5 33

20364 Genome Assembly and Pathway Analysis of Edible Mushroom Agrocybe cylindracea. Genomics,
Proteomics and Bioinformatics, 2020, 18, 341-351. 3.0 18



1129

Citation Report

# Article IF Citations

20365
The systematic position of the enigmatic rare South African endemic Carex acocksii: Its relevance on
the biogeography and evolution of Carex sect. Schoenoxiphium (Cyperaceae). South African Journal of
Botany, 2020, 131, 475-483.

1.2 6

20366 Four mycangium types and four genera of ambrosia fungi suggest a complex history of fungus farming
in the ambrosia beetle tribe Xyloterini. Mycologia, 2020, 112, 1104-1137. 0.8 19

20367 Biological identification of ascidians from Vizhinjam Bay, southwest Coast of India using CO1 gene
sequences. Mitochondrial DNA Part A: DNA Mapping, Sequencing, and Analysis, 2020, 31, 209-217. 0.7 0

20368 Unprecedented Diversity of Unique CRISPR-Cas-Related Systems and Cas1 Homologs in Asgard Archaea.
CRISPR Journal, 2020, 3, 156-163. 1.4 17

20369 Biochemical pedomorphosis and genetic assimilation in the hypoxia adaptation of Tibetan antelope.
Science Advances, 2020, 6, eabb5447. 4.7 25

20370 Risk1, a Phosphatidylinositol 3-Kinase Effector, Promotes Rickettsia typhi Intracellular Survival. MBio,
2020, 11, . 1.8 28

20371 Detection of DNA of filariae closely related to Mansonella perstans in faecal samples from wild
non-human primates from Cameroon and Gabon. Parasites and Vectors, 2020, 13, 313. 1.0 11

20372 Genomic and transcriptomic insights into methanogenesis potential of novel methanogens from
mangrove sediments. Microbiome, 2020, 8, 94. 4.9 51

20373 Potassium Channel-Associated Bioelectricity of the Dermomyotome Determines Fin Patterning in
Zebrafish. Genetics, 2020, 215, 1067-1084. 1.2 22

20374 Identification of putative lignin biosynthesis genes in Betula pendula. Trees - Structure and Function,
2020, 34, 1255-1265. 0.9 5

20375 New insight into the molecular phylogeny of the genus Liparis s.l. (Orchidaceae: Malaxideae) with a
new generic segregate: Blepharoglossum. Plant Systematics and Evolution, 2020, 306, 1. 0.3 12

20376 MicroTom Metabolic Network: Rewiring Tomato Metabolic Regulatory Network throughout the
Growth Cycle. Molecular Plant, 2020, 13, 1203-1218. 3.9 107

20377
The<i>Macroptilium gracile</i>species complex (Fabaceae, Papilionoideae): an integrative taxonomic
study based on morphological, molecular and ecological data. Botanical Journal of the Linnean
Society, 2020, 194, 118-139.

0.8 2

20378 Micro-Evolution Analysis Reveals Diverged Patterns of Polyol Transporters in Seven Gramineae Crops.
Frontiers in Genetics, 2020, 11, 565. 1.1 13

20379 Amplicon-Based High-Throughput Sequencing Method Capable of Species-Level Identification of
Coagulase-Negative Staphylococci in Diverse Communities. Microorganisms, 2020, 8, 897. 1.6 10

20380 An iron (II) dependent oxygenase performs the last missing step of plant lysine catabolism. Nature
Communications, 2020, 11, 2931. 5.8 11

20381 An endophyte of Macrochloa tenacissima (esparto or needle grass) from Tunisia is a novel species in
the Fusarium redolens species complex. Mycologia, 2020, 112, 792-807. 0.8 7

20382 Detection of heterogeneous vancomycin intermediate resistance in MRSA isolates from Latin America.
Journal of Antimicrobial Chemotherapy, 2020, 75, 2424-2431. 1.3 8



1130

Citation Report

# Article IF Citations

20383 Comparative epidemiology, phylogenetics, and transmission patterns of severe influenza A/H3N2 in
Australia from 2003 to 2017. Influenza and Other Respiratory Viruses, 2020, 14, 700-709. 1.5 3

20384 Initiator and executioner caspases in salivary gland apoptosis of Rhipicephalus haemaphysaloides.
Parasites and Vectors, 2020, 13, 288. 1.0 27

20385 GAA gene mutation detection following clinical evaluation and enzyme activity analysis in Azeri
Turkish patients with Pompe disease. Metabolic Brain Disease, 2020, 35, 1127-1134. 1.4 2

20386 Molecular analysis of several in-house rRT-PCR protocols for SARS-CoV-2 detection in the context of
genetic variability of the virus in Colombia. Infection, Genetics and Evolution, 2020, 84, 104390. 1.0 39

20387 Phylogenetic position of Aculamprotula polysticta, comb. res. (Bivalvia : Unionidae) inferred from
phylogenetic relationships in Unionida. Invertebrate Systematics, 2020, 34, 192. 0.5 3

20388 How â€˜Gondwananâ€™ is Riethia? Molecular phylogenetics elucidates the mode and tempo of
diversification in Austro-Pacific Chironominae (Diptera). Invertebrate Systematics, 2020, , . 0.5 1

20389 Molecular phylogeny and ultrastructure of two novel parasitic dinoflagellates, <i>Haplozoon
gracile sp. nov</i>. and <i>â€‹H. pugnus sp. nov.</i>. Phycologia, 2020, 59, 305-319. 0.6 3

20390 Detecting destabilizing species in the phylogenetic backbone of Potentilla (Rosaceae) using low-copy
nuclear markers. AoB PLANTS, 2020, 12, plaa017. 1.2 14

20391 The origin and underlying driving forces of the SARS-CoV-2 outbreak. Journal of Biomedical Science,
2020, 27, 73. 2.6 82

20392 Diverse Bacteriocins Produced by Strains From the Human Milk Microbiota. Frontiers in Microbiology,
2020, 11, 788. 1.5 23

20393 A New IL6 Isoform in Chinese Soft-Shelled Turtle (Pelodiscus sinesis) Discovered: Its Regulation
during Cold Stress and Infection. Biology, 2020, 9, 111. 1.3 4

20394 Detection of Wolbachia Infections in Natural and Laboratory Populations of the Moroccan Hessian
Fly, Mayetiola destructor (Say). Insects, 2020, 11, 340. 1.0 4

20395 Evolutionary history of the Persian squirrel (Sciurus anomalus): It emerged on the Eurasian
continent in the Miocene. Zoologischer Anzeiger, 2020, 287, 17-24. 0.4 6

20396 Tropical principal component analysis on the space of phylogenetic trees. Bioinformatics, 2020, 36,
4590-4598. 1.8 12

20397 Genetic and functional diversification of chemosensory pathway receptors in mosquito-borne filarial
nematodes. PLoS Biology, 2020, 18, e3000723. 2.6 33

20398 Chromosome Level Genome Assembly of Andrographis paniculata. Frontiers in Genetics, 2020, 11, 701. 1.1 14

20399 Tracing the Origins of the Pituitary Adenylate-Cyclase Activating Polypeptide (PACAP). Frontiers in
Neuroscience, 2020, 14, 366. 1.4 15

20400 Genome Sequence and Phylogeny of a <i>Bean Yellow Mosaic Virus</i> Isolate Obtained from a
14-Year-Old Australian Lentil Sample. Microbiology Resource Announcements, 2020, 9, . 0.3 2



1131

Citation Report

# Article IF Citations

20401 Combining Whole-Genome Sequencing and Multimodel Phenotyping To Identify Genetic Predictors of
<i>Salmonella</i> Virulence. MSphere, 2020, 5, . 1.3 9

20402 Molecular Determinants Elucidate the Selectivity in Abscisic Acid Receptor and HAB1 Protein
Interactions. Frontiers in Chemistry, 2020, 8, 425. 1.8 11

20403 Detection of Alpha, Beta, Gamma, and Unclassified Human Papillomaviruses in Cervical Cancer Samples
From Mexican Women. Frontiers in Cellular and Infection Microbiology, 2020, 10, 234. 1.8 15

20404 Characterization of Two Satellite DNA Families in the Genome of the Oomycete Plant Pathogen
Phytophthora parasitica. Frontiers in Genetics, 2020, 11, 557. 1.1 6

20405 Phenotypic and Genetic Characterization of the Cheese Ripening Yeast Geotrichum candidum.
Frontiers in Microbiology, 2020, 11, 737. 1.5 21

20406 Honey Bee Suppresses the Parasitic Mite Vitellogenin by Antimicrobial Peptide. Frontiers in
Microbiology, 2020, 11, 1037. 1.5 12

20407 Lost and Found: Coffea stenophylla and C. affinis, the Forgotten Coffee Crop Species of West Africa.
Frontiers in Plant Science, 2020, 11, 616. 1.7 15

20408 Rumen Microbiota Distribution Analyzed by High-Throughput Sequencing After Oral Doxycycline
Administration in Beef Cattle. Frontiers in Veterinary Science, 2020, 7, 251. 0.9 7

20409 Coccidioides posadasii in a Dog With Cervical Dissemination Complicated by Esophageal Fistula.
Frontiers in Veterinary Science, 2020, 7, 285. 0.9 2

20410
A New Thioalkalivibrio sp. Strain Isolated from Petroleum-Contaminated Brackish Estuary Sediments: A
New Candidate for Bio-Based Application for Sulfide Oxidation in Halo-Alkaline Conditions. Water
(Switzerland), 2020, 12, 1385.

1.2 1

20411 Alpha and beta diversity patterns of polychaete assemblages across the nodule province of the eastern
Clarion-Clipperton Fracture Zone (equatorial Pacific). Biogeosciences, 2020, 17, 865-886. 1.3 38

20412 Genetic characteristics of the Iranian honey bee, Apis mellifera meda, based on mitochondrial genes of
ND4, ND4L and ND6 and their internal transcribed spacers. Insectes Sociaux, 2020, 67, 439-448. 0.7 4

20413 Plastome sequences of the subgenus Passiflora reveal highly divergent genes and specific
evolutionary features. Plant Molecular Biology, 2020, 104, 21-37. 2.0 13

20414 Latitudinal distribution of polyplacophorans along the South-eastern Pacific coast: unravelling
biases in geographical diversity patterns. Marine Biodiversity, 2020, 50, 1. 0.3 6

20415
A multiplex qPCR TaqMan-assay to detect fungal antagonism between Trichoderma atroviride
(Hypocreaceae) and Botrytis cinerea (Sclerotiniaceae) in blackberry fruits using a de novo tef1-Î±- and an
IGS-sequence based probes. Biotechnology Reports (Amsterdam, Netherlands), 2020, 27, e00447.

2.1 2

20416 A SARS-CoV-2 Infection Model in Mice Demonstrates Protection by Neutralizing Antibodies. Cell, 2020,
182, 744-753.e4. 13.5 486

20417 Patient genetics is linked to chronic wound microbiome composition and healing. PLoS Pathogens,
2020, 16, e1008511. 2.1 28

20418
A combination of inhibiting microglia activity and remodeling gut microenvironment suppresses the
development and progression of experimental autoimmune uveitis. Biochemical Pharmacology, 2020,
180, 114108.

2.0 20



1132

Citation Report

# Article IF Citations

20419 Molecular data supports monophyly of Triatoma dispar complex within genus Triatoma. Infection,
Genetics and Evolution, 2020, 85, 104429. 1.0 2

20420 Allosteric Influence of Extremophile Hairpin Motif Mutations on the Protein Splicing Activity of a
Hyperthermophilic Intein. Biochemistry, 2020, 59, 2459-2467. 1.2 1

20421 Jellyfish genomes reveal distinct homeobox gene clusters and conservation of small RNA processing.
Nature Communications, 2020, 11, 3051. 5.8 47

20422 Macroevolution and shifts in the feeding biology of the New World scarab beetle tribe Phanaeini
(Coleoptera: Scarabaeidae: Scarabaeinae). Biological Journal of the Linnean Society, 2020, 130, 661-682. 0.7 12

20423 Nudivirus Remnants in the Genomes of Arthropods. Genome Biology and Evolution, 2020, 12, 578-588. 1.1 20

20424 Antigenic Characterization of New Lineage II Insect-Specific Flaviviruses in Australian Mosquitoes and
Identification of Host Restriction Factors. MSphere, 2020, 5, . 1.3 31

20425 Implementing sequence-based antigenic distance calculation into immunological shape space model.
BMC Bioinformatics, 2020, 21, 256. 1.2 2

20426 A chromosome-level assembly of the cat flea genome uncovers rampant gene duplication and genome
size plasticity. BMC Biology, 2020, 18, 70. 1.7 29

20427 Metallomics reveals a persisting impact of cadmium on the evolution of metal-selective snail
metallothioneins. Metallomics, 2020, 12, 702-720. 1.0 15

20428 A Real-Time PCR Assay for Rapid Identification of Tuta absoluta (Lepidoptera: Gelechiidae). Journal of
Economic Entomology, 2020, 113, 1479-1485. 0.8 8

20429 A Tetratricopeptide Repeat Protein Regulates Carotenoid Biosynthesis and Chromoplast Development
in Monkeyflowers (<i>Mimulus</i>). Plant Cell, 2020, 32, 1536-1555. 3.1 39

20430 Genome-wide identification and expression analysis of WRKY transcription factors in pearl millet
(Pennisetum glaucum) under dehydration and salinity stress. BMC Genomics, 2020, 21, 231. 1.2 56

20431

Genetic variation in Austrostrongylus thylogale Johnston & Mawson, 1940 (Nematoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 272 Td (Trichostrongylida) from the tammar wallaby, Notamacropus eugenii (Gray), and the quokka, Setonix

brachyurus (Quoy & Gaimard) (Marsupialia: Macropodidae) in Australia. Parasites and Vectors, 2020, 13,
135.

1.0 0

20432 In Vitro Selection of New DNA Aptamers for Human Vascular Endothelial Growth Factor 165.
ChemBioChem, 2020, 21, 2029-2036. 1.3 4

20433 Yeast communities of secondary peat swamp forests in Thailand and their antagonistic activities
against fungal pathogens cause of plant and postharvest fruit diseases. PLoS ONE, 2020, 15, e0230269. 1.1 10

20434 Annelid Coelomic Fluid Proteins. Sub-Cellular Biochemistry, 2020, 94, 1-34. 1.0 2

20435 Yeasts Influence Host Selection and Larval Fitness in Two Frugivorous Carpophilus Beetle Species.
Journal of Chemical Ecology, 2020, 46, 675-687. 0.9 10

20436 A bioactive polypeptide from sugarcane selectively inhibits intestinal sucrase. International Journal of
Biological Macromolecules, 2020, 156, 938-948. 3.6 4



1133

Citation Report

# Article IF Citations

20437 Modeling of a 14 kDa RUVBL2-Binding Domain with Medium Resolution Cryo-EM Density. Journal of
Chemical Information and Modeling, 2020, 60, 2541-2551. 2.5 3

20438 Genome reconstruction reveals distinct assemblages of Gallionellaceae in surface and subsurface
redox transition zones. FEMS Microbiology Ecology, 2020, 96, . 1.3 26

20439 Out of Tibet: Genomic Perspectives on the Evolutionary History of Extant Pikas. Molecular Biology
and Evolution, 2020, 37, 1577-1592. 3.5 39

20440
Platelets from HIV-infected individuals on antiretroviral drug therapy with poor CD4 <sup>+</sup> T
cell recovery can harbor replication-competent HIV despite viral suppression. Science Translational
Medicine, 2020, 12, .

5.8 46

20441 Brown marmorated stink bug, Halyomorpha halys (StÃ¥l), genome: putative underpinnings of polyphagy,
insecticide resistance potential and biology of a top worldwide pest. BMC Genomics, 2020, 21, 227. 1.2 60

20442
Comparative transcriptomic analysis of deep- and shallow-water barnacle species (Cirripedia,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 547 Td (Poecilasmatidae) provides insights into deep-sea adaptation of sessile crustaceans. BMC Genomics,

2020, 21, 240.
1.2 18

20443 Benchmarking of computational error-correction methods for next-generation sequencing data.
Genome Biology, 2020, 21, 71. 3.8 26

20444 Gene family information facilitates variant interpretation and identification of disease-associated
genes in neurodevelopmental disorders. Genome Medicine, 2020, 12, 28. 3.6 42

20445 Whole genome phylogeny of Gallus: introgression and data-type effects. Avian Research, 2020, 11, . 0.5 17

20446 The Absence of Calponin 2 in Rabbits Suggests Caution in Choosing Animal Models. Frontiers in
Bioengineering and Biotechnology, 2020, 8, 42. 2.0 4

20447 Individual Plant-Soil Feedback Effects Influence Tree Growth and Rhizosphere Fungal Communities in a
Temperate Forest Restoration Experiment. Frontiers in Ecology and Evolution, 2020, 7, . 1.1 12

20448 Isolation of a Novel Jumbo Bacteriophage Effective Against Klebsiella aerogenes. Frontiers in Medicine,
2020, 7, 67. 1.2 20

20449 Computational Investigation of Voltage-Gated Sodium Channel Î²3 Subunit Dynamics. Frontiers in
Molecular Biosciences, 2020, 7, 40. 1.6 4

20450 Monitoring of Nesting Songbirds Detects Established Population of Blacklegged Ticks and Associated
Lyme Disease Endemic Area in Canada. Healthcare (Switzerland), 2020, 8, 59. 1.0 5

20451 Actin Depolymerizing Factor Modulates Rhizobial Infection and Nodule Organogenesis in Common
Bean. International Journal of Molecular Sciences, 2020, 21, 1970. 1.8 13

20452 Evolutionary Trends in the Mitochondrial Genome of Archaeplastida: How Does the GC Bias Affect the
Transition from Water to Land?. Plants, 2020, 9, 358. 1.6 1

20453 Characterisation of the ERF102 to ERF105 genes of Arabidopsis thaliana and their role in the response
to cold stress. Plant Molecular Biology, 2020, 103, 303-320. 2.0 41

20454 Expression and Localization ofKcne2in the Vertebrate Retina. , 2020, 61, 33. 1



1134

Citation Report

# Article IF Citations

20455 Complex patterns of reticulate evolution in opportunistic weeds (Potentilla L., Rosaceae), as revealed
by low-copy nuclear markers. BMC Evolutionary Biology, 2020, 20, 38. 3.2 9

20456 Multiplex PCRs for the specific identification of marsupial and deer species from faecal samples as a
basis for non-invasive epidemiological studies of parasites. Parasites and Vectors, 2020, 13, 144. 1.0 3

20457 Description of Virulent Factors and Horizontal Gene Transfers of Keratitis-Associated Amoeba
Acanthamoeba Triangularis by Genome Analysis. Pathogens, 2020, 9, 217. 1.2 14

20458 Design of an Epitope-Based Vaccine Ensemble for Animal Trypanosomiasis by Computational Methods.
Vaccines, 2020, 8, 130. 2.1 14

20459 Molecular identification of the Trypanosoma (Herpetosoma) lewisi clade in black rats (Rattus rattus)
from Australia. Parasitology Research, 2020, 119, 1691-1696. 0.6 11

20460 Probable Pangolin Origin of SARS-CoV-2 Associated with the COVID-19 Outbreak. Current Biology,
2020, 30, 1346-1351.e2. 1.8 1,070

20461
Morphology and Molecular Phylogeny of a New Marine, Sandâ€•dwelling Dinoflagellate Genus,
<i>Pachena</i> (Dinophyceae), with Descriptions of Three New Species. Journal of Phycology, 2020, 56,
798-817.

1.0 8

20462 Streptococcus halichoeri: Comparative Genomics of an Emerging Pathogen. International Journal of
Genomics, 2020, 2020, 1-9. 0.8 7

20463
Great Abundance of Satellite DNA in &lt;b&gt;&lt;i&gt;Proceratophrys&lt;/i&gt;&lt;/b&gt; (Anura,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (Odontophrynidae) Revealed by Genome Sequencing. Cytogenetic and Genome Research, 2020, 160,

141-147.
0.6 16

20464 Estimating relative biomasses of organisms in microbiota using â€œphylopeptidomicsâ€•. Microbiome, 2020,
8, 30. 4.9 34

20465 Genome-wide identification and molecular evolution analysis of BPA genes in green plants.
Phytopathology Research, 2020, 2, . 0.9 4

20466 Evaluation of High-Pressure Processing in Inactivation of the Hepatitis E Virus. Frontiers in
Microbiology, 2020, 11, 461. 1.5 7

20467
Genome-Wide Identification and Characterization of Actin-Depolymerizing Factor (ADF) Family Genes
and Expression Analysis of Responses to Various Stresses in Zea Mays L.. International Journal of
Molecular Sciences, 2020, 21, 1751.

1.8 22

20468
Isaria macroscyticola, a rare entomopathogenic species on Cydnidae (Hemiptera), is a synnematous
form and synonym of Purpureocillium lilacinum (Ophiocordycipitaceae). Mycoscience, 2020, 61,
160-164.

0.3 3

20469 Functional exploration of the GH29 fucosidase family. Glycobiology, 2020, 30, 735-745. 1.3 22

20470 Just the once will not hurt: DNA suggests species lumping over two oceans in deep-sea snails
(Cryptogemma). Zoological Journal of the Linnean Society, 2020, 190, 532-557. 1.0 10

20471 New Perspectives Related to the Bioluminescent System in Dinoflagellates: Pyrocystis lunula, a Case
Study. International Journal of Molecular Sciences, 2020, 21, 1784. 1.8 7

20472 Determinants of Eurasian otter (Lutra lutra) diet in a seasonally changing reservoir. Hydrobiologia,
2020, 847, 1803-1816. 1.0 10



1135

Citation Report

# Article IF Citations

20473 Bacterial vitamin B12 production enhances nematode predatory behavior. ISME Journal, 2020, 14,
1494-1507. 4.4 34

20474 Comparative genomics analysis of c-di-GMP metabolism and regulation in Microcystis aeruginosa. BMC
Genomics, 2020, 21, 217. 1.2 4

20475 Genetic diversity and evolutionary analysis of human respirovirus type 3 strains isolated in Kenya
using complete hemagglutinin-neuraminidase (HN) gene. PLoS ONE, 2020, 15, e0229355. 1.1 4

20476 Component-Based Design and Assembly of Heuristic Multiple Sequence Alignment Algorithms.
Frontiers in Genetics, 2020, 11, 105. 1.1 3

20477 Diffusible and volatile organic compounds produced by avocado rhizobacteria exhibit antifungal
effects against Fusarium kuroshium. Brazilian Journal of Microbiology, 2020, 51, 861-873. 0.8 25

20478
Insights into origins and function of the unexplored majority of the reductive dehalogenase gene
family as a result of genome assembly and ortholog group classification. Environmental Sciences:
Processes and Impacts, 2020, 22, 663-678.

1.7 31

20479 Auxosporulation in <i>Biddulphia tridens</i> (Ehrenberg) Ehrenberg (Mediophyceae, Bacillariophyta).
European Journal of Phycology, 2020, 55, 296-309. 0.9 6

20480 Fidelity of DNA polymerases in the detection of intraindividual variation of mitochondrial DNA.
Mitochondrial DNA Part B: Resources, 2020, 5, 108-112. 0.2 7

20481
Comparative Analysis of Complete Mitochondrial Genomes of Three Gerres Fishes (Perciformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (Gerreidae) and Primary Exploration of Their Evolution History. International Journal of Molecular

Sciences, 2020, 21, 1874.
1.8 14

20482 Functional analysis of the methyltransferase SMYD in the single-cell model organism Tetrahymena
thermophila. Marine Life Science and Technology, 2020, 2, 109-122. 1.8 22

20483 Lipid analysis of CO2-rich subsurface aquifers suggests an autotrophy-based deep biosphere with
lysolipids enriched in CPR bacteria. ISME Journal, 2020, 14, 1547-1560. 4.4 29

20484
Evolutionary Analysis of the Zinc Finger and Homeoboxes Family of Proteins Identifies Multiple
Conserved Domains and a Common Early Chordate Ancestor. Genome Biology and Evolution, 2020, 12,
174-184.

1.1 3

20485 Genome Analysis of Melon Necrotic Spot Virus Incursions and Seed Interceptions in Australia. Plant
Disease, 2020, 104, 1969-1978. 0.7 3

20486 Novel Insights into the Classification of Staphylococcal Î²-Lactamases in Relation to the Cefazolin
Inoculum Effect. Antimicrobial Agents and Chemotherapy, 2020, 64, . 1.4 13

20487 Identification of salt tolerance-related genes of Lactobacillus plantarum D31 and T9 strains by
genomic analysis. Annals of Microbiology, 2020, 70, . 1.1 17

20488
Extensive survey of the ycf4 plastid gene throughout the IRLC legumes: Robust evidence of its locus
and lineage specific accelerated rate of evolution, pseudogenization and gene loss in the tribe Fabeae.
PLoS ONE, 2020, 15, e0229846.

1.1 10

20489 Plasma virome of 781 Brazilians with unexplained symptoms of arbovirus infection include a novel
parvovirus and densovirus. PLoS ONE, 2020, 15, e0229993. 1.1 19

20490 Effects of Different Fertilizers on Rhizosphere Bacterial Communities of Winter Wheat in the North
China Plain. Agronomy, 2020, 10, 93. 1.3 24



1136

Citation Report

# Article IF Citations

20491 Lysine Acetylation Reshapes the Downstream Signaling Landscape of Vav1 in Lymphocytes. Cells, 2020, 9,
609. 1.8 6

20492 Yeast Associated with Rice Phylloplane and Their Contribution to Control of Rice Sheath Blight
Disease. Microorganisms, 2020, 8, 362. 1.6 18

20493 Evidence for a novel overlapping coding sequence in POLG initiated at a CUG start codon. BMC
Genetics, 2020, 21, 25. 2.7 30

20494 dsRNA-seq Reveals Novel RNA Virus and Virus-Like Putative Complete Genome Sequences from
&lt;i&gt;Hymeniacidon sp.&lt;/i&gt; Sponge. Microbes and Environments, 2020, 35, n/a. 0.7 21

20495 Origin and evolution of the Rax homeobox gene by comprehensive evolutionary analysis. FEBS Open
Bio, 2020, 10, 657-673. 1.0 8

20496 Microbiome analysis of the saliva and midgut from partially or fully engorged female adult
Dermacentor silvarum ticks in China. Experimental and Applied Acarology, 2020, 80, 543-558. 0.7 13

20497 Resistance of South American opossums to vWF-binding venom C-type lectins. Toxicon, 2020, 178, 92-99. 0.8 8

20498 The CRISPR-Cas systems were selectively inactivated during evolution of <i>Bacillus cereus</i> group
for adaptation to diverse environments. ISME Journal, 2020, 14, 1479-1493. 4.4 32

20499 Histone variant H3.3 residue S31 is essential for Xenopus gastrulation regardless of the deposition
pathway. Nature Communications, 2020, 11, 1256. 5.8 38

20500 Comparative Genomic Analysis of a Multidrug-Resistant Campylobacter jejuni Strain YH002 Isolated
from Retail Beef Liver. Foodborne Pathogens and Disease, 2020, 17, 576-584. 0.8 14

20501 Melanopsidae (Caenogastropoda: Cerithioidea) from the eastern Mediterranean: another case of
morphostatic speciation. Zoological Journal of the Linnean Society, 2020, 190, 483-507. 1.0 7

20502 Live bird markets as evolutionary epicentres of H9N2 low pathogenicity avian influenza viruses in
Korea. Emerging Microbes and Infections, 2020, 9, 616-627. 3.0 20

20503
A wellâ€•resolved transcriptomic phylogeny of the mite harvestman family Pettalidae (Arachnida,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 267 Td (Opiliones, Cyphophthalmi) reveals signatures of Gondwanan vicariance. Journal of Biogeography,

2020, 47, 1345-1361.
1.4 20

20504 High incidence of heteroplasmy in the mtDNA of a natural population of the spider crab Maja
brachydactyla. PLoS ONE, 2020, 15, e0230243. 1.1 15

20505 The Hybrid Genome of a New Goldfish-Like Fish Lineage Provides Insights Into the Origin of the
Goldfish. Frontiers in Genetics, 2020, 11, 122. 1.1 4

20506 Manipulating Gibberellin Control Over Growth and Fertility as a Possible Target for Managing Wild
Radish Weed Populations in Cropping Systems. Frontiers in Plant Science, 2020, 11, 190. 1.7 6

20507 First draft genome for the sand-hopper Trinorchestia longiramus. Scientific Data, 2020, 7, 85. 2.4 8

20508 Elaboration of the Corticosteroid Synthesis Pathway in Primates through a Multistep Enzyme.
Molecular Biology and Evolution, 2020, 37, 2257-2267. 3.5 6



1137

Citation Report

# Article IF Citations

20509 Fungal secretome profile categorization of CAZymes by function and family corresponds to fungal
phylogeny and taxonomy: Example Aspergillus and Penicillium. Scientific Reports, 2020, 10, 5158. 1.6 35

20510 Chromosomeâ€•level analysis of the <i>Crassostrea hongkongensis</i> genome reveals extensive
duplication of immuneâ€•related genes in bivalves. Molecular Ecology Resources, 2020, 20, 980-994. 2.2 45

20511 Cultivating the Macroalgal Holobiont: Effects of Integrated Multi-Trophic Aquaculture on the
Microbiome of Ulva rigida (Chlorophyta). Frontiers in Marine Science, 2020, 7, . 1.2 61

20512
Animal Disease Surveillance in the 21st Century: Applications and Robustness of Phylodynamic
Methods in Recent U.S. Human-Like H3 Swine Influenza Outbreaks. Frontiers in Veterinary Science,
2020, 7, 176.

0.9 1

20513 Novel phosphate-solubilizing bacteria enhance soil phosphorus cycling following ecological
restoration of land degraded by mining. ISME Journal, 2020, 14, 1600-1613. 4.4 194

20514 Phylogeography of Acartia tonsa Dana, 1849 (Calanoida: Copepoda) and phylogenetic reconstruction
of the genus Acartia Dana, 1846. Marine Biodiversity, 2020, 50, 1. 0.3 12

20515 Characterization of tick viromes collected from dogs in China. Biosafety and Health, 2020, 2, 79-88. 1.2 7

20516
Plasmodium vivax Cell Traversal Protein for Ookinetes and Sporozoites (CelTOS) Functionally
Restricted Regions Are Involved in Specific Host-Pathogen Interactions. Frontiers in Cellular and
Infection Microbiology, 2020, 10, 119.

1.8 6

20517
Protein Structure and Sequence Reanalysis of 2019-nCoV Genome Refutes Snakes as Its Intermediate
Host and the Unique Similarity between Its Spike Protein Insertions and HIV-1. Journal of Proteome
Research, 2020, 19, 1351-1360.

1.8 242

20518 Observations on the relationships of some Sundaic passerine taxa (Aves: Passeriformes) previously
unavailable for molecular phylogenetic study. Journal of Ornithology, 2020, 161, 651-664. 0.5 6

20519
Simulation of the Clinical and Pathological Manifestations of Coronavirus Disease 2019 (COVID-19) in
a Golden Syrian Hamster Model: Implications for Disease Pathogenesis and Transmissibility. Clinical
Infectious Diseases, 2020, 71, 2428-2446.

2.9 839

20520
Gene Genealogies Reveal High Nucleotide Diversity and Admixture Haplotypes Within
Three<i>Alternaria</i>Species Associated with Tomato and Potato. Phytopathology, 2020, 110,
1449-1464.

1.1 14

20521 Assessment and comparison of putative amine receptor complement/diversity in the brain and eyestalk
ganglia of the lobster, Homarus americanus. Invertebrate Neuroscience, 2020, 20, 7. 1.8 2

20522
Effects of dietary raw or Enterococcus faecium fermented soybean meal on growth, antioxidant
status, intestinal microbiota, morphology, and inflammatory responses in turbot (Scophthalmus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 217 Td (maximus L.). Fish and Shellfish Immunology, 2020, 100, 261-271.1.6 55

20523 Consensus Mutagenesis and Ancestral Reconstruction Provide Insight into the Substrate Specificity
and Evolution of the Front-End Î”6-Desaturase Family. Biochemistry, 2020, 59, 1398-1409. 1.2 12

20524 The genome of jojoba ( <i>Simmondsia chinensis</i> ): A taxonomically isolated species that directs
wax ester accumulation in its seeds. Science Advances, 2020, 6, eaay3240. 4.7 53

20525 Time-Course RNAseq Reveals Exserohilum turcicum Effectors and Pathogenicity Determinants.
Frontiers in Microbiology, 2020, 11, 360. 1.5 23

20526 NLGenomeSweeper: A Tool for Genome-Wide NBS-LRR Resistance Gene Identification. Genes, 2020, 11, 333. 1.0 26



1138

Citation Report

# Article IF Citations

20527 Eight Million Years of Satellite DNA Evolution in Grasshoppers of the Genus Schistocerca Illuminate
the Ins and Outs of the Library Hypothesis. Genome Biology and Evolution, 2020, 12, 88-102. 1.1 30

20528 Hybridization and hybrid zone stability between two lizards explained by population genetics and
niche quantification. Zoological Journal of the Linnean Society, 2020, 190, 757-769. 1.0 1

20529 The <i>Phytophthora infestans</i> AVR2 Effector Escapes R2 Recognition Through Effector
Disordering. Molecular Plant-Microbe Interactions, 2020, 33, 921-931. 1.4 23

20530 Gene duplications, divergence and recombination shape adaptive evolution of the fish ectoparasite
Gyrodactylus bullatarudis. Molecular Ecology, 2020, 29, 1494-1507. 2.0 11

20531 Gut microbiota in neonates with congenital gastrointestinal surgical conditions: a prospective study.
Pediatric Research, 2020, 88, 878-886. 1.1 11

20532
Phylogenetic relationships of Asian freshwater Mytiloidea (Bivalvia): a morphological and genetic
comparison of Sinomytilus harmandi, Limnoperna fortunei and Septifer bilocularis. Molluscan
Research, 2020, 40, 120-129.

0.2 5

20533 Dispersal Predicts Hybrid Zone Widths across Animal Diversity: Implications for Species Borders
under Incomplete Reproductive Isolation. American Naturalist, 2020, 196, 9-28. 1.0 26

20534 Genetic Diversity of Nine Non-Recombinant Potato virus Y Isolates From Three Biological Strain
Groups: Historical and Geographical Insights. Plant Disease, 2020, 104, 2317-2323. 0.7 17

20535 Systematics and Phylogenetic Relationships of New Zealand Benthic Octopuses (Cephalopoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Octopodoidea). Frontiers in Marine Science, 2020, 7, .1.2 4

20536 Genomic and transcriptomic evidence of light-sensing, porphyrin biosynthesis, Calvin-Benson-Bassham
cycle, and urea production in Bathyarchaeota. Microbiome, 2020, 8, 43. 4.9 31

20537 The Litsea genome and the evolution of the laurel family. Nature Communications, 2020, 11, 1675. 5.8 80

20538 Full-length sequencing of circular DNA viruses and extrachromosomal circular DNA using CIDER-Seq.
Nature Protocols, 2020, 15, 1673-1689. 5.5 48

20539 Bacterial flagellar motor PL-ring disassembly subcomplexes are widespread and ancient. Proceedings
of the National Academy of Sciences of the United States of America, 2020, 117, 8941-8947. 3.3 23

20540
Water lily ( <i>Nymphaea thermarum</i> ) genome reveals variable genomic signatures of ancient
vascular cambium losses. Proceedings of the National Academy of Sciences of the United States of
America, 2020, 117, 8649-8656.

3.3 33

20541 The circadian clock and darkness control natural competence in cyanobacteria. Nature
Communications, 2020, 11, 1688. 5.8 72

20542
Exceptional diversity of opsin expression patterns in <i>Neogonodactylus oerstedii</i> (Stomatopoda)
retinas. Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
8948-8957.

3.3 22

20543 Deep-sea corals provide new insight into the ecology, evolution, and the role of plastids in
widespread apicomplexan symbionts of anthozoans. Microbiome, 2020, 8, 34. 4.9 23

20544 Mapping-by-Sequencing via MutMap Identifies a Mutation in ZmCLE7 Underlying Fasciation in a Newly
Developed EMS Mutant Population in an Elite Tropical Maize Inbred. Genes, 2020, 11, 281. 1.0 21



1139

Citation Report

# Article IF Citations

20545
Paraburkholderia atlantica sp. nov. and Paraburkholderia franconis sp. nov., two new nitrogen-fixing
nodulating species isolated from Atlantic forest soils in Brazil. Archives of Microbiology, 2020, 202,
1369-1380.

1.0 31

20546
A cross-sectional study exploring disease characteristics and phylogenetic nature of human
cytomegalovirus among infected neonates with congenital nephrotic syndrome. Pediatric
Nephrology, 2020, 35, 1257-1266.

0.9 4

20547 Characterisation of serum IgG(T) responses to potential diagnostic antigens for equine
cyathostominosis. International Journal for Parasitology, 2020, 50, 289-298. 1.3 15

20548
A combined approach of mitochondrial DNA and anchored nuclear phylogenomics sheds light on
unrecognized diversity, phylogeny, and historical biogeography of the torrent frogs, genus Amolops
(Anura: Ranidae). Molecular Phylogenetics and Evolution, 2020, 148, 106789.

1.2 23

20549 Anthoceros genomes illuminate the origin of land plants and the unique biology of hornworts.
Nature Plants, 2020, 6, 259-272. 4.7 225

20550 FAME: fast and memory efficient multiple sequences alignment tool through compatible chain of
roots. Bioinformatics, 2020, 36, 3662-3668. 1.8 9

20551 A hotspot atop: rivers of the Guyana Highlands hold high diversity of endemic pencil catfish
(Teleostei: Ostariophysi: Siluriformes). Biological Journal of the Linnean Society, 2020, 129, 862-874. 0.7 5

20552 What Is in Umbilicaria pustulata? A Metagenomic Approach to Reconstruct the Holo-Genome of a
Lichen. Genome Biology and Evolution, 2020, 12, 309-324. 1.1 37

20553 Surveillance and Taxonomic Analysis of the Coronavirus Dominant in Pigeons in China.
Transboundary and Emerging Diseases, 2020, 67, 1981. 1.3 26

20554 Transitions between biomes are common and directional in Bombacoideae (Malvaceae). Journal of
Biogeography, 2020, 47, 1310-1321. 1.4 26

20555
Major Revisions in Arthropod Phylogeny Through Improved Supermatrix, With Support for Two
Possible Waves of Land Invasion by Chelicerates. Evolutionary Bioinformatics, 2020, 16,
117693432090373.

0.6 19

20556 New genome assemblies reveal patterns of domestication and adaptation across Brettanomyces
(Dekkera) species. BMC Genomics, 2020, 21, 194. 1.2 21

20557 The structure, functional evolution, and evolutionary trajectories of the H+-PPase gene family in
plants. BMC Genomics, 2020, 21, 195. 1.2 7

20558 Evolution of metabolic capabilities and molecular features of diplonemids, kinetoplastids, and
euglenids. BMC Biology, 2020, 18, 23. 1.7 48

20559 Functional interactions between posttranslationally modified amino acids of methyl-coenzyme M
reductase in Methanosarcina acetivorans. PLoS Biology, 2020, 18, e3000507. 2.6 29

20560 Equiprobable discrete models of site-specific substitution rates underestimate the extent of rate
variability. PLoS ONE, 2020, 15, e0229493. 1.1 2

20561 Functional Innovation in the Evolution of the Calcium-Dependent System of the Eukaryotic
Endoplasmic Reticulum. Frontiers in Genetics, 2020, 11, 34. 1.1 9

20562 Bdellovibrio and Like Organisms in Lake Geneva: An Unseen Elephant in the Room?. Frontiers in
Microbiology, 2020, 11, 98. 1.5 23



1140

Citation Report

# Article IF Citations

20563 Ecological Differentiation in Two Major Freshwater Bacterial Taxa Along Environmental Gradients.
Frontiers in Microbiology, 2020, 11, 154. 1.5 17

20564 Changes in the Solid-, Liquid-, and Epithelium-Associated Bacterial Communities in the Rumen of Hu
Lambs in Response to Dietary Urea Supplementation. Frontiers in Microbiology, 2020, 11, 244. 1.5 35

20565 Pores for Thought: Can Genetic Manipulation of Stomatal Density Protect Future Rice Yields?.
Frontiers in Plant Science, 2019, 10, 1783. 1.7 49

20566 Aldoxime Metabolism Is Linked to Phenylpropanoid Production in Camelina sativa. Frontiers in Plant
Science, 2020, 11, 17. 1.7 16

20567 Genome-Wide Identification of the MdKNOX Gene Family and Characterization of Its Transcriptional
Regulation in Malus domestica. Frontiers in Plant Science, 2020, 11, 128. 1.7 24

20568 Arabidopsis RanBP2-Type Zinc Finger Proteins Related to Chloroplast RNA Editing Factor OZ1. Plants,
2020, 9, 307. 1.6 6

20569 Isolation, Molecular Identification, and Mycotoxin Production of Aspergillus Species Isolated from
the Rhizosphere of Sugarcane in the South of Iran. Toxins, 2020, 12, 122. 1.5 6

20570 Hierarchy in Hfq Chaperon Occupancy of Small RNA Targets Plays a Major Role in Their Regulation.
Cell Reports, 2020, 30, 3127-3138.e6. 2.9 30

20571 Identification of a novel bacterial taxon associated with bovine mastitis showing a close
evolutionary relationship with Elizabethkingia sp. Microbiological Research, 2020, 236, 126443. 2.5 4

20572 A new coronavirus associated with human respiratory disease in China. Nature, 2020, 579, 265-269. 13.7 9,370

20573
Characterization of human respiratory syncytial virus (RSV) isolated from HIVâ€•exposedâ€•uninfected and
HIVâ€•unexposed infants in South Africa during 2015â€•2017. Influenza and Other Respiratory Viruses, 2020,
14, 403-411.

1.5 10

20574 Gly197Arg mutation in protein C causes recurrent thrombosis in a heterozygous carrier. Journal of
Thrombosis and Haemostasis, 2020, 18, 1141-1153. 1.9 5

20575 Expert curation of the human and mouse olfactory receptor gene repertoires identifies conserved
coding regions split across two exons. BMC Genomics, 2020, 21, 196. 1.2 28

20576 Longitudinal survey of microbiome associated with particulate matter in a megacity. Genome Biology,
2020, 21, 55. 3.8 59

20577 Detection of dengue virus type 2 of Indian origin in acute febrile patients in rural Kenya. PLoS
Neglected Tropical Diseases, 2020, 14, e0008099. 1.3 12

20578 Disruption of the kringle 1 domain of prothrombin leads to late onset mortality in zebrafish.
Scientific Reports, 2020, 10, 4049. 1.6 10

20579 Influenza A Virus Field Surveillance at a Swine-Human Interface. MSphere, 2020, 5, . 1.3 26

20580 Genome-based classification of Burkholderia cepacia complex provides new insight into its taxonomic
status. Biology Direct, 2020, 15, 6. 1.9 49



1141

Citation Report

# Article IF Citations

20581 Evolution and Comparative Physiology of Luqin-Type Neuropeptide Signaling. Frontiers in
Neuroscience, 2020, 14, 130. 1.4 11

20582 Molecular marker development from ISSR for fungal pathogens of Mangifera indica L.. Indian
Phytopathology, 2020, 73, 257-265. 0.7 1

20583 An Integrated Metagenome Catalog Reveals New Insights into the Murine Gut Microbiome. Cell
Reports, 2020, 30, 2909-2922.e6. 2.9 85

20584 Syncephalastrum contaminatum, a new species in the Mucorales from Australia. Mycoscience, 2020, 61,
111-115. 0.3 4

20585 An alpine grasshopper radiation older than the mountains, on KÄ• Tiritiri o te Moana (Southern Alps) of
Aotearoa (New Zealand). Molecular Phylogenetics and Evolution, 2020, 147, 106783. 1.2 20

20586 Molecular evolution and phylogenetic analysis of SARS-CoV-2 and hosts ACE2 protein suggest Malayan
pangolin as intermediary host. Brazilian Journal of Microbiology, 2020, 51, 1593-1599. 0.8 41

20587
An enigma no more: an integrated taxonomic revision of Aenigmetopia Malloch reveals novel
phylogenetic placement and four new species (Diptera : Sarcophagidae : Miltogramminae). Invertebrate
Systematics, 2020, , .

0.5 2

20588 Coevolution-based prediction of proteinâ€“protein interactions in polyketide biosynthetic assembly
lines. Bioinformatics, 2020, 36, 4846-4853. 1.8 9

20589 Warning signals promote morphological diversification in fossorial uropeltid snakes (Squamata:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Uropeltidae). Zoological Journal of the Linnean Society, 2021, 191, 468-481.1.0 2

20590
Museomics of tree squirrels: a dense taxon sampling of mitogenomes reveals hidden diversity,
phenotypic convergence, and the need of a taxonomic overhaul. BMC Evolutionary Biology, 2020, 20,
77.

3.2 34

20591 Genome-wide identification and characterisation of Aquaporins in Nicotiana tabacum and their
relationships with other Solanaceae species. BMC Plant Biology, 2020, 20, 266. 1.6 27

20592 Keratinophilic fungi: Specialized fungal communities in a desert ecosystem identified using
cultured-based and Illumina sequencing approaches. Microbiological Research, 2020, 239, 126530. 2.5 12

20593 First steps to restructuring the problematic genus Lasiotocus Looss, 1907 (Digenea: Monorchiidae)
with the proposal of four new genera. Parasitology International, 2020, 79, 102164. 0.6 11

20594
A new enigmatic genus of subterranean amphipod (Amphipoda : Bogidielloidea) from Terrell County,
Texas, with the establishment of Parabogidiellidae, fam. nov., and notes on the family Bogidiellidae.
Invertebrate Systematics, 2020, , .

0.5 0

20595 A Comprehensive Multi-Omic Approach Reveals a Relatively Simple Venom in a Diet Generalist, the
Northern Short-Tailed Shrew, Blarina brevicauda. Genome Biology and Evolution, 2020, 12, 1148-1166. 1.1 12

20596 Genomic Analysis of the SUMO-Conjugating Enzyme and Genes under Abiotic Stress in Potato
(<i>Solanum tuberosum</i> L.). International Journal of Genomics, 2020, 2020, 1-13. 0.8 8

20597 COVID-19 Coronavirus Vaccine Design Using Reverse Vaccinology and Machine Learning. Frontiers in
Immunology, 2020, 11, 1581. 2.2 301

20598 Mitochondrial genome diversity and population mitogenomics of polar cod (Boreogadus saida) and
Arctic dwelling gadoids. Polar Biology, 2020, 43, 979-994. 0.5 7



1142

Citation Report

# Article IF Citations

20599 Structural characterization of a novel human adeno-associated virus capsid with neurotropic
properties. Nature Communications, 2020, 11, 3279. 5.8 30

20600 The Large pBS32/pLS32 Plasmid of Ancestral Bacillus subtilis. Journal of Bacteriology, 2020, 202, . 1.0 6

20601 Genome-wide identification of the class III POD gene family and their expression profiling in grapevine
(Vitis vinifera L). BMC Genomics, 2020, 21, 444. 1.2 19

20602 A Novel Synthetic Dual Agonistic Liposomal TLR4/7 Adjuvant Promotes Broad Immune Responses in an
Influenza Vaccine With Minimal Reactogenicity. Frontiers in Immunology, 2020, 11, 1207. 2.2 16

20603 A New Species of Osedax (Siboglinidae: Annelida) From Colonization Experiments in the Arctic Deep
Sea. Frontiers in Marine Science, 2020, 7, . 1.2 5

20604 Isolation and Characterization of Pectobacterium Phage vB_PatM_CB7: New Insights into the Genus
Certrevirus. Antibiotics, 2020, 9, 352. 1.5 21

20605 Zoantharia (Cnidaria: Hexacorallia) of the Dutch Caribbean and One New Species of Parazoanthus.
Diversity, 2020, 12, 190. 0.7 11

20606 Bioremediation of malachite green dye by two bacterial strains isolated from textile effluents.
Current Research in Microbial Sciences, 2020, 1, 37-43. 1.4 18

20607 Phylogenomics of expanding uncultured environmental Tenericutes provides insights into their
pathogenicity and evolutionary relationship with Bacilli. BMC Genomics, 2020, 21, 408. 1.2 65

20608 Comparative genomics and pangenome-oriented studies reveal high homogeneity of the agronomically
relevant enterobacterial plant pathogen Dickeya solani. BMC Genomics, 2020, 21, 449. 1.2 16

20609 Intragenic suppressor mutations of the COQ8 protein kinase homolog restore coenzyme Q
biosynthesis and function in Saccharomyces cerevisiae. PLoS ONE, 2020, 15, e0234192. 1.1 6

20610
The Role of Reversible Protein Phosphorylation in Regulation of the Mitochondrial Electron
Transport System During Hypoxia and Reoxygenation Stress in Marine Bivalves. Frontiers in Marine
Science, 2020, 7, .

1.2 13

20611 Comparative Genomics Uncovers the Genetic Diversity and Characters of Veillonella atypica and
Provides Insights Into Its Potential Applications. Frontiers in Microbiology, 2020, 11, 1219. 1.5 10

20612 Evolution of Plant Architecture in Oryza Driven by the PROG1 Locus. Frontiers in Plant Science, 2020,
11, 876. 1.7 5

20613 A Chinese White Pear (Pyrus bretschneideri) BZR Gene PbBZR1 Act as a Transcriptional Repressor of
Lignin Biosynthetic Genes in Fruits. Frontiers in Plant Science, 2020, 11, 1087. 1.7 16

20614
Arbuscular Mycorrhizal Fungal Communities of Native Plant Species under High Petroleum
Hydrocarbon Contamination Highlights Rhizophagus as a Key Tolerant Genus. Microorganisms, 2020,
8, 872.

1.6 12

20615 Light-harvesting chlorophyll a/b-binding protein-coding genes in jatropha and the comparison with
castor, cassava and arabidopsis. PeerJ, 2020, 8, e8465. 0.9 18

20616 Gene expression and evolution of Family-1 UDP-glycosyltransferasesâ€”insights from an aquatic
flowering plant (sacred lotus). Aquatic Botany, 2020, 166, 103270. 0.8 7



1143

Citation Report

# Article IF Citations

20617 Adaptation to Extreme Antarctic Environments Revealed by the Genome of a Sea Ice Green Alga.
Current Biology, 2020, 30, 3330-3341.e7. 1.8 48

20618 Degenerate PCR primers for assays to track steps of nitrogen metabolism by taxonomically diverse
microorganisms in a variety of environments. Journal of Microbiological Methods, 2020, 175, 105990. 0.7 5

20619
A hairy-root transformation protocol for Trigonella foenum-graecum L. as a tool for metabolic
engineering and specialised metabolite pathway elucidation. Plant Physiology and Biochemistry, 2020,
154, 451-462.

2.8 11

20620
The complete plastome of the coccoid green alga Jenufa minuta (Chlorophyceae, incertae sedis)
unveils a noncanonical genetic code and a previously unrecognized trans-spliced group II intron in
the rpl32 gene. Mitochondrial DNA Part B: Resources, 2020, 5, 1728-1730.

0.2 0

20621 Genetically and Antigenically Divergent Influenza A(H9N2) Viruses Exhibit Differential Replication and
Transmission Phenotypes in Mammalian Models. Journal of Virology, 2020, 94, . 1.5 12

20622 Architecture and Self-Assembly of Clostridium sporogenes and Clostridium botulinum Spore Surfaces
Illustrate a General Protective Strategy across Spore Formers. MSphere, 2020, 5, . 1.3 12

20623 Demographic history, range size and habitat preferences of the groundwater amphipod Niphargus
puteanus (C.L. Koch in Panzer, 1836). Limnologica, 2020, 82, 125765. 0.7 8

20624 A chromosome-scale reference genome of Aquilegia oxysepala var. kansuensis. Horticulture Research,
2020, 7, 113. 2.9 20

20625
The complete mitogenomes of the green algae Jenufa minuta and Jenufa perforata (Chlorophyceae,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (incertae sedis) reveal a variant genetic code previously unrecognized in the Chlorophyceae.

Mitochondrial DNA Part B: Resources, 2020, 5, 1516-1518.
0.2 4

20626 Genetic structure and insecticide resistance characteristics of fall armyworm populations invading
China. Molecular Ecology Resources, 2020, 20, 1682-1696. 2.2 116

20627 Ecological fitting is the forerunner to diversification in a plant virus with broad host range. Journal
of Evolutionary Biology, 2021, 34, 1917-1931. 0.8 9

20628 Number of HIV-1 founder variants is determined by the recency of the source partner infection.
Science, 2020, 369, 103-108. 6.0 11

20629
Bayesian inference of reassortment networks reveals fitness benefits of reassortment in human
influenza viruses. Proceedings of the National Academy of Sciences of the United States of America,
2020, 117, 17104-17111.

3.3 35

20630 Mitochondrial genome of the silky shark Carcharhinus falciformis from the British Indian Ocean
Territory Marine Protected Area. Mitochondrial DNA Part B: Resources, 2020, 5, 2416-2417. 0.2 2

20631 A redox-active switch in fructosamine-3-kinases expands the regulatory repertoire of the protein
kinase superfamily. Science Signaling, 2020, 13, . 1.6 12

20632 MapA, a Second Large RTX Adhesin Conserved across the Pseudomonads, Contributes to Biofilm
Formation by Pseudomonas fluorescens. Journal of Bacteriology, 2020, 202, . 1.0 18

20633 Coding-Complete Genome Sequence of a Human Respirovirus 1 Strain from a Clinical Sample in Arizona.
Microbiology Resource Announcements, 2020, 9, . 0.3 0

20634 Generalizing rate heterogeneity across sites in statistical phylogenetics. Statistical Modelling, 2020,
20, 410-436. 0.5 1



1144

Citation Report

# Article IF Citations

20635 Identification and characterisation of endogenous Avian Leukosis Virus subgroup E (ALVE) insertions
in chicken whole genome sequencing data. Mobile DNA, 2020, 11, 22. 1.3 12

20636 The Chromosome-Level Genome Assembly and Comprehensive Transcriptomes of the Razor Clam
(Sinonovacula constricta). Frontiers in Genetics, 2020, 11, 664. 1.1 18

20637
In-Depth Bioinformatic Analyses of Nidovirales Including Human SARS-CoV-2, SARS-CoV, MERS-CoV
Viruses Suggest Important Roles of Non-canonical Nucleic Acid Structures in Their Lifecycles.
Frontiers in Microbiology, 2020, 11, 1583.

1.5 57

20638
Insights on the genetic features of endometrial pathogenic Escherichia coli strains from pyometra in
companion animals: Improving the knowledge about pathogenesis. Infection, Genetics and Evolution,
2020, 85, 104453.

1.0 9

20639 Phylogenetic analysis of the ATP-binding cassette proteins suggests a new ABC protein subfamily J in
Aedes aegypti (Diptera: Culicidae). BMC Genomics, 2020, 21, 463. 1.2 16

20640 Phylogenomic characterisation of a novel corynebacterial species pathogenic to animals. Antonie Van
Leeuwenhoek, 2020, 113, 1225-1239. 0.7 13

20641 Effect of wet sea buckthorn pomace utilized as an additive on silage fermentation profile and
bacterial community composition of alfalfa. Bioresource Technology, 2020, 314, 123773. 4.8 32

20642 Evolutionary-driven C-MYC gene expression in mammalian fibroblasts. Scientific Reports, 2020, 10,
11056. 1.6 6

20643
Kissing cousins: a review of the African genus Limnophis GÃ¼nther, 1865 (Colubridae: Natricinae), with
the description of a new species from north-eastern Angola. African Journal of Herpetology, 2020, 69,
79-107.

0.3 9

20644 The plant MBF1 protein family: a bridge between stress and transcription. Journal of Experimental
Botany, 2020, 71, 1782-1791. 2.4 37

20645 Impact of insertion sequences on convergent evolution of Shigella species. PLoS Genetics, 2020, 16,
e1008931. 1.5 43

20646 Protein Interactions of the Mechanosensory Proteins Wsc2 and Wsc3 for Stress Resistance in
Saccharomyces cerevisiae. G3: Genes, Genomes, Genetics, 2020, 10, 3121-3135. 0.8 4

20647 What Matters for C4 Transporters: Evolutionary Changes of Phosphoenolpyruvate Transporter for
C4 Photosynthesis. Frontiers in Plant Science, 2020, 11, 935. 1.7 4

20648 Two New Putative Plant Viruses from Wood Metagenomics Analysis of an Esca Diseased Vineyard.
Plants, 2020, 9, 835. 1.6 14

20649 Exploring the abundance of oleate hydratases in the genus Rhodococcusâ€”discovery of novel enzymes
with complementary substrate scope. Applied Microbiology and Biotechnology, 2020, 104, 5801-5812. 1.7 8

20650
Accumulation of phosphorus and carbon and the dependency on biological N2 fixation for nitrogen
nutrition in Polhillia, Wiborgia and Wiborgiella species growing in natural stands in cape fynbos,
South Africa. Symbiosis, 2020, 81, 65-78.

1.2 5

20651 Nigrospora oryzae Pulmonary Infection in a Bronchogenic Cancer: an Opportunistic Invader?. SN
Comprehensive Clinical Medicine, 2020, 2, 919-927. 0.3 2

20652 Metagenome Data on Intestinal Phage-Bacteria Associations Aids the Development of Phage Therapy
against Pathobionts. Cell Host and Microbe, 2020, 28, 380-389.e9. 5.1 51



1145

Citation Report

# Article IF Citations

20653
Desaturase specificity is controlled by the physicochemical properties of a single amino acid residue
in the substrate binding tunnel. Computational and Structural Biotechnology Journal, 2020, 18,
1202-1209.

1.9 8

20654
Phylogenetic characterization of two novel species of the genus Bifidobacterium: Bifidobacterium
saimiriisciurei sp. nov. and Bifidobacterium platyrrhinorum sp. nov.. Systematic and Applied
Microbiology, 2020, 43, 126111.

1.2 6

20655
The evolutionary history of the cellophane bee genus Colletes Latreille (Hymenoptera: Colletidae):
Molecular phylogeny, biogeography and implications for a global infrageneric classification.
Molecular Phylogenetics and Evolution, 2020, 146, 106750.

1.2 8

20656 Ecological Assembly Processes Are Coordinated between Bacterial and Viral Communities in
Fractured Shale Ecosystems. MSystems, 2020, 5, . 1.7 15

20657 Comparative chloroplast genome analysis of Artemisia (Asteraceae) in East Asia: insights into
evolutionary divergence and phylogenomic implications. BMC Genomics, 2020, 21, 415. 1.2 45

20658 Viral RNA Genomes Identified from Marine Macroalgae and a Diatom. Microbes and Environments,
2020, 35, n/a. 0.7 17

20659 The genome, transcriptome, and proteome of the fish parasite Pomphorhynchus laevis
(Acanthocephala). PLoS ONE, 2020, 15, e0232973. 1.1 19

20660
Comprehensive integrated NGS-based surveillance and contact-network modeling unravels
transmission dynamics of vancomycin-resistant enterococci in a high-risk population within a tertiary
care hospital. PLoS ONE, 2020, 15, e0235160.

1.1 21

20661 Metabolism of Soy Isoflavones by Intestinal Bacteria: Genome Analysis of an Adlercreutzia
equolifaciens Strain That Does Not Produce Equol. Biomolecules, 2020, 10, 950. 1.8 11

20662
Isolation and Characterization of a New Endophytic Actinobacterium Streptomyces californicus
Strain ADR1 as a Promising Source of Anti-Bacterial, Anti-Biofilm and Antioxidant Metabolites.
Microorganisms, 2020, 8, 929.

1.6 28

20663 Evidence That STK19 Is Not an NRAS-dependent Melanoma Driver. Cell, 2020, 181, 1395-1405.e11. 13.5 13

20664 Morphological and metabolic profiling of a tropicalâ€•adapted potato association panel subjected to
water recovery treatment reveals new insights into plant vigor. Plant Journal, 2020, 103, 2193-2210. 2.8 10

20665 Compositional and functional characterisation of biomass-degrading microbial communities in guts
of plant fibre- and soil-feeding higher termites. Microbiome, 2020, 8, 96. 4.9 31

20666 Seasonal Variation and Sexual Dimorphism of the Microbiota in Wild Blue Sheep (Pseudois nayaur).
Frontiers in Microbiology, 2020, 11, 1260. 1.5 15

20667 A Genomic and Transcriptomic Overview of MATE, ABC, and MFS Transporters in Citrus sinensis
Interaction with Xanthomonas citri subsp. citri. Plants, 2020, 9, 794. 1.6 9

20668 Thalassoglobus polymorphus sp. nov., a novel Planctomycete isolated close to a public beach of
Mallorca Island. Antonie Van Leeuwenhoek, 2020, 113, 1915-1926. 0.7 15

20669 Structure determination of the HgcAB complex using metagenome sequence data: insights into
microbial mercury methylation. Communications Biology, 2020, 3, 320. 2.0 30

20670 Can the anatomy of abnormal flowers elucidate relationships of the androecial members in the ginger
(Zingiberaceae)?. EvoDevo, 2020, 11, 12. 1.3 4



1146

Citation Report

# Article IF Citations

20671 Evolutionary History of the Marchantia polymorpha Complex. Frontiers in Plant Science, 2020, 11, 829. 1.7 15

20672 Diversification of New World Cleomaceae with emphasis on <i>Tarenaya</i> and the description of
<i>Iltisiella</i>, a new genus. Taxon, 2020, 69, 321-336. 0.4 8

20673 Unexpected diversity in northern Europe: trematodes from salmonid fishes in Iceland with two new
species of Crepidostomum Braun, 1900. Parasitology Research, 2020, 119, 2439-2462. 0.6 14

20674 Maioricimonas rarisocia gen. nov., sp. nov., a novel planctomycete isolated from marine sediments
close to Mallorca Island. Antonie Van Leeuwenhoek, 2020, 113, 1901-1913. 0.7 17

20675 Epigenetic regulation of gonadal and brain aromatase expression in a cichlid fish with environmental
sex determination. General and Comparative Endocrinology, 2020, 296, 113538. 0.8 7

20676 Molecular phylogenetic analysis of New Zealand mosquito species. New Zealand Journal of Zoology,
2020, 47, 324-349. 0.6 4

20677 NAD(P)H-dependent thioredoxin-disulfide reductase TrxR is essential for tellurite and selenite
reduction and resistance in Bacillus sp. Y3. FEMS Microbiology Ecology, 2020, 96, . 1.3 16

20678 ModelTeller: Model Selection for Optimal Phylogenetic Reconstruction Using Machine Learning.
Molecular Biology and Evolution, 2020, 37, 3338-3352. 3.5 30

20679 Transposable element abundance correlates with mode of transmission in microsporidian parasites.
Mobile DNA, 2020, 11, 19. 1.3 21

20680 <i>Drosophila</i> model to study Retinitis pigmentosa pathology associated with mutations in the
core splicing factor Prp8. DMM Disease Models and Mechanisms, 2020, 13, . 1.2 8

20681 UPÎ¦Â phages, a new group of filamentous phages found in several members of Enterobacteriales. Virus
Evolution, 2020, 6, veaa030. 2.2 9

20682
Genomic Analysis of Bovine Staphylococcus aureus Isolates from Milk To Elucidate Diversity and
Determine the Distributions of Antimicrobial and Virulence Genes and Their Association with Mastitis.
MSystems, 2020, 5, .

1.7 35

20683 Limited overall impacts of ectomycorrhizal inoculation on recruitment of boreal trees into Arctic
tundra following wildfire belie species-specific responses. PLoS ONE, 2020, 15, e0235932. 1.1 4

20684 Complete Genome Sequencing and Transcriptome Analysis of Nitrogen Metabolism of Succinivibrio
dextrinosolvens Strain Z6 Isolated From Dairy Cow Rumen. Frontiers in Microbiology, 2020, 11, 1826. 1.5 22

20685 Cyclotide Structures Revealed by NMR, with a Little Help from Xâ€•ray Crystallography. ChemBioChem,
2020, 21, 3463-3475. 1.3 11

20686 Cellular Importin-Î±3 Expression Dynamics in the Lung Regulate Antiviral Response Pathways against
Influenza A Virus Infection. Cell Reports, 2020, 31, 107549. 2.9 11

20687 Identification of a superagonist variant of the immunodominant Yellow fever virus epitope NS4b
214-222 by combinatorial peptide library screening. Molecular Immunology, 2020, 125, 43-50. 1.0 0

20688
Clarifying the cryptogenic species Polydora neocaeca Williams &amp; Radashevsky, 1999 (Annelida:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 67 Td (Spionidae): a shell-boring invasive pest of molluscs from locations worldwide. Marine Biodiversity,

2020, 50, .
0.3 9



1147

Citation Report

# Article IF Citations

20689 An Erwinia amylovora uracil transporter mutant retains virulence on immature apple and pear fruit.
Microbial Pathogenesis, 2020, 147, 104363. 1.3 3

20690 Diversity, phylogeny, and historical biogeography of large-eye seabreams (Teleostei: Lethrinidae).
Molecular Phylogenetics and Evolution, 2020, 151, 106902. 1.2 9

20691 Assessments of fine-scale spatial patterns of SNPs in an old-growth beech forest. Heredity, 2020, 125,
240-252. 1.2 2

20692 The complete plastome of Cymbidium tortisepalum (Orchidaceae) hermaphrodite. Mitochondrial DNA
Part B: Resources, 2020, 5, 1265-1266. 0.2 2

20693 Mate discrimination among subspecies through a conserved olfactory pathway. Science Advances,
2020, 6, eaba5279. 4.7 41

20694
Phosphoregulation of a Conserved Herpesvirus Tegument Protein by a Virally Encoded Protein Kinase
in Viral Pathogenicity and Potential Linkage between Its Evolution and Viral Phylogeny. Journal of
Virology, 2020, 94, .

1.5 4

20695 Phylogenetic analysis of the Tc1/mariner superfamily reveals the unexplored diversity of pogo-like
elements. Mobile DNA, 2020, 11, 21. 1.3 31

20696 Detecting bracoviral orthologs distribution in five tsetse fly species and the housefly genomes. BMC
Research Notes, 2020, 13, 318. 0.6 1

20697 Mapping enzyme-substrate interactions: its potential to study the mechanism of enzymes. Advances in
Protein Chemistry and Structural Biology, 2020, 122, 1-31. 1.0 11

20698 CCDC61/VFL3 Is a Paralog of SAS6 and Promotes Ciliary Functions. Structure, 2020, 28, 674-689.e11. 1.6 16

20699 A critical rebuttal of the proposed division of the genus Arcobacter into six genera using comparative
genomic, phylogenetic, and phenotypic criteria. Systematic and Applied Microbiology, 2020, 43, 126108. 1.2 33

20700 First report of porcine respirovirus 1 in South America. Veterinary Microbiology, 2020, 246, 108726. 0.8 19

20701 Discovery of Two Novel Negeviruses in a Dungfly Collected from the Arctic. Viruses, 2020, 12, 692. 1.5 18

20702 A Systematic Analysis of Mosquito-Microbiome Biosynthetic Gene Clusters Reveals Antimalarial
Siderophores that Reduce Mosquito Reproduction Capacity. Cell Chemical Biology, 2020, 27, 817-826.e5. 2.5 17

20703 Sexual reproduction potential implied by functional analysis of SPO11 in Phaeodactylum tricornutum.
Gene, 2020, 757, 144929. 1.0 5

20704 New insights into the evolution of host specificity of three Penicillium species and the pathogenicity
of P. Italicum involving the infection of Valencia orange (Citrus sinensis). Virulence, 2020, 11, 748-768. 1.8 8

20705 Activated L-Type Calcium Channels Inhibit Chemosensitized Nematocyst Discharge from Sea Anemone
Tentacles. Biological Bulletin, 2020, 238, 180-192. 0.7 8

20706 Evolutionary Modification of Pereopods in Phronimid Amphipods (Crustacea: Amphipoda: Hyperiidea:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Phronimidae) Reflects Host Differences. Biological Bulletin, 2020, 238, 167-179.0.7 1



1148

Citation Report

# Article IF Citations

20707 European and Asian contribution to the genetic diversity of mainland South American chickens. Royal
Society Open Science, 2020, 7, 191558. 1.1 9

20708 What is the role of PIWI family proteins in adult pluripotent stem cells? Insights from asexually
reproducing animals, planarians. Development Growth and Differentiation, 2020, 62, 407-422. 0.6 8

20709 Landscape of Eukaryotic Transmembrane Beta Barrel Proteins. Journal of Proteome Research, 2020, 19,
1209-1221. 1.8 5

20710 Genome-scale data reveal the role of hybridization in lichen-forming fungi. Scientific Reports, 2020,
10, 1497. 1.6 26

20711 Museomics reveals extensive cryptic diversity of Australian prionine longhorn beetles with
implications for their classification and conservation. Systematic Entomology, 2020, 45, 745-770. 1.7 25

20712
RDL mutations in Guangxi Anopheles sinensis populations along the Chinaâ€“Vietnam border:
distribution frequency and evolutionary origin of A296S resistance allele. Malaria Journal, 2020, 19,
23.

0.8 3

20713
Whole genome sequence analysis reveals the broad distribution of the RtxA type 1 secretion system
and four novel putative type 1 secretion systems throughout the Legionella genus. PLoS ONE, 2020, 15,
e0223033.

1.1 5

20714 Comparative Analysis of Whole-Genome and Methylome Profiles of a Smooth and a Rough
<i>Mycobacterium abscessus</i> Clinical Strain. G3: Genes, Genomes, Genetics, 2020, 10, 13-22. 0.8 10

20715 Ecofriendly Degradation of Polyethylene Plastics Using Oil Degrading Microbes. Recent Innovations in
Chemical Engineering, 2020, 13, 29-40. 0.2 2

20716 Submergence response of pyruvate decarboxylase family genes in adzuki bean. Biologia (Poland), 2020,
75, 1213-1220. 0.8 1

20717
Genome-Based Metabolic Reconstruction Unravels the Key Role of B12 in Methionine Auxotrophy of an
Ortho-Phenylphenol-Degrading Sphingomonas haloaromaticamans. Frontiers in Microbiology, 2019,
10, 3009.

1.5 8

20718 Complete mitochondrial genome of Cladosporium cladosporioides YFCC 8621 isolated from a salt mine
in Yunnan, southwestern China. Mitochondrial DNA Part B: Resources, 2020, 5, 558-559. 0.2 1

20719 Quantitative global studies reveal differential translational control by start codon context across
the fungal kingdom. Nucleic Acids Research, 2020, 48, 2312-2331. 6.5 30

20720 Mildew Locus O facilitates colonization by arbuscular mycorrhizal fungi in angiosperms. New
Phytologist, 2020, 227, 343-351. 3.5 26

20721 Taxonomic Organization of the Family Brucellaceae Based on a Phylogenomic Approach. Frontiers in
Microbiology, 2019, 10, 3083. 1.5 33

20722 sraX: A Novel Comprehensive Resistome Analysis Tool. Frontiers in Microbiology, 2020, 11, 52. 1.5 15

20723 Postembryonic development of Nymphon australe Hodgson, 1902 (Pycnogonida, Nymphonidae) from
Antarctica. Polar Biology, 2020, 43, 207-223. 0.5 2

20724 Insight into Evolution and Conservation Patterns of B1-Subfamily Members of GPCR. International
Journal of Peptide Research and Therapeutics, 2020, 26, 2505-2517. 0.9 3



1149

Citation Report

# Article IF Citations

20725 Liver virome of healthy pigs reveals diverse small ssDNA viral genomes. Infection, Genetics and
Evolution, 2020, 81, 104203. 1.0 16

20726 Over 100 Million Years of Enzyme Evolution Underpinning the Production of Morphine in the
Papaveraceae Family of Flowering Plants. Plant Communications, 2020, 1, 100029. 3.6 34

20727 Identification and characterization of a bacterial core methionine synthase. Scientific Reports, 2020,
10, 2100. 1.6 9

20728 An Ancient Baboon Genome Demonstrates Long-Term Population Continuity in Southern Africa.
Genome Biology and Evolution, 2020, 12, 407-412. 1.1 13

20729
Broad diversity of simian immunodeficiency virus infecting <i>Chlorocebus</i> species (African green) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 587 Td (monkey) and evidence of crossâ€•species infection in <i>Papio anubis</i> (olive baboon) in Kenya. Journal

of Medical Primatology, 2020, 49, 165-178.
0.3 4

20730 Phylogeographic reconstruction using air transportation data and its application to the 2009 H1N1
influenza A pandemic. PLoS Computational Biology, 2020, 16, e1007101. 1.5 8

20731 Predicting nitroimidazole antibiotic resistance mutations in Mycobacterium tuberculosis with
protein engineering. PLoS Pathogens, 2020, 16, e1008287. 2.1 51

20732
Phylogenetic Systematics of the Water Toad (Bufo stejnegeri) Elucidates the Evolution of
Semi-aquatic Toad Ecology and Pleistocene Glacial Refugia. Frontiers in Ecology and Evolution, 2020,
7, .

1.1 13

20733 Diarrhoeal events can trigger long-term Clostridium difficile colonization with recurrent blooms.
Nature Microbiology, 2020, 5, 642-650. 5.9 21

20734 Strong genetic structure in Dyckia excelsa (Bromeliaceae), an endangered species found on ironstone
outcrops in Pantanal, Brazil. Botanical Journal of the Linnean Society, 2020, 192, 691-705. 0.8 7

20735 Key Transitions in the Evolution of Rapid and Slow Growing Mycobacteria Identified by Comparative
Genomics. Frontiers in Microbiology, 2019, 10, 3019. 1.5 37

20736 Rhizobium Inoculation Drives the Shifting of Rhizosphere Fungal Community in a Host Genotype
Dependent Manner. Frontiers in Microbiology, 2019, 10, 3135. 1.5 23

20737 Identification of an SCPL Gene Controlling Anthocyanin Acylation in Carrot (Daucus carota L.) Root.
Frontiers in Plant Science, 2020, 10, 1770. 1.7 21

20738 Updating the Quarantine Status of Prunus Infecting Viruses in Australia. Viruses, 2020, 12, 246. 1.5 20

20739 Biodegradation by Coâ€•inoculated Bacteria and Fungi Alleviates Adverse Effects of Redâ€•S3B on Growth
and Nitrogen Uptake of Wheat. Clean - Soil, Air, Water, 2020, 48, 1900305. 0.7 4

20740 The combined role of dispersal and niche evolution in the diversification of Neotropical lizards.
Ecology and Evolution, 2020, 10, 2608-2625. 0.8 23

20741
Phylogeographic and taxonomic considerations on Goniolimon tataricum (Plumbaginaceae) and its
relatives from south-eastern Europe and the Apennine Peninsula. Plant Systematics and Evolution,
2020, 306, 1.

0.3 6

20742
Heterologous expression of wheat WRKY transcription factor genes transcriptionally activated in
hybrid necrosis strains alters abiotic and biotic stress tolerance in transgenic Arabidopsis. Plant
Physiology and Biochemistry, 2020, 150, 71-79.

2.8 18



1150

Citation Report

# Article IF Citations

20743 Morphophylogenetic analyses revealed that <i>Podosphaera tridactyla</i> constitutes a species
complex. Mycologia, 2020, 112, 244-266. 0.8 17

20744 Expansion of known ssRNA phage genomes: From tens to over a thousand. Science Advances, 2020, 6,
eaay5981. 4.7 112

20745 The genome evolution and low-phosphorus adaptation in white lupin. Nature Communications, 2020,
11, 1069. 5.8 50

20746
A glide over the Indo-Australian geological maze: repeated transgressions of Lydekkerâ€™s and Wallaceâ€™s
Lines in archdukes, barons and dukes (Nymphalidae: Limenitidinae: Adoliadini). Biological Journal of
the Linnean Society, 2020, 129, 810-821.

0.7 8

20747 Microfluidic automated plasmid library enrichment for biosynthetic gene cluster discovery. Nucleic
Acids Research, 2020, 48, e48-e48. 6.5 11

20748 Genetic Characterization of Piroplasms in Donkeys and Horses from Nigeria. Animals, 2020, 10, 324. 1.0 12

20749
N-(2-Hydroxyphenyl)-1-[3-(2-oxo-2,3-dihydro-1H- benzimidazol-1-yl)propyl]piperidine-4-Carboxamide
(D2AAK4), a Multi-Target Ligand of Aminergic GPCRs, as a Potential Antipsychotic. Biomolecules, 2020,
10, 349.

1.8 14

20750 Comprehensive Real-Time RT-PCR Assays for the Detection of Fifteen Viruses Infecting Prunus spp..
Plants, 2020, 9, 273. 1.6 14

20751 First Phylogeny of Bitterbush Family, Picramniaceae (Picramniales). Plants, 2020, 9, 284. 1.6 2

20752 Substantial Antigenic Drift in the Hemagglutinin Protein of Swine Influenza A Viruses. Viruses, 2020,
12, 248. 1.5 23

20753 Phytoplasmas of subgroup 16SrIII-J associated with Beta vulgaris in Argentina. Tropical Plant
Pathology, 2020, 45, 143-147. 0.8 3

20754 IpdE1-IpdE2 Is a Heterotetrameric Acyl Coenzyme A Dehydrogenase That Is Widely Distributed in
Steroid-Degrading Bacteria. Biochemistry, 2020, 59, 1113-1123. 1.2 10

20755 A comparative genomics study of 23 Aspergillus species from section Flavi. Nature Communications,
2020, 11, 1106. 5.8 125

20756 16S rRNA gene sequencing reveals an altered composition of the gut microbiota in chickens infected
with a nephropathogenic infectious bronchitis virus. Scientific Reports, 2020, 10, 3556. 1.6 10

20757 Identification and molecular characterisation of fifteen tropical isolates of the entomopathogenic
fungus <i>Metarhizium</i>. Biocontrol Science and Technology, 2020, 30, 490-498. 0.5 2

20758 Statistical Mitogenome Assembly with RepeaTs. Journal of Computational Biology, 2020, 27, 1407-1421. 0.8 8

20759
Whole genome sequencing and comparative genomic analysis of oleaginous red yeast Sporobolomyces
pararoseus NGR identifies candidate genes for biotechnological potential and
ballistospores-shooting. BMC Genomics, 2020, 21, 181.

1.2 9

20760 Shared Mutations in a Novel Glutaredoxin Repressor of Multicellular Trichome Fate Underlie Parallel
Evolution of Antirrhinum Species. Current Biology, 2020, 30, 1357-1366.e4. 1.8 10



1151

Citation Report

# Article IF Citations

20761
Transcriptomic characterisation of neuropeptides and their putative cognate G protein-coupled
receptors during late embryo and stage-1 juvenile development of the Aotearoa-New Zealand crayfish,
Paranephrops zealandicus. General and Comparative Endocrinology, 2020, 292, 113443.

0.8 7

20762 The double-mutationï¼ˆM918I + L1014Fï¼‰<i>kdr</i> allele is fixed in <i>Cimex hemipteru</i>s populations in
Guangxi, China. Bulletin of Entomological Research, 2020, 110, 506-511. 0.5 16

20763 Genome Detective Coronavirus Typing Tool for rapid identification and characterization of novel
coronavirus genomes. Bioinformatics, 2020, 36, 3552-3555. 1.8 129

20764 Stress Reshapes the Physiological Response of Halophile Fungi to Salinity. Cells, 2020, 9, 525. 1.8 32

20765 Elucidating cryptic dynamics of <i>Theileria</i> communities in African buffalo using a
highâ€•throughput sequencing informatics approach. Ecology and Evolution, 2020, 10, 70-80. 0.8 19

20766 Hosts of asexual morph of Erysiphe quercicola from Thailand. Tropical Plant Pathology, 2020, 45,
122-135. 0.8 9

20767 Soybean aphid biotype 1 genome: Insights into the invasive biology and adaptive evolution of a major
agricultural pest. Insect Biochemistry and Molecular Biology, 2020, 120, 103334. 1.2 15

20768 Auxin perception in Agave is dependent on the speciesâ€™ Auxin Response Factors. Scientific Reports,
2020, 10, 3860. 1.6 8

20769 The endogenous galactofuranosidase GlfH1 hydrolyzes mycobacterial arabinogalactan. Journal of
Biological Chemistry, 2020, 295, 5110-5123. 1.6 14

20770 Molecular characterization of ticks infesting livestock in Khyber Pakhtunkhwa Province, Pakistan.
International Journal of Acarology, 2020, 46, 165-170. 0.3 7

20771 Comparative Genomics Uncovers the Genetic Diversity and Synthetic Biology of Secondary Metabolite
Production of Trametes. Mycobiology, 2020, 48, 104-114. 0.6 5

20772 Complete mitogenomes of the chlorophyte green algae <i>Scherffelia dubia</i> and <i>Tetraselmis</i>
sp. CCMP 881 (Chlorodendrophyceae). Mitochondrial DNA Part B: Resources, 2020, 5, 138-139. 0.2 4

20773
Complete mitogenomes of the marine picoplanktonic green algae <i>Prasinoderma</i> sp. MBIC 10622
and <i>Prasinococcus capsulatus</i> CCMP 1194 (Palmophyllophyceae). Mitochondrial DNA Part B:
Resources, 2020, 5, 166-168.

0.2 3

20774 Complete mitochondrial genome of Cladosporium zixishanense sp. nov. YFCC 8620 isolated from the
spider in Yunnan, southwestern China. Mitochondrial DNA Part B: Resources, 2020, 5, 210-211. 0.2 0

20775
Complete mitochondrial genome of the important bio-control fungus <i>Purpureocillium
lilacinum</i> (Ophiocordycipitaceae, Hypocreales) and its phylogenetic analysis. Mitochondrial DNA
Part B: Resources, 2020, 5, 240-242.

0.2 4

20776 Complete mitogenome of the chlorophyte green alga Marsupiomonas sp. NIES 1824 (Pedinophyceae).
Mitochondrial DNA Part B: Resources, 2020, 5, 548-550. 0.2 1

20777
The mitochondrial genome of the orange-striped green sea anemone Diadumene lineata (Actiniaria:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 107 Td (Diadumenidae): the first complete sequence in the family Diadumenidae. Mitochondrial DNA Part B:

Resources, 2020, 5, 591-592.
0.2 1

20778 The complete chloroplast genome of Hevea camargoana. Mitochondrial DNA Part B: Resources, 2020, 5,
607-608. 0.2 4



1152

Citation Report

# Article IF Citations

20779
The mitochondrial genome of the toothed top shell snail <i>Monodonta labio</i> (Gastropoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 747 Td (Trochidae): the first complete sequence in the subfamily monodontinae. Mitochondrial DNA Part B:

Resources, 2020, 5, 621-622.
0.2 2

20780 Mitochondrial genome of theHarpiocephalus harpia(Chiroptera: Vespertilionidae) from China.
Mitochondrial DNA Part B: Resources, 2020, 5, 996-998. 0.2 1

20781 Genetic Characterization of Full-Length HIV-2 Long Terminal Repeat Sequences: Identification of Rare
Promoter Variants. AIDS Research and Human Retroviruses, 2020, 36, 533-538. 0.5 0

20782 Distinct mechanisms shape soil bacterial and fungal co-occurrence networks in a mountain
ecosystem. FEMS Microbiology Ecology, 2020, 96, . 1.3 62

20783
Ab Initio Construction and Evolutionary Analysis of Protein-Coding Gene Families with Partially
Homologous Relationships: Closely Related Drosophila Genomes as a Case Study. Genome Biology and
Evolution, 2020, 12, 185-202.

1.1 2

20784 Genome sequence of the agarwood tree Aquilaria sinensis (Lour.) Spreng: the first chromosome-level
draft genome in the Thymelaeceae family. GigaScience, 2020, 9, . 3.3 34

20785 First evidence of introgressive hybridization of apple snails (<i>Pomacea</i> spp.) in their native range.
Journal of Molluscan Studies, 2020, 86, 96-103. 0.4 13

20786 On the origin and continuing evolution of SARS-CoV-2. National Science Review, 2020, 7, 1012-1023. 4.6 1,248

20787 The <i>Medicago truncatula</i> DREPP Protein Triggers Microtubule Fragmentation in Membrane
Nanodomains during Symbiotic Infections. Plant Cell, 2020, 32, 1689-1702. 3.1 23

20788 Identification of begomoviruses from different cryptic species of Bemisia tabaci in Bangladesh.
Microbial Pathogenesis, 2020, 142, 104069. 1.3 7

20789 Assessment of a multiplex PCR and Nanopore-based method for dengue virus sequencing in Indonesia.
Virology Journal, 2020, 17, 24. 1.4 26

20790 Bradyrhizobium uaiense sp. nov., a new highly efficient cowpea symbiont. Archives of Microbiology,
2020, 202, 1135-1141. 1.0 10

20791 Bioinformatics design and experimental validation of influenza A virus multi-epitopes that induce
neutralizing antibodies. Archives of Virology, 2020, 165, 891-911. 0.9 13

20792 Genome-based classification of Micromonospora craterilacus sp. nov., a novel actinobacterium
isolated from Nemrut Lake. Antonie Van Leeuwenhoek, 2020, 113, 791-801. 0.7 11

20793 The function of Apostichopus japonicas catalase in sea cucumber intestinal immunity. Aquaculture,
2020, 521, 735103. 1.7 10

20794
The soil fungal community of native woodland in Andean Patagonian forest: A case study considering
experimental forest management and seasonal effects. Forest Ecology and Management, 2020, 461,
117955.

1.4 16

20795 Phylogeographic analyses of a migratory freshwater fish (Megalobrama terminalis) reveal a shallow
genetic structure and pronounced effects of sea-level changes. Gene, 2020, 737, 144478. 1.0 19

20796 Metabolic potentials of archaeal lineages resolved from metagenomes of deep Costa Rica sediments.
ISME Journal, 2020, 14, 1345-1358. 4.4 38



1153

Citation Report

# Article IF Citations

20797 First Report of Kosakonia radicincitans Bacteraemia from Europe (Austria) - Identification and
Whole-Genome Sequencing of Strain DSM 107547. Scientific Reports, 2020, 10, 1948. 1.6 10

20798
Extensive cryptic diversity of giant clams (Cardiidae: Tridacninae) revealed by DNA-sequence-based
species delimitation approaches with new data from Hainan Island, South China Sea. Journal of
Molluscan Studies, 2020, 86, 56-63.

0.4 9

20799 Reconstructing the evolutionary history of nitrogenases: Evidence for ancestral
molybdenumâ€•cofactor utilization. Geobiology, 2020, 18, 394-411. 1.1 58

20800 Effects of microorganism within organic matter on the mechanical behaviour of solidified municipal
dredged mud. Canadian Geotechnical Journal, 2020, 57, 1832-1843. 1.4 13

20801
Species diversity in <i> Penicillium</i> and <i> Talaromyces</i> from herbivore dung, and the proposal
of two new genera of penicillium-like fungi in <i> Aspergillaceae</i>. Fungal Systematics and
Evolution, 2020, 5, 39-76.

0.9 20

20802 Genetic variability, community structure, and horizontal transfer of endosymbionts among three Asia
IIâ€• Bemisia tabaci mitotypes in Pakistan. Ecology and Evolution, 2020, 10, 2928-2943. 0.8 11

20803 Assembly mechanisms and environmental predictors of the phylogenetic diversity of cricetid rodents
in southern Mexico. Evolutionary Ecology, 2020, 34, 175-191. 0.5 3

20804 The membrane-bound sorbosone dehydrogenase of Gluconacetobacter liquefaciens is a
pyrroloquinoline quinone-dependent enzyme. Enzyme and Microbial Technology, 2020, 137, 109511. 1.6 8

20805
S-adenosylmethionine synthases in plants: Structural characterization of type I and II isoenzymes from
Arabidopsis thaliana and Medicago truncatula. International Journal of Biological Macromolecules,
2020, 151, 554-565.

3.6 21

20806 QTL-Seq and Sequence Assembly Rapidly Mapped the Gene BrMYBL2.1 for the Purple Trait in Brassica
rapa. Scientific Reports, 2020, 10, 2328. 1.6 31

20807 Similar genomic patterns of clinical infective endocarditis and oral isolates of Streptococcus
sanguinis and Streptococcus gordonii. Scientific Reports, 2020, 10, 2728. 1.6 8

20808 First Draft Genome of the Sable, Martes zibellina. Genome Biology and Evolution, 2020, 12, 59-65. 1.1 5

20809 Inferring putative ancient whole-genome duplications in the 1000 Plants (1KP) initiative: access to gene
family phylogenies and age distributions. GigaScience, 2020, 9, . 3.3 49

20810 Pervasive Suicidal Integrases in Deep-Sea Archaea. Molecular Biology and Evolution, 2020, 37, 1727-1743. 3.5 1

20811 Characterisation of evolutionarily conserved key players affecting eukaryotic flagellar motility and
fertility using a moss model. New Phytologist, 2020, 227, 440-454. 3.5 26

20812 Simulation of Chordate Intron Evolution Using Randomly Generated and Mutated Base Sequences.
Evolutionary Bioinformatics, 2020, 16, 117693432090310. 0.6 2

20813 Reappraising plastid markers of the red algae for phylogenetic community ecology in the genomic era.
Ecology and Evolution, 2020, 10, 1299-1310. 0.8 6

20814 Lysobacter prati sp. nov., isolated from a plateau meadow sample. Antonie Van Leeuwenhoek, 2020, 113,
763-772. 0.7 17



1154

Citation Report

# Article IF Citations

20815 Genome of Tripterygium wilfordii and identification of cytochrome P450 involved in triptolide
biosynthesis. Nature Communications, 2020, 11, 971. 5.8 103

20816 Genomic monitoring to understand the emergence and spread of Usutu virus in the Netherlands,
2016â€“2018. Scientific Reports, 2020, 10, 2798. 1.6 43

20817 Expansion of the genus Imleria in North America to include Imleria floridana, sp. nov., and Imleria
pallida, comb. nov.. Mycologia, 2020, 112, 423-437. 0.8 2

20818 Toward unified molecular surveillance of RSV: A proposal for genotype definition. Influenza and
Other Respiratory Viruses, 2020, 14, 274-285. 1.5 52

20819 Unbiased Identification of Immunogenic Staphylococcus aureus Leukotoxin B-Cell Epitopes. Infection
and Immunity, 2020, 88, . 1.0 5

20820 FeGenie: A Comprehensive Tool for the Identification of Iron Genes and Iron Gene Neighborhoods in
Genome and Metagenome Assemblies. Frontiers in Microbiology, 2020, 11, 37. 1.5 195

20821 Generalist <i>Eimeria</i> species in rodents: Multilocus analyses indicate inadequate resolution of
established markers. Ecology and Evolution, 2020, 10, 1378-1389. 0.8 12

20822
Euwallacea perbrevis (Coleoptera: Curculionidae: Scolytinae), a confirmed pest on Acacia crassicarpa
in Riau, Indonesia, and a new fungal symbiont; Fusarium rekanum sp. nov.. Antonie Van Leeuwenhoek,
2020, 113, 803-823.

0.7 21

20823 Population history of a social spider reveals connection between South American tropical forests.
Zoologischer Anzeiger, 2020, 285, 139-146. 0.4 1

20824 Simplicillium spumae (Cordycipitaceae, Hypocreales), a new hyphomycetes from aquarium foam in
Japan. Mycoscience, 2020, 61, 116-121. 0.3 3

20825 The genome of Shawâ€™s sea snake (Hydrophis curtus) reveals secondary adaptation to its marine
environment. Molecular Biology and Evolution, 2020, 37, 1744-1760. 3.5 28

20826 A molecular survey, whole genome sequencing and phylogenetic analysis of astroviruses from roe
deer. BMC Veterinary Research, 2020, 16, 68. 0.7 4

20827 Comparative Genomic Analysis of a Novel Strain of Taiwan Hot-Spring Cyanobacterium
Thermosynechococcus sp. CL-1. Frontiers in Microbiology, 2020, 11, 82. 1.5 38

20828 Phylogenetic Characterization of Botryosphaeria Strains Associated with Asphondylia Galls on
Species of Lamiaceae. Diversity, 2020, 12, 41. 0.7 15

20829 Hookworms Evade Host Immunity by Secreting a Deoxyribonuclease to Degrade Neutrophil
Extracellular Traps. Cell Host and Microbe, 2020, 27, 277-289.e6. 5.1 53

20830 Evolution of the Small Family of Alternative Splicing Modulators Nuclear Speckle RNA-Binding
Proteins in Plants. Genes, 2020, 11, 207. 1.0 10

20831
Phylogeography and demographic history ofGyrodactylus konovalovi(Monogenoidea:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 107 Td (Gyrodactylidae), an ectoparasite on the East Asia Amur minnow (Cyprinidae) in Central China. Ecology

and Evolution, 2020, 10, 1454-1468.
0.8 2

20832
Comparative Analysis and Molecular Evolution of Class I PI3K Regulatory Subunit p85Î± Reveal the
Structural Similarity Between nSH2 and cSH2 Domains. International Journal of Peptide Research and
Therapeutics, 2020, 26, 2555-2569.

0.9 0



1155

Citation Report

# Article IF Citations

20833 Molecular phylogeny and evolution of Pulmonata (Mollusca: Gastropoda) on the basis of
mitochondrial (16S, COI) and nuclear markers (18S, 28S): an overview. Journal of Genetics, 2020, 99, 1. 0.4 8

20834
Comparative genetic and physiological characterisation of Pectinatus species reveals shared
tolerance to beer-associated stressors but halotolerance specific to pickle-associated strains. Food
Microbiology, 2020, 90, 103462.

2.1 6

20835 Structural Effects and Functional Implications of Phalloidin and Jasplakinolide Binding to Actin
Filaments. Structure, 2020, 28, 437-449.e5. 1.6 83

20836 Viable bacterial colonization is highly limited in the human intestine in utero. Nature Medicine, 2020,
26, 599-607. 15.2 180

20837 EasyPrimer: user-friendly tool for pan-PCR/HRM primers design. Development of an HRM protocol on
wzi gene for fast Klebsiella pneumoniae typing. Scientific Reports, 2020, 10, 1307. 1.6 12

20838 Novel routes towards bioplastics from plants: elucidation of the methylperillate biosynthesis
pathway from Salvia dorisiana trichomes. Journal of Experimental Botany, 2020, 71, 3052-3065. 2.4 13

20839 TRPA1 modulates noxious odor responses in Lygus hesperus. Journal of Insect Physiology, 2020, 122,
104038. 0.9 6

20840 A comparative genomics methodology reveals a widespread family of membrane-disrupting T6SS
effectors. Nature Communications, 2020, 11, 1085. 5.8 60

20841 Four high-quality draft genome assemblies of the marine heterotrophic nanoflagellate Cafeteria
roenbergensis. Scientific Data, 2020, 7, 29. 2.4 22

20842 Variation among S-locus haplotypes and among stylar RNases in almond. Scientific Reports, 2020, 10,
583. 1.6 8

20843 Unorthodox features in two venerid bivalves with doubly uniparental inheritance of mitochondria.
Scientific Reports, 2020, 10, 1087. 1.6 23

20844 Novel human reovirus isolated from children and its long-term circulation with reassortments.
Scientific Reports, 2020, 10, 963. 1.6 16

20845 Dramatic HIV DNA degradation associated with spontaneous HIV suppression and disease-free outcome
in a young seropositive woman following her infection. Scientific Reports, 2020, 10, 2548. 1.6 3

20846 Phylogenomic analysis of trichomycterid catfishes (Teleostei: Siluriformes) inferred from
ultraconserved elements. Scientific Reports, 2020, 10, 2697. 1.6 45

20847 The Evolution History of Feâ€“S Cluster A-Type Assembly Protein Reveals Multiple Gene Duplication
Events and Essential Protein Motifs. Genome Biology and Evolution, 2020, 12, 160-173. 1.1 4

20848 The <i>Ligon lintless</i><i>-2</i> Short Fiber Mutation Is Located within a Terminal Deletion of
Chromosome 18 in Cotton. Plant Physiology, 2020, 183, 277-288. 2.3 17

20849 <i>Shewanella khirikhana</i> sp. nov. â€“ a shrimp pathogen isolated from a cultivation pond exhibiting
early mortality syndrome. Microbial Biotechnology, 2020, 13, 781-795. 2.0 25

20850 A method to generate multilocus barcodes of pinned insect specimens using MiSeq. Molecular
Ecology Resources, 2020, 20, 692-705. 2.2 3



1156

Citation Report

# Article IF Citations

20851 Rapid viral rebound after analytical treatment interruption in patients with very small HIV reservoir
and minimal onâ€•going viral transcription. Journal of the International AIDS Society, 2020, 23, e25453. 1.2 33

20852
In silico analyses suggest the cardiac ganglion of the lobster, Homarus americanus, contains a diverse
array of putative innexin/innexin-like proteins, including both known and novel members of this
protein family. Invertebrate Neuroscience, 2020, 20, 5.

1.8 2

20853 Cyanobacteria in an urban lake: hidden diversity revealed by metabarcoding. Aquatic Ecology, 2020, 54,
671-675. 0.7 3

20854 Population differentiation and historical demography of the threatened snowy plover Charadrius
nivosus (Cassin, 1858). Conservation Genetics, 2020, 21, 387-404. 0.8 6

20855 Three new species of Allobacciger Hafeezullah &amp; Siddiqi, 1970 (Digenea: Monorchiidae) from
Australia and French Polynesia. Marine Biodiversity, 2020, 50, 1. 0.3 9

20856
Insights into the Tricholomatineae (Agaricales, Agaricomycetes): a new arrangement of
Biannulariaceae and Callistosporium, Callistosporiaceae fam. nov., Xerophorus stat. nov., and
Pleurocollybia incorporated into Callistosporium. Fungal Diversity, 2020, 101, 211-259.

4.7 15

20857 Evolutionary perspectives on bee mtDNA from mito-OMICS analyses of a solitary species. Apidologie,
2020, 51, 531-544. 0.9 6

20858 Mouse S100G protein exhibits properties characteristic of a calcium sensor. Cell Calcium, 2020, 87,
102185. 1.1 2

20859 Small heat shock protein genes are developmentally regulated during stress and non-stress
conditions in Blastocladiella emersonii. Fungal Biology, 2020, 124, 482-489. 1.1 2

20860
Recombinant expression, characterization and phylogenetic studies of novels cystatins-like proteins
of sweet orange (Citrus sinensis) and clementine (Citrus clementina). International Journal of
Biological Macromolecules, 2020, 152, 546-553.

3.6 6

20861 Dietary plasticity and the extinction of the passenger pigeon (Ectopistes migratorius). Quaternary
Science Reviews, 2020, 233, 106225. 1.4 19

20862 Investigating the utility of traditional and genomic multi-locus datasets to resolve relationships in
Lipaugus and Tijuca (Cotingidae). Molecular Phylogenetics and Evolution, 2020, 147, 106779. 1.2 2

20863 Complete Genome Sequence of Paenibacillus sp. JZ16, a Plant Growth Promoting Root Endophytic
Bacterium of the Desert Halophyte Zygophyllum Simplex. Current Microbiology, 2020, 77, 1097-1103. 1.0 15

20864 Global determinants of freshwater and marine fish genetic diversity. Nature Communications, 2020, 11,
692. 5.8 97

20865
Study on a Novel Cold-Active and Halotolerant Monoacylglycerol Lipase Widespread in Marine
Bacteria Reveals a New Group of Bacterial Monoacylglycerol Lipases Containing Unusual C(A/S)HSMG
Catalytic Motifs. Frontiers in Microbiology, 2020, 11, 9.

1.5 14

20866 The Genome-Wide Analysis of RALF-Like Genes in Strawberry (Wild and Cultivated) and Five Other Plant
Species (Rosaceae). Genes, 2020, 11, 174. 1.0 6

20867
A Novel Approach to Investigate the Effect of Tree Reconstruction Artifacts in Single-Gene Analysis
Clarifies Opsin Evolution in Nonbilaterian Metazoans. Genome Biology and Evolution, 2020, 12,
3906-3916.

1.1 17

20868
Genetic Diversity and Phylogenetic Analysis of Human Bocavirus 2 in Pediatric Patients with Acute
Gastroenteritis in Taiwan. International Journal of Environmental Research and Public Health, 2020,
17, 1086.

1.2 9



1157

Citation Report

# Article IF Citations

20869 Variant antigen diversity in Trypanosoma vivax is not driven by recombination. Nature
Communications, 2020, 11, 844. 5.8 22

20870 Characterization of plant growth-promoting rhizobacteria from perennial ryegrass and genome
mining of novel antimicrobial gene clusters. BMC Genomics, 2020, 21, 157. 1.2 22

20871 Gut Microbiota Plasticity Influences the Adaptability of Wild and Domestic Animals in Co-inhabited
Areas. Frontiers in Microbiology, 2020, 11, 125. 1.5 23

20872
Community Structures and Antifungal Activity of Root-Associated Endophytic Actinobacteria in
Healthy and Diseased Cucumber Plants and Streptomyces sp. HAAG3-15 as a Promising Biocontrol Agent.
Microorganisms, 2020, 8, 236.

1.6 31

20873 Exceptional subgenome stability and functional divergence in the allotetraploid Ethiopian cereal teff.
Nature Communications, 2020, 11, 884. 5.8 101

20874 Prevalent pH Controls the Capacity of Galdieria maxima to Use Ammonia and Nitrate as a Nitrogen
Source. Plants, 2020, 9, 232. 1.6 11

20875 Genomic diversity in flavobacterial pathogens of aquatic origin. Microbial Pathogenesis, 2020, 142,
104053. 1.3 14

20876 Bacterial community profiling highlights complex diversity and novel organisms in wildlife ticks.
Ticks and Tick-borne Diseases, 2020, 11, 101407. 1.1 13

20877 The earliest farmers of northwest China exploited grain-fed pheasants not chickens. Scientific
Reports, 2020, 10, 2556. 1.6 18

20878 Duplications and Functional Convergence of Intestinal Carbohydrate-Digesting Enzymes. Molecular
Biology and Evolution, 2020, 37, 1657-1666. 3.5 11

20879 Genomic Acquisitions in Emerging Populations of <i>Xanthomonas vasicola</i> pv. <i>vasculorum</i>
Infecting Corn in the United States and Argentina. Phytopathology, 2020, 110, 1161-1173. 1.1 16

20880 Human surveillance and phylogeny of highly pathogenic avian influenza A(H5N8) during an outbreak in
poultry in South Africa, 2017. Influenza and Other Respiratory Viruses, 2020, 14, 266-273. 1.5 9

20881 Novel Reassortant Avian Influenza A(H9N2) Virus Isolate in Migratory Waterfowl in Hubei Province,
China. Frontiers in Microbiology, 2020, 11, 220. 1.5 16

20882 Ecogenomics of the Marine Benthic Filamentous Cyanobacterium Adonisia. Microbial Ecology, 2020,
80, 249-265. 1.4 4

20883 â€œFunnyâ€• channels in cardiac mitochondria modulate membrane potential and oxygen consumption.
Biochemical and Biophysical Research Communications, 2020, 524, 1030-1036. 1.0 12

20884 Protein Interaction Energy Landscapes are Shaped by Functional and also Non-functional Partners.
Journal of Molecular Biology, 2020, 432, 1183-1198. 2.0 10

20885 The genome sequence of celery (Apium graveolens L.), an important leaf vegetable crop rich in apigenin
in the Apiaceae family. Horticulture Research, 2020, 7, 9. 2.9 61

20886 Unique and non-redundant function of <i>csf1r</i> paralogues in regulation and evolution of
post-embryonic development of the zebrafish. Development (Cambridge), 2020, 147, . 1.2 23



1158

Citation Report

# Article IF Citations

20887
Gut Microbiome and Serum Metabolome Analyses Identify Unsaturated Fatty Acids and Butanoate
Metabolism Induced by Gut Microbiota in Patients With Chronic Spontaneous Urticaria. Frontiers in
Cellular and Infection Microbiology, 2020, 10, 24.

1.8 38

20888 Total ammonia nitrogen (TAN) removal performance of a recirculating down-hanging sponge (DHS)
reactor operated at 10 to 20Â Â°C with activated carbon. Aquaculture, 2020, 520, 734963. 1.7 13

20889
Design of a degenerate primer pair to target a bacterial functional community: The hppd bacterial gene
coding for the enzyme targeted by herbicides, a study case. Journal of Microbiological Methods, 2020,
170, 105839.

0.7 4

20890 Isolation of an archaeon at the prokaryoteâ€“eukaryote interface. Nature, 2020, 577, 519-525. 13.7 449

20891 Transfer index, NetUniFrac and some useful shortest path-based distances for community analysis in
sequence similarity networks. Bioinformatics, 2020, 36, 2740-2749. 1.8 2

20892 Multiple lineages of hyperâ€•diverse Zopheridae beetles survived the New Zealand Oligocene Drowning.
Journal of Biogeography, 2020, 47, 927-940. 1.4 17

20893 Biogeographic study of human gut-associated crAssphage suggests impacts from industrialization and
recent expansion. PLoS ONE, 2020, 15, e0226930. 1.1 38

20894 Molecular Diversity of Mytilin-Like Defense Peptides in Mytilidae (Mollusca, Bivalvia). Antibiotics, 2020,
9, 37. 1.5 8

20895
Venom diversity in the Neotropical scorpion genus Tityus: Implications for antivenom design emerging
from molecular and immunochemical analyses across endemic areas of scorpionism. Acta Tropica,
2020, 204, 105346.

0.9 18

20896 An optimized protocol for high yield expression and purification of an extremophilic protein. Protein
Expression and Purification, 2020, 169, 105585. 0.6 1

20897 Mass spectrometry proteomics reveals a function for mammalian CALCOCO1 in MTOR-regulated
selective autophagy. Autophagy, 2020, 16, 2219-2237. 4.3 37

20898 A new lineage of segmented RNA viruses infecting animals. Virus Evolution, 2020, 6, vez061. 2.2 37

20899 Yeast Diversity Associated with the Phylloplane of Corn Plants Cultivated in Thailand.
Microorganisms, 2020, 8, 80. 1.6 33

20900 Mikania micrantha genome provides insights into the molecular mechanism of rapid growth. Nature
Communications, 2020, 11, 340. 5.8 73

20901

Complete mitogenomes of the chlorophycean green algae Bulbochaete rectangularis var. hiloensis
(Oedogoniales) and Stigeoclonium helveticum (Chaetophorales) provide insight into the sequence of
events that led to the acquisition of a reduced-derived pattern of evolution in the
Chlamydomonadales and Sphaeropleales. Mitochondrial DNA Part B: Resources, 2020, 5, 611-613.

0.2 6

20902 Candidatus Neoehrlichia mikurensis is widespread in questing Ixodes ricinus ticks in the Czech
Republic. Ticks and Tick-borne Diseases, 2020, 11, 101371. 1.1 9

20903 Vertical Transmission of a Nematode from Female Lizards to the Brains of Their Offspring. American
Naturalist, 2020, 195, 918-926. 1.0 2

20904
Detection of natural hybridization and delimitation of two closely related operational taxonomic
units of the Astyanax fasciatus (Teleostei: Characidae) complex through integrative approaches.
Biological Journal of the Linnean Society, 2020, 129, 687-700.

0.7 3



1159

Citation Report

# Article IF Citations

20905 A malectin domain kinesin functions in pollen and seed development in Arabidopsis. Journal of
Experimental Botany, 2020, 71, 1828-1841. 2.4 19

20906 The Tc1-like elements with the spliceosomal introns in mollusk genomes. Molecular Genetics and
Genomics, 2020, 295, 621-633. 1.0 8

20907
Synnematotriadelphia gen. nov. (S. stilboidea comb. nov. and S. synnematofera comb. nov.) and
Triadelphia hexaformispora sp. nov. in the family Triadelphiaceae. Mycological Progress, 2020, 19,
127-137.

0.5 5

20908 Genetic diversity and morphological variation in African boxthorn (Lycium ferocissimum) â€“
Characterising the target weed for biological control. Biological Control, 2020, 143, 104206. 1.4 11

20909 Molecular confirmation, constituents and cytotoxicity evaluation of two medicinal Piper species
used by the Manobo tribe of Agusan del Sur, Philippines. Phytochemistry Letters, 2020, 36, 24-31. 0.6 13

20910 High parasite diversity in a neglected host: larval trematodes of<i>Bithynia tentaculata</i>in Central
Europe. Journal of Helminthology, 2020, 94, e120. 0.4 18

20911 A possible role for autoimmunity through molecular mimicry in alphavirus mediated arthritis.
Scientific Reports, 2020, 10, 938. 1.6 31

20912 Expression Atlas of <i>Selaginella moellendorffii</i> Provides Insights into the Evolution of
Vasculature, Secondary Metabolism, and Roots. Plant Cell, 2020, 32, 853-870. 3.1 39

20913
Genomeâ€•wide nuclear data confirm two species in the Alpine endemic land snailNoricella oreinoss.l.
(Gastropoda, Hygromiidae). Journal of Zoological Systematics and Evolutionary Research, 2020, 58,
982-1004.

0.6 3

20914 On the genus Crossaster (Echinodermata: Asteroidea) and its distribution. PLoS ONE, 2020, 15,
e0227223. 1.1 6

20915 Preferential Coupling of Dopamine D2S and D2L Receptor Isoforms with Gi1 and Gi2 Proteinsâ€”In Silico
Study. International Journal of Molecular Sciences, 2020, 21, 436. 1.8 14

20916
Stargazing under the sea: molecular and morphological data reveal a constellation of species in the
Berthella stellata (Risso, 1826) species complex (Mollusca, Heterobranchia, Pleurobranchidae). Marine
Biodiversity, 2020, 50, 1.

0.3 6

20917 Hybridization between subterranean tuco-tucos (Rodentia, Ctenomyidae) with contrasting
phylogenetic positions. Scientific Reports, 2020, 10, 1502. 1.6 13

20918
Phylogenetic relationships of a new genus and species of stevardiine fish (Characiformes: Characidae:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 227 Td (Stevardiinae) from the RÃo Amazonas basin, Peru. Journal of Zoological Systematics and Evolutionary

Research, 2020, 58, 387-407.
0.6 4

20919 Plateau Grass and Greenhouse Flower? Distinct Genetic Basis of Closely Related Toad Tadpoles
Respectively Adapted to High Altitude and Karst Caves. Genes, 2020, 11, 123. 1.0 4

20920 New EST-SSR Markers for Individual Genotyping of Opium Poppy Cultivars (Papaver somniferum L.).
Plants, 2020, 9, 10. 1.6 22

20921 Virus Discovery in Desert Tortoise Fecal Samples: Novel Circular Single-Stranded DNA Viruses.
Viruses, 2020, 12, 143. 1.5 26

20922 Cellular localization, cloning and expression of Leishmania braziliensis Phospholipase A1. Microbial
Pathogenesis, 2020, 141, 104010. 1.3 5



1160

Citation Report

# Article IF Citations

20923 Ancestry and adaptive radiation of Bacteroidetes as assessed by comparative genomics. Systematic and
Applied Microbiology, 2020, 43, 126065. 1.2 17

20924 Increased replication of dissimilatory nitrate-reducing bacteria leads to decreased anammox
bioreactor performance. Microbiome, 2020, 8, 7. 4.9 42

20925
Prevalence and genotyping of bovine Cryptosporidium species in the Mediterranean and Central
Anatolia Region of Turkey. Comparative Immunology, Microbiology and Infectious Diseases, 2020, 69,
101425.

0.7 21

20926 Competitive oxidation and ubiquitylation on the evolutionarily conserved cysteine confer
tissue-specific stabilization of Insig-2. Nature Communications, 2020, 11, 379. 5.8 12

20927 Thiopeptide Defense by an Antâ€™s Bacterial Symbiont. Journal of Natural Products, 2020, 83, 725-729. 1.5 13

20928 Intragenic recombination influences rotavirus diversity and evolution. Virus Evolution, 2020, 6,
vez059. 2.2 23

20929 Genome-Based Comparison of All Species of the Genus Moorella, and Status of the Species Moorella
thermoacetica and Moorella thermoautotrophica. Frontiers in Microbiology, 2019, 10, 3070. 1.5 12

20930
Analysis of Active Site Architecture and Reaction Product Linkage Chemistry Reveals a Conserved
Cleavage Substrate for an Endo-alpha-mannanase within Diverse Yeast Mannans. Journal of Molecular
Biology, 2020, 432, 1083-1097.

2.0 16

20931 Mineralization and nitrification: Archaea dominate ammonia-oxidising communities in grassland soils.
Soil Biology and Biochemistry, 2020, 143, 107725. 4.2 44

20932 Taxonomic study of Endogonaceae in the Japanese islands: New species ofEndogone, Jimgerdemannia,
andVinositunica, gen. nov.. Mycologia, 2020, 112, 309-328. 0.8 4

20933 Cleaner strategies on the effective elimination of toxic chromium from wastewater using coupled
electrochemical/biological systems. Environmental Progress and Sustainable Energy, 2020, 39, e13399. 1.3 11

20934 Memory B Cell Activation, Broad Anti-influenza Antibodies, and Bystander Activation Revealed by
Single-Cell Transcriptomics. Cell Reports, 2020, 30, 905-913.e6. 2.9 139

20935 <i>Casimicrobium huifangae</i> gen. nov., sp. nov., a Ubiquitous â€œMost-Wantedâ€• Core Bacterial Taxon
from Municipal Wastewater Treatment Plants. Applied and Environmental Microbiology, 2020, 86, . 1.4 26

20936
Structural characterization and polymorphism analysis of the NS2B-NS3 protease from the 2017
Brazilian circulating strain of Yellow Fever virus. Biochimica Et Biophysica Acta - General Subjects,
2020, 1864, 129521.

1.1 11

20937 Mitochondrial genome to aid species delimitation and effective conservation of the Sharpnose
Guitarfish (Glaucostegus granulatus). Meta Gene, 2020, 24, 100648. 0.3 13

20938 Snake Recombination Landscapes Are Concentrated in Functional Regions despite PRDM9. Molecular
Biology and Evolution, 2020, 37, 1272-1294. 3.5 45

20939 Venomics of the ectoparasitoid wasp Bracon nigricans. BMC Genomics, 2020, 21, 34. 1.2 20

20940 First report of Osedax in the Indian Ocean indicative of trans-oceanic dispersal through the Southern
Ocean. Marine Biodiversity, 2020, 50, 1. 0.3 8



1161

Citation Report

# Article IF Citations

20941 Phylogenetic analysis of achaeteâ€“scute complex genes in metazoans. Molecular Genetics and
Genomics, 2020, 295, 591-606. 1.0 0

20942 Dynamic changes in community composition of Scenedesmus-seeded artificial, engineered microalgal
biofilms. Algal Research, 2020, 46, 101805. 2.4 13

20943 Native mycorrhizal communities of olive tree roots as affected by protective green cover and soil
tillage. Applied Soil Ecology, 2020, 149, 103520. 2.1 10

20944 Comparative genomics of Lactobacillus fermentum suggests a free-living lifestyle of this lactic acid
bacterial species. Food Microbiology, 2020, 89, 103448. 2.1 34

20945
A highly sensitive semi-nested real-time PCR utilizing oligospermine-conjugated degenerate primers for
the detection of diverse strains of small ruminant lentiviruses. Molecular and Cellular Probes, 2020,
51, 101528.

0.9 13

20946 Microbial community composition and its role in volatile compound formation during the
spontaneous fermentation of ice wine made from Vidal grapes. Process Biochemistry, 2020, 92, 365-377. 1.8 39

20947 A LAMP at the end of the tunnel: A rapid, field deployable assay for the kauri dieback pathogen,
Phytophthora agathidicida. PLoS ONE, 2020, 15, e0224007. 1.1 18

20948 Antimicrobial activity of LysSS, a novel phage endolysin, against Acinetobacter baumannii and
Pseudomonas aeruginosa. Journal of Global Antimicrobial Resistance, 2020, 22, 32-39. 0.9 68

20949 Study on indoor and outdoor permeability coefficients and bacterial components, sources of fine
particles in severe cold region of China. Sustainable Cities and Society, 2020, 55, 102020. 5.1 5

20950 A taxonomic conundrum: Characterizing a cryptic radiation of Asian gracile skinks (Squamata:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (Scincidae: Riopa) in Myanmar. Molecular Phylogenetics and Evolution, 2020, 146, 106754.1.2 2

20951 Cuticular Structure Proteomics in the Pea Aphid <i>Acyrthosiphon pisum</i> Reveals New Plant Virus
Receptor Candidates at the Tip of Maxillary Stylets. Journal of Proteome Research, 2020, 19, 1319-1337. 1.8 25

20952 Can Green Algal Plastid Genome Size Be Explained by DNA Repair Mechanisms?. Genome Biology and
Evolution, 2020, 12, 3797-3802. 1.1 13

20953 Duplication and functional divergence of a calcium sensor in the Brassicaceae. Journal of
Experimental Botany, 2020, 71, 2782-2795. 2.4 7

20954 Systematics and evolution of Kibramoa Chamberlin 1924 (Araneae: Plectreuridae) from the California
Floristic Province. Journal of Zoological Systematics and Evolutionary Research, 2020, 58, 114-126. 0.6 3

20955 Genomic characterization and transmission efficiency by its vector Bemisia tabaci of a novel
recombinant strain of potato yellow mosaic virus. Tropical Plant Pathology, 2020, 45, 91-95. 0.8 1

20956 Phylogenetic relationships of the Chinese torrent frogs (Ranidae: Amolops) revealed by phylogenomic
analyses of AFLP-Capture data. Molecular Phylogenetics and Evolution, 2020, 146, 106753. 1.2 13

20957
Evidence for divergence between sympatric stone charr and Dolly Varden along unique
environmental gradients in Kamchatka. Journal of Zoological Systematics and Evolutionary Research,
2020, 58, 1135-1150.

0.6 11

20958 Pre-Columbian zoonotic enteric parasites: An insight into Puerto Rican indigenous culture diets and
life styles. PLoS ONE, 2020, 15, e0227810. 1.1 13



1162

Citation Report

# Article IF Citations

20959 Redundancy and Specificity of Type VI Secretion vgrG Loci in Antibacterial Activity of Agrobacterium
tumefaciens 1D1609 Strain. Frontiers in Microbiology, 2019, 10, 3004. 1.5 18

20960 Comparative Transcriptome Analysis of Different Dendrobium Species Reveals Active
Ingredients-Related Genes and Pathways. International Journal of Molecular Sciences, 2020, 21, 861. 1.8 23

20961 Unique k-mers as Strain-Specific Barcodes for Phylogenetic Analysis and Natural Microbiome
Profiling. International Journal of Molecular Sciences, 2020, 21, 944. 1.8 7

20962 Evolution of Photorespiratory Glycolate Oxidase among Archaeplastida. Plants, 2020, 9, 106. 1.6 9

20963 A mitogenomic phylogeny of chitons (Mollusca: Polyplacophora). BMC Evolutionary Biology, 2020, 20,
22. 3.2 35

20964 Analysis of the Rdr1Â gene family in different Rosaceae genomes reveals an origin of an R-gene cluster
after the split of Rubeae within the Rosoideae subfamily. PLoS ONE, 2020, 15, e0227428. 1.1 5

20965
Systematic Analysis of the DNA Methylase and Demethylase Gene Families in Rapeseed (Brassica napus L.)
and Their Expression Variations After Salt and Heat stresses. International Journal of Molecular
Sciences, 2020, 21, 953.

1.8 16

20966 Genome-Wide Analysis of the MYB Transcription Factor Superfamily in Physcomitrella patens.
International Journal of Molecular Sciences, 2020, 21, 975. 1.8 36

20967 Two Distinct Genotypes of Spissistilus festinus (Say, 1830) (Hemiptera, Membracidae) in the United
States Revealed by Phylogenetic and Morphological Analyses. Insects, 2020, 11, 80. 1.0 4

20968 Evaluation of A Phylogenetic Pipeline to Examine Transmission Networks in A Canadian HIV Cohort.
Microorganisms, 2020, 8, 196. 1.6 7

20969 Genomic variance of the 2019â€•nCoV coronavirus. Journal of Medical Virology, 2020, 92, 522-528. 2.5 353

20970
The chloroplast genome sequence of the green macroalga Caulerpa okamurae (Ulvophyceae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 307 Td (Chlorophyta): Its structural features, organization and phylogenetic analysis. Marine Genomics, 2020,

53, 100752.
0.4 3

20971 Transcriptome reconstruction and functional analysis of eukaryotic marine plankton communities via
high-throughput metagenomics and metatranscriptomics. Genome Research, 2020, 30, 647-659. 2.4 50

20972 The Yeast Atlas of Appalachia: Species and Phenotypic Diversity of Herbicide Resistance in Wild Yeast.
Diversity, 2020, 12, 139. 0.7 5

20973 Doubleâ€•stranded RNAs targeting inhibitor of apoptosis gene show no significant crossâ€•species activity.
Archives of Insect Biochemistry and Physiology, 2020, 104, e21683. 0.6 2

20974
Tracking the evolutionary history of the Allium ampeloprasum L. complex (section Allium) provides
evidence of the contribution of North African diploids to the formation of allopolyploid
horticultural groups. Genetic Resources and Crop Evolution, 2020, 67, 1885-1904.

0.8 2

20975 Different effects of carbohydrate binding modules on the viscoelasticity of nanocellulose gels.
Biochemistry and Biophysics Reports, 2020, 22, 100766. 0.7 5

20976 A draft genome assembly of spotted hyena, Crocuta crocuta. Scientific Data, 2020, 7, 126. 2.4 6



1163

Citation Report

# Article IF Citations

20977 The Great Oxidation Event expanded the genetic repertoire of arsenic metabolism and cycling.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117, 10414-10421. 3.3 96

20978 Genetic analysis of Aedes aegypti captured at two international airports serving to the Greater Tokyo
Area during 2012â€“2015. PLoS ONE, 2020, 15, e0232192. 1.1 7

20979 Phytoplankton pangenome reveals extensive prokaryotic horizontal gene transfer of diverse
functions. Science Advances, 2020, 6, eaba0111. 4.7 36

20980 Search for polyoma-, herpes-, and bornaviruses in squirrels of the family Sciuridae. Virology Journal,
2020, 17, 42. 1.4 11

20981 DNA Barcoding of Nematodes Using the MinION. Frontiers in Ecology and Evolution, 2020, 8, . 1.1 26

20982 Multiple Factors Determine the Structure of Bacterial Communities Associated With Aedes albopictus
Under Artificial Rearing Conditions. Frontiers in Microbiology, 2020, 11, 605. 1.5 23

20983 Fine Resolution Analysis of Microbial Communities Provides Insights Into the Variability of Cocoa
Bean Fermentation. Frontiers in Microbiology, 2020, 11, 650. 1.5 24

20984 Detecting Introgression Between Members of the Fusarium fujikuroi and F. oxysporum Species
Complexes by Comparative Mitogenomics. Frontiers in Microbiology, 2020, 11, 1092. 1.5 9

20985
Taxogenomics of the Genus Cyclobacterium: Cyclobacterium xiamenense and Cyclobacterium
halophilum as Synonyms and Description of Cyclobacterium plantarum sp. nov.. Microorganisms,
2020, 8, 610.

1.6 12

20986 Characterization of Potato Virus Y Isolates and Assessment of Nanopore Sequencing to Detect and
Genotype Potato Viruses. Viruses, 2020, 12, 478. 1.5 48

20987 Effects of di-n-butyl phthalate and di-2-ethylhexyl phthalate on pollutant removal and microbial
community during wastewater treatment. Ecotoxicology and Environmental Safety, 2020, 198, 110665. 2.9 24

20988 Haplotype-resolved genomes provide insights into structural variation and gene content in Angus and
Brahman cattle. Nature Communications, 2020, 11, 2071. 5.8 84

20989 Genomic characterization of Lactobacillus fermentum DSM 20052. BMC Genomics, 2020, 21, 328. 1.2 15

20990 Prevalence of trypanosomes associated with drug resistance in Shimba Hills, Kwale County, Kenya.
BMC Research Notes, 2020, 13, 234. 0.6 12

20991 Improved bacterial RNA-seq by Cas9-based depletion of ribosomal RNA reads. Rna, 2020, 26, 1069-1078. 1.6 37

20992 Master Regulator Analysis of the SARS-CoV-2/Human Interactome. Journal of Clinical Medicine, 2020, 9,
982. 1.0 160

20993 Coinfections of Novel Polyomavirus, Anelloviruses and a Recombinant Strain of Myxoma
Virus-MYXV-Tol Identified in Iberian Hares. Viruses, 2020, 12, 340. 1.5 6

20994 Genotyping of Campylobacter jejuni Isolates from Poultry by Clustered Regularly Interspaced Short
Palindromic Repeats (CRISPR). Current Microbiology, 2020, 77, 1647-1652. 1.0 7



1164

Citation Report

# Article IF Citations

20995 Opening the Trojan horse: phylogeny of Astyanax, two new genera and resurrection of Psalidodon
(Teleostei: Characidae). Zoological Journal of the Linnean Society, 0, , . 1.0 29

20996 Diverse groups of fungi are associated with plastics in the surface waters of the Western South
Atlantic and the Antarctic Peninsula. Molecular Ecology, 2020, 29, 1903-1918. 2.0 67

20997 Identification of Clostridioides difficile-Inhibiting Gut Commensals Using Culturomics, Phenotyping,
and Combinatorial Community Assembly. MSystems, 2020, 5, . 1.7 39

20998 Entropy based analysis of vertebrate sperm protamines sequences: evidence of potential dityrosine and
cysteine-tyrosine cross-linking in sperm protamines. BMC Genomics, 2020, 21, 277. 1.2 2

20999 A systematic pipeline for classifying bacterial operons reveals the evolutionary landscape of biofilm
machineries. PLoS Computational Biology, 2020, 16, e1007721. 1.5 28

21000 The trisaccharide melezitose impacts honey bees and their intestinal microbiota. PLoS ONE, 2020, 15,
e0230871. 1.1 18

21001 Mutations in a Novel Cadherin Gene Associated with Bt Resistance in <i>Helicoverpa zea</i>. G3: Genes,
Genomes, Genetics, 2020, 10, 1563-1574. 0.8 14

21002 A Continuum of Evolving De Novo Genes Drives Protein-Coding Novelty in Drosophila. Journal of
Molecular Evolution, 2020, 88, 382-398. 0.8 60

21003 Fungal Kti12 proteins display unusual linker regions and unique ATPase p-loops. Current Genetics,
2020, 66, 823-833. 0.8 5

21004 The Mitochondrial Iron-Regulated (MIR) gene is Oryza genus specific and evolved before speciation
within the Oryza sativa complex. Planta, 2020, 251, 94. 1.6 7

21005 A bi-objective function optimization approach for multiple sequence alignment using genetic
algorithm. Soft Computing, 2020, 24, 15871-15888. 2.1 10

21006 Aureliella helgolandensis gen. nov., sp. nov., a novel Planctomycete isolated from a jellyfish at the
shore of the island Helgoland. Antonie Van Leeuwenhoek, 2020, 113, 1839-1849. 0.7 19

21007 Description of Polystyrenella longa gen. nov., sp. nov., isolated from polystyrene particles incubated
in the Baltic Sea. Antonie Van Leeuwenhoek, 2020, 113, 1851-1862. 0.7 14

21008 Lignipirellula cremea gen. nov., sp. nov., a planctomycete isolated from wood particles in a brackish
river estuary. Antonie Van Leeuwenhoek, 2020, 113, 1863-1875. 0.7 15

21009 The effect of Lactobacillus plantarum administration on the intestinal microbiota of whiteleg shrimp
Penaeus vannamei. Aquaculture, 2020, 526, 735331. 1.7 50

21010 Speciation Associated with Shifts in Migratory Behavior in an Avian Radiation. Current Biology, 2020,
30, 1312-1321.e6. 1.8 45

21011 Parallel Evolution in the Integration of a Co-obligate Aphid Symbiosis. Current Biology, 2020, 30,
1949-1957.e6. 1.8 54

21012
Weak population structure and recent demographic expansion of the monogenean parasite
Kapentagyrus spp. infecting clupeid fishes of Lake Tanganyika, East Africa. International Journal for
Parasitology, 2020, 50, 471-486.

1.3 20



1165

Citation Report

# Article IF Citations

21013
Characterization of aortic and brachiocephalic filariasis by Filarioidea sp
(Nematoda:Spirurida:Filarioidea) in Mexican ramphastids. International Journal for Parasitology:
Parasites and Wildlife, 2020, 11, 282-286.

0.6 1

21014
NaStEP, an essential protein for self-incompatibility in Nicotiana, performs a dual activity as a
proteinase inhibitor and as a voltage-dependent channel blocker. Plant Physiology and Biochemistry,
2020, 151, 352-361.

2.8 4

21015 Metatranscriptomic virome assessment of Rhipicephalus microplus from Colombia. Ticks and
Tick-borne Diseases, 2020, 11, 101426. 1.1 15

21016 Phylodynamics of sunflower chlorotic mottle virus, an emerging pathosystem. Virology, 2020, 545,
33-39. 1.1 2

21017 Cryptic diversity and ancient diversification in the northern Atlantic Forest Pristimantis (Amphibia,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Anura, Craugastoridae). Molecular Phylogenetics and Evolution, 2020, 148, 106811.1.2 19

21018
Vicariance, dispersal, extinction and hybridization underlie the evolutionary history of Atlantic
forest fire-eye antbirds (Aves: Thamnophilidae). Molecular Phylogenetics and Evolution, 2020, 148,
106820.

1.2 5

21019 Chromosome-level genome assembly, annotation and evolutionary analysis of the ornamental plant
Asparagus setaceus. Horticulture Research, 2020, 7, 48. 2.9 27

21020 The sterlet sturgeon genome sequence and the mechanisms of segmental rediploidization. Nature
Ecology and Evolution, 2020, 4, 841-852. 3.4 159

21021 Adaptive evolution of virulence and persistence in carbapenem-resistant Klebsiella pneumoniae. Nature
Medicine, 2020, 26, 705-711. 15.2 148

21022 Draft genomes of two Atlantic bay scallop subspecies Argopecten irradians irradians and A. i.
concentricus. Scientific Data, 2020, 7, 99. 2.4 37

21023 Genomic Epidemiology of Vancomycin-Resistant Enterococcus faecium (VREfm) in Latin America:
Revisiting The Global VRE Population Structure. Scientific Reports, 2020, 10, 5636. 1.6 39

21024 Structural basis for substrate and product recognition in human phosphoglucomutase-1 (PGM1)
isoform 2, a member of the Î±-d-phosphohexomutase superfamily. Scientific Reports, 2020, 10, 5656. 1.6 9

21025 Metagenomic views of microbial dynamics influenced by hydrocarbon seepage in sediments of theÂ Gulf
of Mexico. Scientific Reports, 2020, 10, 5772. 1.6 21

21026 SMRT sequencing of the Oryza rufipogon genome reveals the genomic basis of rice adaptation.
Communications Biology, 2020, 3, 167. 2.0 20

21027 A molecular phylogeny of Callianassidae and related families (Crustacea : Decapoda : Axiidea) with
morphological support. Invertebrate Systematics, 2020, 34, 113. 0.5 26

21028 Distinct Life Histories Impact Dikaryotic Genome Evolution in the Rust Fungus Puccinia striiformis
Causing Stripe Rust in Wheat. Genome Biology and Evolution, 2020, 12, 597-617. 1.1 34

21029 Gene Duplication in the Honeybee: Patterns of DNA Methylation, Gene Expression, and Genomic
Environment. Molecular Biology and Evolution, 2020, 37, 2322-2331. 3.5 16

21030 Extraordinary Sequence Diversity and Promiscuity of Centromeric Satellites in the Legume Tribe
Fabeae. Molecular Biology and Evolution, 2020, 37, 2341-2356. 3.5 42



1166

Citation Report

# Article IF Citations

21031 Type II and type IV toxinâ€“antitoxin systems show different evolutionary patterns in the global
Klebsiella pneumoniae population. Nucleic Acids Research, 2020, 48, 4357-4370. 6.5 14

21032 De novo diploid genome assembly for genome-wide structural variant detection. NAR Genomics and
Bioinformatics, 2020, 2, lqz018. 1.5 9

21033 Biochemical and Genetic Analysis Identify CSLD3 as a beta-1,4-Glucan Synthase That Functions during
Plant Cell Wall Synthesis. Plant Cell, 2020, 32, 1749-1767. 3.1 49

21034 The Taxonomy and Diversity of <i>Proschkinia</i> (Bacillariophyta), A Common But Enigmatic Genus
from Marine Coasts. Journal of Phycology, 2020, 56, 953-978. 1.0 5

21035
A recombination between two Type 1 Porcine Reproductive and Respiratory Syndrome Virus (PRRSVâ€•1)
vaccine strains has caused severe outbreaks in Danish pigs. Transboundary and Emerging Diseases,
2020, 67, 1786-1796.

1.3 33

21036 MEKK2 inhibits activation of MAP kinases in Arabidopsis. Plant Journal, 2020, 103, 705-714. 2.8 16

21037 Alternative Splicing in the Nuclear Receptor Superfamily Expands Gene Function to Refine
Endo-Xenobiotic Metabolism. Drug Metabolism and Disposition, 2020, 48, 272-287. 1.7 10

21038 Horizontal gene transfer of <i>Fhb7</i> from fungus underlies <i>Fusarium</i> head blight resistance
in wheat. Science, 2020, 368, . 6.0 398

21039 <i>Actinomyces</i> Produces Defensin-Like Bacteriocins (Actifensins) with a Highly Degenerate
Structure and Broad Antimicrobial Activity. Journal of Bacteriology, 2020, 202, . 1.0 27

21040 From the Inside Out: an Epibiotic <i>Bdellovibrio</i> Predator with an Expanded Genomic Complement.
Journal of Bacteriology, 2020, 202, . 1.0 14

21041 Flexible Cobamide Metabolism in <i>Clostridioides</i> ( <i>Clostridium</i> ) <i>difficile</i> 630 Î”
<i>erm</i>. Journal of Bacteriology, 2020, 202, . 1.0 13

21042 Pel Polysaccharide Biosynthesis Requires an Inner Membrane Complex Comprised of PelD, PelE, PelF,
and PelG. Journal of Bacteriology, 2020, 202, . 1.0 29

21043 The Gut Microbiota in Camellia Weevils Are Influenced by Plant Secondary Metabolites and Contribute
to Saponin Degradation. MSystems, 2020, 5, . 1.7 44

21044 Evolution and domestication of Tc1/mariner transposons in the genome of African coelacanth
(Latimeria chalumnae). Genome, 2020, 63, 375-386. 0.9 1

21045
Comparative Metagenome-Assembled Genome Analysis of â€œCandidatus Lachnocurva vaginaeâ€•, Formerly
Known as Bacterial Vaginosis-Associated Bacteriumâˆ’1 (BVAB1). Frontiers in Cellular and Infection
Microbiology, 2020, 10, 117.

1.8 49

21046 GCN2-Like Kinase Modulates Stress Granule Formation During Nutritional Stress in Trypanosoma
cruzi. Frontiers in Cellular and Infection Microbiology, 2020, 10, 149. 1.8 8

21047 A Tale of Winglets: Evolution of Flight Morphology in Stick Insects. Frontiers in Ecology and
Evolution, 2020, 8, . 1.1 23

21048 Evolutionary Dynamics of Multigene Families in Triportheus (Characiformes, Triportheidae): A
Transposon Mediated Mechanism?. Frontiers in Marine Science, 2020, 7, . 1.2 14



1167

Citation Report

# Article IF Citations

21049 LysM Proteins Regulate Fungal Development and Contribute to Hyphal Protection and Biocontrol
Traits in Clonostachys rosea. Frontiers in Microbiology, 2020, 11, 679. 1.5 32

21050 Traditional Chinese Medicine and Gut Microbiome: Their Respective and Concert Effects on
Healthcare. Frontiers in Pharmacology, 2020, 11, 538. 1.6 32

21051 Differential Genome Size and Repetitive DNA Evolution in Diploid Species of Melampodium sect.
Melampodium (Asteraceae). Frontiers in Plant Science, 2020, 11, 362. 1.7 37

21052 Copper/Zinc Superoxide Dismutase from the Crocodile Icefish Chionodraco hamatus: Antioxidant
Defense at Constant Sub-Zero Temperature. Antioxidants, 2020, 9, 325. 2.2 22

21053 Genomic and Transcriptomic Analysis Identified Novel Putative Cassava lncRNAs Involved in Cold and
Drought Stress. Genes, 2020, 11, 366. 1.0 20

21054 Heliocephala variabilis and Pseudopenidiella vietnamensis: Two New Hyphomycetous Species in the
Microthyriaceae (Dothideomycetes) from Vietnam. Microorganisms, 2020, 8, 478. 1.6 3

21055 Functional Analysis of a Polluted River Microbiome Reveals a Metabolic Potential for Bioremediation.
Microorganisms, 2020, 8, 554. 1.6 11

21056 Salmonella Pathogenicity Island 1 (SPI-1): The Evolution and Stabilization of a Core Genomic Type Three
Secretion System. Microorganisms, 2020, 8, 576. 1.6 26

21057 Mechanisms Underlying the Rhizosphere-To-Rhizoplane Enrichment of Cellvibrio Unveiled by
Genome-Centric Metagenomics and Metatranscriptomics. Microorganisms, 2020, 8, 583. 1.6 14

21058 Limited Microcystin, Anatoxin and Cylindrospermopsin Production by Cyanobacteria from Microbial
Mats in Cold Deserts. Toxins, 2020, 12, 244. 1.5 17

21059 Identification and RNAi Profile of a Novel Iflavirus Infecting Senegalese Aedes vexans arabiensis
Mosquitoes. Viruses, 2020, 12, 440. 1.5 16

21060 Molecular Epidemiology of the HIV-1 Subtype B Sub-Epidemic in Bulgaria. Viruses, 2020, 12, 441. 1.5 6

21061 A Complex of Badnavirus Species Infecting Cacao Reveals Mixed Infections, Extensive Genomic
Variability, and Interspecific Recombination. Viruses, 2020, 12, 443. 1.5 19

21062 Translating the language of giants: translation-related genes as a major contribution of giant viruses
to the virosphere. Archives of Virology, 2020, 165, 1267-1278. 0.9 7

21063
High functional diversity among <i>Nitrospira</i> populations that dominate rotating biological
contactor microbial communities in a municipal wastewater treatment plant. ISME Journal, 2020, 14,
1857-1872.

4.4 91

21064 Complete mitochondrial genome of Carijoa riisei (Duchassaing & Michelotti, 1860) (Octocorallia:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (Alcyonacea: Stolonifera: Clavulariidae). Mitochondrial DNA Part B: Resources, 2020, 5, 1826-1827.0.2 3

21065 Identification and evolution of C4 photosynthetic pathway genes in plants. BMC Plant Biology, 2020,
20, 132. 1.6 6

21066 Histone H3 gene is not a suitable marker to distinguish Alternaria tenuissima from A. alternata
affecting potato. PLoS ONE, 2020, 15, e0231961. 1.1 1



1168

Citation Report

# Article IF Citations

21067 Prevalence of Antimicrobial Resistance and Hemolytic Phenotypes in Culturable Arctic Bacteria.
Frontiers in Microbiology, 2020, 11, 570. 1.5 29

21068 From sequence to function: a new workflow for nitrilase identification. Applied Microbiology and
Biotechnology, 2020, 104, 4957-4970. 1.7 9

21069 Sex chromosome evolution in parasitic nematodes of humans. Nature Communications, 2020, 11, 1964. 5.8 38

21070 Charcot-Marie-Tooth Type 2B: A New Phenotype Associated with a Novel RAB7A Mutation and Inhibited
EGFR Degradation. Cells, 2020, 9, 1028. 1.8 20

21071 Arbuscular Mycorrhizal Fungal Assemblages Significantly Shifted upon Bacterial Inoculation in
Non-Contaminated and Petroleum-Contaminated Environments. Microorganisms, 2020, 8, 602. 1.6 19

21072 Experimental Infection Using Mouse-Adapted Influenza B Virus in a Mouse Model. Viruses, 2020, 12, 470. 1.5 5

21073
Simultaneous hydrogen production and decolorization of denim textile wastewater: kinetics of
decolorizing of indigo dye by bacterial and fungal strains. Brazilian Journal of Microbiology, 2020, 51,
701-709.

0.8 8

21074
Combining data integration and molecular dynamics for target identification in
Î±-Synuclein-aggregating neurodegenerative diseases: Structural insights on Synaptojanin-1 (Synj1).
Computational and Structural Biotechnology Journal, 2020, 18, 1032-1042.

1.9 3

21075 Identification and Characterization of Fungi Causing Thread Blight Diseases on Cacao in Ghana. Plant
Disease, 2020, 104, 3033-3042. 0.7 11

21076 Genome Sequencing and Analysis of the Hypocrellin-Producing Fungus Shiraia bambusicola S4201.
Frontiers in Microbiology, 2020, 11, 643. 1.5 7

21077 A functionally informed evolutionary framework for the study of LRR-RLKs during stem cell
maintenance. Journal of Plant Research, 2020, 133, 331-342. 1.2 10

21078 Phylogeny and cultivation of the holocarpic oomycete Diatomophthora perforans comb. nov., an
endoparasitoid of marine diatoms. Mycological Progress, 2020, 19, 441-454. 0.5 10

21079 Docking data of selected human linker histone variants to the nucleosome. Data in Brief, 2020, 30,
105580. 0.5 1

21080 MiDaf16-like and MiSkn1-like gene families are reliable targets to develop biotechnological tools for
the control and management of Meloidogyne incognita. Scientific Reports, 2020, 10, 6991. 1.6 18

21081 Structural evidence for a latch mechanism regulating access to the active site of SufS-family cysteine
desulfurases. Acta Crystallographica Section D: Structural Biology, 2020, 76, 291-301. 1.1 8

21082 The Remarkable Dual-Level Diversity of Prokaryotic Flagellins. MSystems, 2020, 5, . 1.7 11

21083 Lysine Acetyltransferase p300/CBP Plays an Important Role in Reproduction, Embryogenesis and
Longevity of the Pea Aphid Acyrthosiphon pisum. Insects, 2020, 11, 265. 1.0 13

21084 Redox Coenzyme F <sub>420</sub> Biosynthesis in <i>Thermomicrobia</i> Involves Reduction by
Stand-Alone Nitroreductase Superfamily Enzymes. Applied and Environmental Microbiology, 2020, 86, . 1.4 12



1169

Citation Report

# Article IF Citations

21085 A New Family of DNA Viruses Causing Disease in Crustaceans from Diverse Aquatic Biomes. MBio, 2020,
11, . 1.8 62

21086 Humans Are Selectively Exposed to Pneumocystis jirovecii. MBio, 2020, 11, . 1.8 8

21087 Exploring the success of Brazilian endemic clone Pseudomonas aeruginosa ST277 and its association
with the CRISPR-Cas system type I-C. BMC Genomics, 2020, 21, 255. 1.2 15

21088 Comparative analysis of structural and functional aspects of phytoene synthase from Meiothermus
taiwanensis strain RP. Annals of Microbiology, 2020, 70, . 1.1 1

21089 Genome-centric resolution of novel microbial lineages in an excavated Centrosaurus dinosaur fossil
bone from the Late Cretaceous of North America. Environmental Microbiomes, 2020, 15, 8. 2.2 8

21090 Draft Genome Assembly for the Tibetan Black Bear (Ursus thibetanus thibetanus). Frontiers in
Genetics, 2020, 11, 231. 1.1 8

21091 Inconspicuous genetic and morphological patterns challenge the taxonomic status of endemic species
Bodianus insularis (Labridae). Zoologischer Anzeiger, 2020, 286, 43-51. 0.4 2

21092 Molecular adaptation to salinity fluctuation in tropical intertidal environments of a mangrove tree
Sonneratia alba. BMC Plant Biology, 2020, 20, 178. 1.6 24

21093 Evolutionary Dynamics of the SKN-1 â†’ MED â†’ END-1,3 Regulatory Gene Cascade
in<i>Caenorhabditis</i>Endoderm Specification. G3: Genes, Genomes, Genetics, 2020, 10, 333-356. 0.8 14

21094 HIV-1 Sub-Subtype A6: Settings for Normalised Identification and Molecular Epidemiology in the
Southern Federal District, Russia. Viruses, 2020, 12, 475. 1.5 20

21095
Comparative tropism, replication kinetics, and cell damage profiling of SARS-CoV-2 and SARS-CoV with
implications for clinical manifestations, transmissibility, and laboratory studies of COVID-19: an
observational study. Lancet Microbe, The, 2020, 1, e14-e23.

3.4 683

21096
High-resolution structure of a modular hyperthermostable endo-Î²-1,4-mannanase from Thermotoga
petrophila: The ancillary immunoglobulin-like module is a thermostabilizing domain. Biochimica Et
Biophysica Acta - Proteins and Proteomics, 2020, 1868, 140437.

1.1 4

21097 Low-Copy Genes in Terpenoid Metabolism: The Evolution and Expression of MVK and DXR Genes in
Angiosperms. Plants, 2020, 9, 525. 1.6 6

21098
Mycorrhizal and endophytic fungal association in Paphiopedilum druryi (Bedd.) Stein - A strict
endemic and critically endangered orchid of the Western Ghats. Ecological Genetics and Genomics,
2020, 16, 100059.

0.3 3

21099 The genetic diversity and phylogeography of Mexican domestic sheep. Small Ruminant Research, 2020,
187, 106109. 0.6 6

21100 Alienimonas chondri sp. nov., a novel planctomycete isolated from the biofilm of the red alga
Chondrus crispus. Systematic and Applied Microbiology, 2020, 43, 126083. 1.2 17

21101 Apcdd1 is a dual BMP/Wnt inhibitor in the developing nervous system and skin. Developmental Biology,
2020, 464, 71-87. 0.9 11

21102 Red Coloration in an Anchialine Shrimp: Carotenoids, Genetic Variation, and Candidate Genes.
Biological Bulletin, 2020, 238, 119-130. 0.7 14



1170

Citation Report

# Article IF Citations

21103
Phylogenetic Cluster Analysis Identifies Virological and Behavioral Drivers of Human
Immunodeficiency Virus Transmission in Men Who Have Sex With Men. Clinical Infectious Diseases,
2021, 72, 2175-2183.

2.9 10

21104
The family Anchistioididae Borradaile, 1915 (Decapoda: Caridea) is a synonym of Palaemonidae
Rafinesque, 1815 based on molecular and morphological evidence. Journal of Crustacean Biology,
2020, 40, 277-287.

0.3 8

21105 Detection and characterization of <i>Ralstonia pseudosolanacearum</i> infecting <i>Eucalyptus</i>
sp. in Brazil. Forest Pathology, 2020, 50, e12593. 0.5 7

21106 Complete Genome Sequence of a New Strain of Sida Golden Mosaic Buckup Virus from Florida, USA.
Microbiology Resource Announcements, 2020, 9, . 0.3 1

21107 Diversity and Complexity of the Large Surface Protein Family in the Compacted Genomes of
Multiple<i>Pneumocystis</i>Species. MBio, 2020, 11, . 1.8 11

21108 Phylogeography and genetic diversity of the copepod family Cyclopidae (Crustacea: Cyclopoida) from
freshwater ecosystems of Southeast Nigeria. BMC Evolutionary Biology, 2020, 20, 45. 3.2 2

21109 Genomic and Immunogenic Protein Diversity of Erysipelothrix rhusiopathiae Isolated From Pigs in
Great Britain: Implications for Vaccine Protection. Frontiers in Microbiology, 2020, 11, 418. 1.5 13

21110 The impact of intragenomic rRNA variation on metabarcodingâ€•derived diversity estimates: A case study
from marine nematodes. Environmental DNA, 2020, 2, 519-534. 3.1 8

21111 AP2/ERF transcription factors regulate salt-induced chloroplast division in the moss Physcomitrella
patens. Journal of Plant Research, 2020, 133, 537-548. 1.2 16

21112 Protein engineering approaches for enhanced catalytic efficiency. , 2020, , 103-117. 3

21113 A newly discovered Gigantidas bivalve mussel from the Onnuri Vent Field in the northern Central
Indian Ridge. Deep-Sea Research Part I: Oceanographic Research Papers, 2020, 161, 103299. 0.6 17

21114 Inter-individual variability in freshwater tolerance is related to transcript level differences in gill
and posterior kidney of European sea bass. Gene, 2020, 741, 144547. 1.0 13

21115
Unsuspected intraspecific variability in the toxin production, growth and morphology of the
dinoflagellate Alexandrium pacificum R.W. Litaker (Group IV) blooming in a South Western
Mediterranean marine ecosystem, Annaba Bay (Algeria). Toxicon, 2020, 180, 79-88.

0.8 13

21116 Genomic diversifications of five Gossypium allopolyploid species and their impact on cotton
improvement. Nature Genetics, 2020, 52, 525-533. 9.4 249

21117 Phylogenetic characteristics and molecular epidemiological analysis of novel enterovirus EV-B83
isolated from Tibet, China. Scientific Reports, 2020, 10, 6630. 1.6 9

21118
A minor population of macrophage-tropic HIV-1 variants is identified in recrudescing viremia
following analytic treatment interruption. Proceedings of the National Academy of Sciences of the
United States of America, 2020, 117, 9981-9990.

3.3 51

21119 A new species of <i>Herpomyces</i> (Laboulbeniomycetes: Herpomycetales) on <i>Periplaneta
fuliginosa</i> (Blattodea: Blattidae) from Argentina. Mycologia, 2020, 112, 1184-1191. 0.8 8

21120 Detection of RNA viruses in Cape gooseberry (Physalis peruviana L.) by RNAseq using total RNA and
dsRNA inputs. Archives of Phytopathology and Plant Protection, 2020, 53, 395-413. 0.6 12



1171

Citation Report

# Article IF Citations

21121 ASFVdb: an integrative resource for genomic and proteomic analyses of African swine fever virus.
Database: the Journal of Biological Databases and Curation, 2020, 2020, . 1.4 11

21122 Phylogeny and reclassification of Carpophilinae (Coleoptera: Nitidulidae), with insights into the
origins of anthophily. Zoological Journal of the Linnean Society, 2020, 189, 1359-1369. 1.0 10

21123 A Plum Marbling Conundrum: Identification of a New Viroid Associated with Marbling and Corky Flesh
in Japanese Plums. Phytopathology, 2020, 110, 1476-1482. 1.1 9

21124 Revisiting the hypothesis of an energetic barrier to genome complexity between eukaryotes and
prokaryotes. Royal Society Open Science, 2020, 7, 191859. 1.1 10

21125 Biogeographical history of golden orbweavers: Chronology of a global conquest. Journal of
Biogeography, 2020, 47, 1333-1344. 1.4 18

21126 Crossâ€•species transmission and evolutionary dynamics of canine distemper virus during a spillover in
African lions of Serengeti National Park. Molecular Ecology, 2020, 29, 4308-4321. 2.0 18

21127 Demography and adaptation promoting evolutionary transitions in a mammalian genus that diversified
during the Pleistocene. Molecular Ecology, 2020, 29, 2777-2792. 2.0 13

21128
Temperature and Nutrient Levels Correspond with Lineage-Specific Microdiversification in the
Ubiquitous and Abundant Freshwater Genus <i>Limnohabitans</i>. Applied and Environmental
Microbiology, 2020, 86, .

1.4 16

21129 Transgenic Testing Does Not Support a Role for Additional Candidate Genes in <i>Wolbachia</i> Male
Killing or Cytoplasmic Incompatibility. MSystems, 2020, 5, . 1.7 11

21130 Novel IncR/IncP6 Hybrid Plasmid pCRE3-KPC Recovered from a Clinical KPC-2-Producing Citrobacter
braakii Isolate. MSphere, 2020, 5, . 1.3 12

21131 The plant mobile domain proteins MAIN and MAIL1 interact with the phosphatase PP7L to regulate gene
expression and silence transposable elements in Arabidopsis thaliana. PLoS Genetics, 2020, 16, e1008324. 1.5 13

21132 Laccase activity of the ascomycete fungus Nectriella pironii and innovative strategies for its
production on leaf litter of an urban park. PLoS ONE, 2020, 15, e0231453. 1.1 25

21133 Characterizing Emerging Canine H3 Influenza Viruses. PLoS Pathogens, 2020, 16, e1008409. 2.1 29

21134 Divergence of Peroxisome Membrane Gene Sequence and Expression Between Yeast Species. G3: Genes,
Genomes, Genetics, 2020, 10, 2079-2085. 0.8 3

21135 Transcriptome profiling of non-climacteric â€˜yellowâ€™ melon during ripening: insights on sugar
metabolism. BMC Genomics, 2020, 21, 262. 1.2 16

21136 Genome-wide analysis of wheat DNA-binding with one finger (Dof) transcription factor genes:
evolutionary characteristics and diverse abiotic stress responses. BMC Genomics, 2020, 21, 276. 1.2 28

21137 The UCSC repeat browser allows discovery and visualization of evolutionary conflict across repeat
families. Mobile DNA, 2020, 11, 13. 1.3 31

21138
Genomic structure and transcript analysis of the Rapid Alkalinization Factor (RALF) gene family during
host-pathogen crosstalk in Fragaria vesca and Fragaria x ananassa strawberry. PLoS ONE, 2020, 15,
e0226448.

1.1 7



1172

Citation Report

# Article IF Citations

21139
Genome Insights of the Plant-Growth Promoting Bacterium Cronobacter muytjensii JZ38 With
Volatile-Mediated Antagonistic Activity Against Phytophthora infestans. Frontiers in Microbiology,
2020, 11, 369.

1.5 39

21140 Genome-Wide Identification, Classification, and Expression Profiling Reveals R2R3-MYB Transcription
Factors Related to Monoterpenoid Biosynthesis in Osmanthus fragrans. Genes, 2020, 11, 353. 1.0 20

21141 The Polycomb Orthologues in Teleost Fishes and Their Expression in the Zebrafish Model. Genes, 2020,
11, 362. 1.0 2

21142 Evolution of Predicted Acid Resistance Mechanisms in the Extremely Acidophilic Leptospirillum Genus.
Genes, 2020, 11, 389. 1.0 23

21143 Functional Divergence of Microtubule-Associated TPX2 Family Members in Arabidopsis thaliana.
International Journal of Molecular Sciences, 2020, 21, 2183. 1.8 17

21144
Combining Molecular Dynamics and Docking Simulations to Develop Targeted Protocols for
Performing Optimized Virtual Screening Campaigns on the hTRPM8 Channel. International Journal of
Molecular Sciences, 2020, 21, 2265.

1.8 15

21145
Metabolic Insights into the Anion-Anion Antagonism in Sweet Basil: Effects of Different
Nitrate/Chloride Ratios in the Nutrient Solution. International Journal of Molecular Sciences, 2020,
21, 2482.

1.8 31

21146
Insight into the Functional Diversification of Lipases in the Endoparasitoid Pteromalus puparum
(Hymenoptera: Pteromalidae) by Genome-scale Annotation and Expression Analysis. Insects, 2020, 11,
227.

1.0 7

21147 A Heterologous Viral Protein Scaffold for Chimeric Antigen Design: An Example PCV2 Virus Vaccine
Candidate. Viruses, 2020, 12, 385. 1.5 1

21148 Morphological and molecular identification of Liposcelis corrodens (Heymons, 1909) (Psocodea:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (Liposcelididae) as the first record from China. Journal of Stored Products Research, 2020, 87, 101588.1.2 3

21149 Total-evidence phylogeny and divergence times of Vermilingua (Mammalia: Pilosa). Systematics and
Biodiversity, 2020, 18, 216-227. 0.5 10

21150 Distribution, organization an evolutionary history of La and LARPs in eukaryotes. RNA Biology, 2021,
18, 159-167. 1.5 21

21151 CHTKC: a robust and efficient k-mer counting algorithm based on a lock-free chaining hash table.
Briefings in Bioinformatics, 2021, 22, . 3.2 17

21152 A whole-plant monocot from the Lower Cretaceous. Palaeoworld, 2021, 30, 169-175. 0.5 6

21153 Biogeographic history and diversification patterns in the Irano-Turanian genus
<i>Acanthophyllum</i> s.l. (Caryophyllaceae). Plant Biosystems, 2021, 155, 425-435. 0.8 7

21154 Probing the Mobilome: Discoveries in the Dynamic Microbiome. Trends in Microbiology, 2021, 29,
158-170. 3.5 41

21155 A nucleobase cation symporter 2, EaXanP, from Erwinia amylovora transports xanthine. Journal of
Plant Pathology, 2021, 103, 89-98. 0.6 2

21156 High quality genome sequences of thirteen Hypoxylaceae (Ascomycota) strengthen the phylogenetic
family backbone and enable the discovery of new taxa. Fungal Diversity, 2021, 106, 7-28. 4.7 65



1173

Citation Report

# Article IF Citations

21157 Effects of Zinc Oxide/Zeolite on Intestinal Morphology, Intestinal Microflora, and Diarrhea Rates in
Weaned Piglets. Biological Trace Element Research, 2021, 199, 1405-1413. 1.9 9

21158 Soil Acidobacteria Strain AB23 Resistance to Oxidative Stress Through Production of Carotenoids.
Microbial Ecology, 2021, 81, 169-179. 1.4 15

21159 Paenibacillus barengoltzii A1_50L2 as a Source of Plant Cell Wall Degrading Enzymes and Its Use on
Lignocellulosic Biomass Hydrolysis. Waste and Biomass Valorization, 2021, 12, 393-405. 1.8 3

21160 The role of overseas genetic surveys to potentially accelerate biological control development for a
new Hydrilla verticillata introduction in the USA. BioControl, 2021, 66, 271-280. 0.9 6

21161
Insight to the ancestral relations and varietal diversity of Indian tea [Camellia sinensis (L.) Kuntze]
through plastid and nuclear phylogenetic markers. Genetic Resources and Crop Evolution, 2021, 68,
773-783.

0.8 6

21162
Evolutive differentiation between alga- and plant-type plastid terminal oxidase: Study of plastid
terminal oxidase PTOX isoforms in Marchantia polymorpha. Biochimica Et Biophysica Acta -
Bioenergetics, 2021, 1862, 148309.

0.5 6

21163 Serendipita restingae sp. nov. (Sebacinales): an orchid mycorrhizal agaricomycete with wide host
range. Mycorrhiza, 2021, 31, 1-15. 1.3 15

21164 The rise and fall of globins in the amphibia. Comparative Biochemistry and Physiology Part D: Genomics
and Proteomics, 2021, 37, 100759. 0.4 4

21165 Evolution of chaperome gene expression and regulatory elements in the antarctic notothenioid
fishes. Heredity, 2021, 126, 424-441. 1.2 11

21166 Radiation of nitrogenâ€•metabolizing enzymes across the tree of life tracks environmental transitions in
Earth history. Geobiology, 2021, 19, 18-34. 1.1 36

21167 Immunohistological analysis on distribution of smooth muscle tissues in livers of various
vertebrates with attention to different liver architectures. Annals of Anatomy, 2021, 233, 151594. 1.0 8

21168 Mapping sequence to feature vector using numerical representation of codons targeted to amino
acids for alignment-free sequence analysis. Gene, 2021, 766, 145096. 1.0 11

21169 Characterizing Transcriptional Regulatory Sequences in Coronaviruses and Their Role in
Recombination. Molecular Biology and Evolution, 2021, 38, 1241-1248. 3.5 46

21170 Molecular evolution and functional divergence of UDP-hexose 4-epimerases. Current Opinion in
Chemical Biology, 2021, 61, 53-62. 2.8 14

21171 The high diversity of Southern Ocean sea stars (Asteroidea) reveals original evolutionary pathways.
Progress in Oceanography, 2021, 190, 102472. 1.5 9

21172 High-throughput sequencing of two European strains of tick-borne encephalitis virus (TBEV),
Hochosterwitz and 1993/783. Ticks and Tick-borne Diseases, 2021, 12, 101557. 1.1 9

21173 Comprehensive analysis of polygalacturonase genes offers new insights into their origin and
functional evolution in land plants. Genomics, 2021, 113, 1096-1108. 1.3 8

21174 Paleotemperatures and recurrent habitat shifts drive diversification of treefrogs across distinct
biodiversity hotspots in subâ€•Amazonian South America. Journal of Biogeography, 2021, 48, 305-320. 1.4 7



1174

Citation Report

# Article IF Citations

21175 Genotypeâ€“phenotype correlation in seven motor neuron disease families with novel
<scp><i>ALS2</i></scp> mutations. American Journal of Medical Genetics, Part A, 2021, 185, 344-354. 0.7 14

21176 Transmission of SARS-CoV-2 on mink farms between humans and mink and back to humans. Science,
2021, 371, 172-177. 6.0 878

21177 A highâ€•quality genome of taro (<i>Colocasia esculenta</i> (L.) Schott), one of the world's oldest
crops. Molecular Ecology Resources, 2021, 21, 68-77. 2.2 28

21178 Do Alignment and Trimming Methods Matter for Phylogenomic (UCE) Analyses?. Systematic Biology,
2021, 70, 440-462. 2.7 30

21179
Phylogenetic relationships and biogeographic range evolution in cat-eyed
snakes,<i>Boiga</i>(Serpentes: Colubridae). Zoological Journal of the Linnean Society, 2021, 192,
169-184.

1.0 10

21180 Distance-based phylogenetic inference from typing data: a unifying view. Briefings in Bioinformatics,
2021, 22, . 3.2 8

21181 Characterization of leftâ€•handed beta helixâ€•domains, and identification and functional annotation of
proteins containing such domains. Proteins: Structure, Function and Bioinformatics, 2021, 89, 6-20. 1.5 1

21182 Impacts of subchronic exposure to a commercial 2,4-D herbicide on developmental stages of multiple
freshwater fish species. Chemosphere, 2021, 263, 127638. 4.2 14

21183 Molecular characterization revealed the role of catalases under abiotic and arsenic stress in bread
wheat (Triticum aestivum L.). Journal of Hazardous Materials, 2021, 403, 123585. 6.5 56

21184
The banana (<i>Musa acuminata</i>) <i>MYB</i> gene family and <i>MaMYB14</i>, <i>MaMYB63</i> and
<i>MaMYB110</i> expression in response to salinity-stress in cv. Berangan. Plant Biosystems, 2021, 155,
856-870.

0.8 3

21185 The <scp>Bio3D</scp> packages for structural bioinformatics. Protein Science, 2021, 30, 20-30. 3.1 200

21186 Microbial degradation of hydrophobic emerging contaminants from marine sediment slurries
(Capbreton Canyon) to pure bacterial strain. Journal of Hazardous Materials, 2021, 402, 123477. 6.5 21

21187 PoSeiDon: a Nextflow pipeline for the detection of evolutionary recombination events and positive
selection. Bioinformatics, 2021, 37, 1018-1020. 1.8 8

21188 Mating Type Idiomorphs, Heterothallism, and High Genetic Diversity in <i>Venturia carpophila</i>,
Cause of Peach Scab. Phytopathology, 2021, 111, 408-424. 1.1 5

21189 Incidence and Diversity of Torix Rickettsiaâ€“Odonata Symbioses. Microbial Ecology, 2021, 81, 203-212. 1.4 14

21190 Simultaneous leaching of multiple heavy metals from a soil column by extracellular polymeric
substances of Aspergillus tubingensis F12. Chemosphere, 2021, 263, 127883. 4.2 17

21191 A new pleosporalean fungus isolated from superficial to deep human clinical specimens. Medical
Mycology, 2021, 59, 278-288. 0.3 5

21192 Fish lysozyme gene family evolution and divergent function in early development. Developmental and
Comparative Immunology, 2021, 114, 103772. 1.0 39



1175

Citation Report

# Article IF Citations

21193 Effect of influenza A virus sow vaccination on infection in pigs at weaning: A prospective
longitudinal study. Transboundary and Emerging Diseases, 2021, 68, 183-193. 1.3 6

21194
Near Real-Time Identification of Recent Human Immunodeficiency Virus Transmissions, Transmitted
Drug Resistance Mutations, and Transmission Networks by Multiplexed Primer IDâ€“Next-Generation
Sequencing in North Carolina. Journal of Infectious Diseases, 2021, 223, 876-884.

1.9 8

21195 Simplification of Ribosomes in Bacteria with Tiny Genomes. Molecular Biology and Evolution, 2021, 38,
58-66. 3.5 19

21196
Insights into growth kinetics and roles of enzymes of Krebsâ€™ cycle and sulfur oxidation during
exochemolithoheterotrophic growth of Achromobacter aegrifaciens NCCB 38021 on succinate with
thiosulfate as the auxiliary electron donor. Archives of Microbiology, 2021, 203, 561-578.

1.0 1

21197 A chromosome-level genome assembly of the red drum, Sciaenops ocellatus. Aquaculture and
Fisheries, 2021, 6, 178-185. 1.2 7

21198
PfKsgA1 functions as a transcription initiation factor and interacts with the N-terminal region of the
mitochondrial RNA polymerase of Plasmodium falciparum. International Journal for Parasitology,
2021, 51, 23-37.

1.3 2

21199
Profiles of bacteria/phage-comediated ARGs in pig farm wastewater treatment plants in China:
Association with mobile genetic elements, bacterial communities and environmental factors. Journal
of Hazardous Materials, 2021, 404, 124149.

6.5 47

21200 Detection of multiple viruses potentially infecting humans in sewage water from Xinjiang Uygur
Autonomous Region, China. Science of the Total Environment, 2021, 754, 142322. 3.9 11

21201 Genetic diversity of Anaplasma marginale in calves with anaplasmosis on farms in Minas Gerais, Brazil.
Ticks and Tick-borne Diseases, 2021, 12, 101552. 1.1 3

21202
Antibiotic Resistance Patterns and <i>mcr-1</i> Detection in Avian Pathogenic <i>Escherichia coli</i>
Isolates from Commercial Layer and Layer Breeder Flocks Demonstrating Colibacillosis in Greece.
Microbial Drug Resistance, 2021, 27, 710-720.

0.9 7

21203 Concerted and birth-and-death evolution of 26S ribosomal DNA in <i>Camellia</i> L.. Annals of Botany,
2021, 127, 63-73. 1.4 7

21204
The Cassandra retrotransposon landscape in sugar beet (<i>Beta vulgaris</i>) and related
Amaranthaceae: recombination and re-shuffling lead to a high structural variability. Annals of
Botany, 2021, 127, 91-109.

1.4 13

21205 The genome sequence of Samia ricini , a new model species of lepidopteran insect. Molecular Ecology
Resources, 2021, 21, 327-339. 2.2 12

21206
Genomic and phenotypic analysis of siderophore-producing Rhodococcus qingshengii strain S10
isolated from an arid weathered serpentine rock environment. Archives of Microbiology, 2021, 203,
855-860.

1.0 6

21207 Uncovering DNA-PKcs ancient phylogeny, unique sequence motifs and insights for human disease.
Progress in Biophysics and Molecular Biology, 2021, 163, 87-108. 1.4 45

21208 De novo assembly of chloroplast genomes of Corchorus capsularis and C. olitorius yields
species-specific InDel markers. Crop Journal, 2021, 9, 216-226. 2.3 4

21209 Molecular and morphological evidence for a new species of Isodon (Lamiaceae) from southern China.
Plant Diversity, 2021, 43, 54-62. 1.8 3

21210 A phylogenetic approach to understand the evolution of reproduction in coleoid cephalopods.
Molecular Phylogenetics and Evolution, 2021, 155, 106972. 1.2 5



1176

Citation Report

# Article IF Citations

21211 Rapid species level identification of fish eggs by proteome fingerprinting using MALDI-TOF MS. Journal
of Proteomics, 2021, 231, 103993. 1.2 13

21212
Phylogenomics of the Mesoamerican alligator-lizard genera Abronia and Mesaspis (Anguidae:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 707 Td (Gerrhonotinae) reveals multiple independent clades of arboreal and terrestrial species. Molecular

Phylogenetics and Evolution, 2021, 154, 106963.
1.2 13

21213 Contrasting Gene Decay in Subterranean Vertebrates: Insights from Cavefishes and Fossorial
Mammals. Molecular Biology and Evolution, 2021, 38, 589-605. 3.5 43

21214
Foliose <i>Ulva</i> Species Show Considerable Interâ€•Specific Genetic Diversity, Low Intraâ€•Specific
Genetic Variation, and the Rare Occurrence of Interâ€•Specific Hybrids in the Wild. Journal of Phycology,
2021, 57, 219-233.

1.0 24

21215 A Truncated Singleton NLR Causes Hybrid Necrosis in<i>Arabidopsis thaliana</i>. Molecular Biology
and Evolution, 2021, 38, 557-574. 3.5 26

21216 Population Genomics Reveals Incipient Speciation, Introgression, and Adaptation in the African Mona
Monkey (<i>Cercopithecus mona</i>). Molecular Biology and Evolution, 2021, 38, 876-890. 3.5 15

21217 High quality genome of <i>Erigeron breviscapus</i> provides a reference for herbal plants in
Asteraceae. Molecular Ecology Resources, 2021, 21, 153-169. 2.2 21

21218 Giant African snail genomes provide insights into molluscan wholeâ€•genome duplication and
aquaticâ€“terrestrial transition. Molecular Ecology Resources, 2021, 21, 478-494. 2.2 33

21219 Chromosomeâ€•level genome assembly of <i>Paralithodes platypus</i> provides insights into evolution
and adaptation of king crabs. Molecular Ecology Resources, 2021, 21, 511-525. 2.2 14

21220
Unravelling the taxonomy of an interstitial fish radiation: Three new species of <i>Gouania</i>
(Teleostei: Gobiesocidae) from the Mediterranean Sea and redescriptions of <scp><i>G.
willdenowi</i></scp> and <i>G. pigra</i>. Journal of Fish Biology, 2021, 98, 64-88.

0.7 7

21221 Population genomic transformations induced by isolation of wild bird avian influenza viruses
(Orthomyxoviridae) in embryonated chicken eggs. Infection, Genetics and Evolution, 2021, 90, 104505. 1.0 3

21222 Expression and functional identification of two homologous nicotine dehydrogenases, NicA2 and
Nox, from Pseudomonas sp. JY-Q. Protein Expression and Purification, 2021, 178, 105767. 0.6 6

21223 Acidobacteria are active and abundant members of diverse atmospheric H2-oxidizing communities
detected in temperate soils. ISME Journal, 2021, 15, 363-376. 4.4 23

21224 Phylogenetic diversity and prevalence of mycoflora in ready-to-eat supermarket and roadside-vended
peanuts. Mycologia, 2021, 113, 1-11. 0.8 7

21225 Ecogenomics and metabolic potential of the South Atlantic Ocean microbiome. Science of the Total
Environment, 2021, 765, 142758. 3.9 16

21226
Metabolic resistance to organophosphate insecticides in natural populations of the whitefly Bemisia
tabaci (Hemiptera: Aleyrodidae) in Egypt and molecular identification of mitotypes. Phytoparasitica,
2021, 49, 443-457.

0.6 5

21227 Genomic insights into waste valorized extracellular polymeric substances (EPS) produced by Bacillus
sp. ISTL8. Environmental Research, 2021, 192, 110277. 3.7 20

21228
Functional characterization of the AGL1 aegerolysin in the mycoparasitic fungus Trichoderma
atroviride reveals a role in conidiation and antagonism. Molecular Genetics and Genomics, 2021, 296,
131-140.

1.0 8



1177

Citation Report

# Article IF Citations

21229 The soil biotic community protects Rhododendron spp. across multiple clades from the oomycete
Phytophthora cinnamomi at a cost to plant growth. Oecologia, 2021, 195, 1-12. 0.9 5

21230
Detection, replication and quantification of deformed wing virus-A, deformed wing virus-B, and black
queen cell virus in the endemic stingless bee, Melipona colimana, from Jalisco, Mexico. International
Journal of Tropical Insect Science, 2021, 41, 1285-1292.

0.4 9

21231 Phylogenies from mitochondrial genomes of 120 species of ticks: Insights into the evolution of the
families of ticks and of the genus Amblyomma. Ticks and Tick-borne Diseases, 2021, 12, 101577. 1.1 38

21232 Experimentally-validated correlation analysis reveals new anaerobic methane oxidation partnerships
with consortium-level heterogeneity in diazotrophy. ISME Journal, 2021, 15, 377-396. 4.4 31

21233 Analysis of RNAâ€“protein networks with RNP-MaP defines functional hubs on RNA. Nature
Biotechnology, 2021, 39, 347-356. 9.4 50

21234 Genomic Adaptations to Salinity Resist Gene Flow in the Evolution of Floridian Watersnakes.
Molecular Biology and Evolution, 2021, 38, 745-760. 3.5 11

21235 Distinguishing Between the Impacts of Heat and Drought Stress on the Root Microbiome of
<i>Sorghum bicolor</i>. Phytobiomes Journal, 2021, 5, 166-176. 1.4 28

21236 Assessing Changes and Associations in the<i>Xanthomonas perforans</i>Population Across Florida
Commercial Tomato Fields Via a Statewide Survey. Phytopathology, 2021, 111, 1029-1041. 1.1 20

21237 Functional characterization of the HMPâ€•P synthase of Legionella pneumophila (Lpg1565). Molecular
Microbiology, 2021, 115, 539-553. 1.2 2

21238 Evolution of coding sequence and gene expression of blowflies and botflies with contrasting feeding
habits. Genomics, 2021, 113, 699-706. 1.3 3

21239
Genomic fingerprints of palaeogeographic history: The tempo and mode of rift tectonics across
tropical Africa has shaped the diversification of the killifish genus Nothobranchius (Teleostei:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 337 Td (Cyprinodontiformes). Molecular Phylogenetics and Evolution, 2021, 158, 106988.1.2 18

21240 Characterization of a New Nepovirus Infecting Grapevine. Plant Disease, 2021, 105, 1432-1439. 0.7 8

21241 Pinewood Nematode Alters the Endophytic and Rhizospheric Microbial Communities of Pinus
massoniana. Microbial Ecology, 2021, 81, 807-817. 1.4 16

21242 Relatedness and the composition of communities over time: Evaluating phylogenetic community
structure in the late Cenozoic record of bivalves. Paleobiology, 2021, 47, 301-313. 1.3 4

21243 Relationships between nitrogen cycling microbial community abundance and composition reveal the
indirect effect of soil pH on oak decline. ISME Journal, 2021, 15, 623-635. 4.4 63

21244 Idiosyncratic responses to drivers of genetic differentiation in the complex landscapes of Isthmian
Central America. Heredity, 2021, 126, 251-265. 1.2 5

21245 Evidence of introgression in endemic frogs from the<i>campo rupestre</i>contradicts the reduced
hybridization hypothesis. Biological Journal of the Linnean Society, 2021, 133, 561-576. 0.7 6

21246 Chromosomeâ€•level genome assembly of <i>Lethenteron reissneri</i> provides insights into lamprey
evolution. Molecular Ecology Resources, 2021, 21, 448-463. 2.2 25



1178

Citation Report

# Article IF Citations

21247 Diaporthe rosiphthora sp. nov.: Yet another rose dieback fungus. Crop Protection, 2021, 139, 105365. 1.0 5

21248
Comparative analysis reveals the expansion of mitochondrial DNA control region containing
unusually high G-C tandem repeat arrays in Nasonia vitripennis. International Journal of Biological
Macromolecules, 2021, 166, 1246-1257.

3.6 9

21249 Broad distribution, high diversity and ancient origin of the ApeC-containing proteins. Molecular
Phylogenetics and Evolution, 2021, 155, 107009. 1.2 7

21250
Whole genome sequencing of silver carp (<i>Hypophthalmichthys molitrix</i>) and bighead carp
(<i>Hypophthalmichthys nobilis</i>) provide novel insights into their evolution and speciation.
Molecular Ecology Resources, 2021, 21, 912-923.

2.2 17

21251 The phylogenetic relationship within SARS-CoV-2s: An expanding basal clade. Molecular Phylogenetics
and Evolution, 2021, 157, 107017. 1.2 15

21252 Marine <i>Dadabacteria</i> exhibit genome streamlining and phototrophy-driven niche partitioning.
ISME Journal, 2021, 15, 1248-1256. 4.4 39

21253 Differential intraspecific genetic variations of the closely related, wide-ranged freshwater copepods
Cyclops vicinus Uljanin, 1875 and C. kikuchii Smirnov, 1932. Limnology, 2021, 22, 209-219. 0.8 2

21254 Unique genomic traits for cold adaptation in<i>Naganishia vishniacii</i>, a polyextremophile yeast
isolated from Antarctica. FEMS Yeast Research, 2021, 21, . 1.1 14

21255 Potential Mosquito Vectors of <i>Dirofilaria immitis</i> and <i>Dirofilaira repens</i> (Spirurida:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Onchocercidae) in Aras Valley, Turkey. Journal of Medical Entomology, 2021, 58, 906-912.0.9 6

21256
Integrative taxonomy confirms the species status of the Himalayan langurs, Semnopithecus
schistaceus Hodgson, 1840. Journal of Zoological Systematics and Evolutionary Research, 2021, 59,
543-556.

0.6 8

21257 Multiple origins of a single point mutation in the cotton bollworm tetraspanin gene confers
dominant resistance to Bt cotton. Pest Management Science, 2021, 77, 1169-1177. 1.7 13

21258 Determination of microbial diversities and aroma characteristics of Beitang shrimp paste. Food
Chemistry, 2021, 344, 128695. 4.2 25

21259 Genome-wide characterization and expression analyses of the auxin/indole-3-acetic acid (Aux/IAA) gene
family in apple (Malus domestica). Gene, 2021, 768, 145302. 1.0 11

21260 Quantitative Proteomics Reveals UGA-Independent Misincorporation of Selenocysteine throughout
the <i>Escherichia coli</i> Proteome. Journal of Proteome Research, 2021, 20, 212-221. 1.8 8

21261
New Ecuadorian records of the eyeless banjo catfish Micromyzon akamai ( Siluriformes: Aspredinidae )
expand the species range and reveal intraspecific morphological variation. Journal of Fish Biology,
2021, 98, 1186-1191.

0.7 3

21262 The effects of morphology, phylogeny and prey availability on trophic resource partitioning in an
anuran community. Basic and Applied Ecology, 2021, 50, 181-191. 1.2 7

21263 Knocking out <i>NEGATIVE REGULATOR OF PHOTOSYNTHESIS 1</i> increases rice leaf photosynthesis
and biomass production in the field. Journal of Experimental Botany, 2021, 72, 1836-1849. 2.4 12

21264 Comparative genomics of <i>Fusarium oxysporum</i> f. sp. <i>melonis</i> strains reveals nine lineages
and a new sequence type of <scp>AvrFom2</scp>. Environmental Microbiology, 2021, 23, 2035-2053. 1.8 5



1179

Citation Report

# Article IF Citations

21265 Chromosome level assembly reveals a unique immune gene organization and signatures of evolution
in the common pheasant. Molecular Ecology Resources, 2021, 21, 897-911. 2.2 10

21266 The role of the chromosomal rearrangements in the evolution and speciation of Elopiformes fishes
(Teleostei; Elopomorpha). Zoologischer Anzeiger, 2021, 290, 40-48. 0.4 3

21267 Two new enigmatic species of <i>Rhinebothrium</i> (Cestoda: Rhinebothriidae) from the Persian Gulf:
notes on generic traits and host specificity. Systematics and Biodiversity, 2021, 19, 273-295. 0.5 4

21268 The Transporter Classification Database (TCDB): 2021 update. Nucleic Acids Research, 2021, 49,
D461-D467. 6.5 192

21269
The evolutionary analysis of complement component C5 and the gene coâ€“expression network and
putative interaction between C5a and C5a anaphylatoxin receptor (C5AR/CD88) in human and two
Cyprinid fish. Developmental and Comparative Immunology, 2021, 116, 103958.

1.0 3

21270
Novel insights about the ascidian dopamine system: Pharmacology and phylogenetics of
catecholaminergic receptors on the Phallusia nigra immune cells. Fish and Shellfish Immunology,
2021, 109, 41-50.

1.6 4

21271 Genome-wide RAD sequencing resolves the evolutionary history of serrate leaf Juniperus and reveals
discordance with chloroplast phylogeny. Molecular Phylogenetics and Evolution, 2021, 156, 107022. 1.2 13

21272 Proteome size reduction in Apicomplexans is linked with loss of DNA repair and host redundant
pathways. Infection, Genetics and Evolution, 2021, 87, 104642. 1.0 4

21273 Evolution of resistance to fluoroquinolones by dengue virus serotype 4 provides insight into
mechanism of action and consequences for viral fitness. Virology, 2021, 552, 94-106. 1.1 9

21274 To dry perchance to live: Insights from the genome of the desiccationâ€•tolerant biocrust moss
<i>Syntrichia caninervis</i>. Plant Journal, 2021, 105, 1339-1356. 2.8 55

21275 Streptococcus pseudopneumoniae: Use of Whole-Genome Sequences To Validate Species Identification
Methods. Journal of Clinical Microbiology, 2021, 59, . 1.8 4

21276 Characterization of marine microbial communities around an Arctic seabed hydrocarbon seep at
Scott Inlet, Baffin Bay. Science of the Total Environment, 2021, 762, 143961. 3.9 12

21277
A Gapless, Unambiguous RNA Metagenome-Assembled Genome Sequence of a Unique SARS-CoV-2 Variant
Encoding Spike S813I and ORF1a A859V Substitutions. OMICS A Journal of Integrative Biology, 2021, 25,
123-128.

1.0 5

21278
Comparative analysis of the active sites of orthologous endolysins of the Escherichia lytic
bacteriophages T5, RB43, and RB49. International Journal of Biological Macromolecules, 2021, 166,
1096-1105.

3.6 5

21279 <i>Dictyota cyanoloma</i> (Dictyotales, Phaeophyceae), a Newly Introduced Brown Algal Species in
California. Journal of Phycology, 2021, 57, 370-378. 1.0 3

21280 Validated MAGIC and GWAS population mapping reveals the link between vitamin E content and natural
variation in chorismate metabolism in tomato. Plant Journal, 2021, 105, 907-923. 2.8 12

21281 Organohalide-Respiring Bacteria at the Heart of Anaerobic Metabolism in Arctic Wet Tundra Soils.
Applied and Environmental Microbiology, 2021, 87, . 1.4 2

21282
Dietary adaptation to high starch involves increased relative abundance of sucrase-isomaltase and its
mRNA in nestling house sparrows. American Journal of Physiology - Regulatory Integrative and
Comparative Physiology, 2021, 320, R195-R202.

0.9 2



1180

Citation Report

# Article IF Citations

21283 New insights on the function of plant acyl carrier proteins from comparative and evolutionary
analysis. Genomics, 2021, 113, 1155-1165. 1.3 7

21284 Early presence of <i>Batrachochytrium dendrobatidis</i> in Mexico with a contemporary dominance
of the global panzootic lineage. Molecular Ecology, 2021, 30, 424-437. 2.0 21

21285
Streptozotocin induces brain glucose metabolic changes and alters glucose transporter expression
in the Lobster cockroach; Nauphoeta cinerea (Blattodea: Blaberidae). Molecular and Cellular
Biochemistry, 2021, 476, 1109-1121.

1.4 11

21286 A new assay for quantitative detection of hepatitis A virus. Journal of Virological Methods, 2021, 288,
114010. 1.0 12

21287 Prevalence and genome characterization of porcine rotavirus A in southern Mozambique. Infection,
Genetics and Evolution, 2021, 87, 104637. 1.0 8

21288
Virome characterization of Cryphonectria parasitica isolates from Azerbaijan unveiled a new
mymonavirus and a putative new RNA virus unrelated to described viral sequences. Virology, 2021, 553,
51-61.

1.1 24

21289 Optimized design of antisense oligomers for targeted rRNA depletion. Nucleic Acids Research, 2021, 49,
e5-e5. 6.5 11

21290
Evidence for Niche Differentiation in the Environmental Responses of Co-occurring
Mucoromycotinian Fine Root Endophytes and Glomeromycotinian Arbuscular Mycorrhizal Fungi.
Microbial Ecology, 2021, 81, 864-873.

1.4 17

21291 Evidence for speciation underground in diving beetles (Dytiscidae) from a subterranean archipelago.
Evolution; International Journal of Organic Evolution, 2021, 75, 166-175. 1.1 26

21292 Probing periodontal microbial dark matter using metataxonomics and metagenomics. Periodontology
2000, 2021, 85, 12-27. 6.3 16

21293 Diversity, community composition, and bioactivity of cultivable fungal endophytes in saline and dry
soils in deserts. Fungal Ecology, 2021, 49, 101019. 0.7 6

21294
Heterozygous, Polyploid, Giant Bacterium,<i>Achromatium</i>, Possesses an Identical Functional
Inventory Worldwide across Drastically Different Ecosystems. Molecular Biology and Evolution,
2021, 38, 1040-1059.

3.5 4

21295 Human rhinovirusâ€•specific CD8 T cell responses target conserved and unusual epitopes. FASEB Journal,
2021, 35, e21208. 0.2 5

21296 K27-Linked Diubiquitin Inhibits UCHL3 via an Unusual Kinetic Trap. Cell Chemical Biology, 2021, 28,
191-201.e8. 2.5 11

21297
De Novo Genome Assembly of the Japanese Wheat Cultivar Norin 61 Highlights Functional Variation in
Flowering Time and Fusarium-Resistant Genes in East Asian Genotypes. Plant and Cell Physiology, 2021,
62, 8-27.

1.5 16

21298
A new species of Wallinia Pearse, 1920 (Digenea: Allocreadiidae), in Astyanax bimaculatus (Linnaeus,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (1758) (Characidae) in Northeast Brazil, based on morphology and DNA sequences. Parasitology

Research, 2021, 120, 37-44.
0.6 5

21299 Plant resistome profiling in evolutionary old bog vegetation provides new clues to understand
emergence of multi-resistance. ISME Journal, 2021, 15, 921-937. 4.4 33

21300 Cervicovaginal microbiota dysbiosis correlates with HPV persistent infection. Microbial
Pathogenesis, 2021, 152, 104617. 1.3 28



1181

Citation Report

# Article IF Citations

21301 Identification of ACC synthetase genes in Volvariella volvacea and analysis of their response to
ethephon and 1-methylcyclopropene treatments. Scientia Horticulturae, 2021, 278, 109848. 1.7 5

21302

Untangling filamentous marine cyanobacterial diversity from the coast of South Florida with the
description of Vermifilaceae fam. nov. and three new genera: Leptochromothrix gen. nov.,
Ophiophycus gen. nov., and Vermifilum gen. nov.. Molecular Phylogenetics and Evolution, 2021, 160,
107010.

1.2 13

21303 Use of the nucleotide diversity in COI mitochondrial gene as an early diagnostic of conservation
status of animal species. Conservation Letters, 2021, 14, e12756. 2.8 25

21304 fosM , a New Family of Fosfomycin Resistance Genes Identified in Bacterial Species Isolated from
Human Microbiota. Antimicrobial Agents and Chemotherapy, 2021, 65, . 1.4 6

21305 Classification of the glyphosate target enzyme (5-enolpyruvylshikimate-3-phosphate synthase) for
assessing sensitivity of organisms to the herbicide. Journal of Hazardous Materials, 2021, 408, 124556. 6.5 55

21306 Transcriptome sequencing reveals Cnaphalocrocis medinalis against baculovirus infection by
oxidative stress. Molecular Immunology, 2021, 129, 63-69. 1.0 7

21307 Sigma Factor Modulation for Cyanobacterial Metabolic Engineering. Trends in Microbiology, 2021, 29,
266-277. 3.5 12

21308 Fâ€•box protein CFK1 interacts with and degrades <i>de novo</i> DNA methyltransferase in Arabidopsis.
New Phytologist, 2021, 229, 3303-3317. 3.5 13

21309 The Early Evolution of Oral Poliovirus Vaccine Is Shaped by Strong Positive Selection and Tight
Transmission Bottlenecks. Cell Host and Microbe, 2021, 29, 32-43.e4. 5.1 22

21310 Microanalysis of scale morphology in killifish, Aphaniops hormuzensis inhabiting ecologically diverse
environments (Cyprinodontiformes; Aphaniidae). Micron, 2021, 140, 102949. 1.1 3

21311 Strong priming of soil organic matter induced by frequent input of labile carbon. Soil Biology and
Biochemistry, 2021, 152, 108069. 4.2 70

21312 Historical biogeography of Heteropterinae skippers via Beringian and postâ€•Tethyan corridors.
Zoologica Scripta, 2021, 50, 100-111. 0.7 5

21313 Chemogenomics and bioinformatics approaches for prioritizing kinases as drug targets for neglected
tropical diseases. Advances in Protein Chemistry and Structural Biology, 2021, 124, 187-223. 1.0 2

21314 Automated Prediction and Annotation of Small Open Reading Frames in Microbial Genomes. Cell Host
and Microbe, 2021, 29, 121-131.e4. 5.1 22

21315 Mitochondrial DNA reveals genetically structured haplogroups of Bali sardinella (Sardinella lemuru)
in Philippine waters. Regional Studies in Marine Science, 2021, 41, 101588. 0.4 4

21316
Genomic-based classification of Catenulispora pinisilvae sp. nov., novel actinobacteria isolated from a
pine forest soil in Poland and emended description of Catenulispora rubra. Systematic and Applied
Microbiology, 2021, 44, 126164.

1.2 14

21317 â€˜Hook, line, and sinkerâ€™: Fluorescence in situ hybridisation (FISH) uncovers Trypanosoma noyesi in
Australian questing ticks. Ticks and Tick-borne Diseases, 2021, 12, 101596. 1.1 5

21318 Discovery of two â€˜chimericâ€™ Gastrotricha and their systematic placement based on an integrative
approach. Zoological Journal of the Linnean Society, 2021, 192, 710-735. 1.0 5



1182

Citation Report

# Article IF Citations

21319 Discrete bHLH transcription factors play functionally overlapping roles in pigmentation patterning in
flowers of <i>Antirrhinum majus</i>. New Phytologist, 2021, 231, 849-863. 3.5 28

21320 Reticulate Evolution, Ancient Chloroplast Haplotypes, and Rapid Radiation of the Australian Plant
Genus Adenanthos (Proteaceae). Frontiers in Ecology and Evolution, 2021, 8, . 1.1 25

21321 Unraveling Reticulate Evolution in Opuntia (Cactaceae) From Southern Mexico. Frontiers in Plant
Science, 2021, 11, 606809. 1.7 8

21322 New clinical and molecular evidence linking mutations in <i>ARSG</i> to UsherÂ syndrome type IV.
Human Mutation, 2021, 42, 261-271. 1.1 23

21323
Whole-genome sequence, functional annotation, and comparative genomics of the high
biofilm-producing multidrug-resistant Pseudomonas aeruginosa MZ4A isolated from clinical waste.
Gene Reports, 2021, 22, 100999.

0.4 2

21324 Ammonia oxidation at pH 2.5 by a new gammaproteobacterial ammonia-oxidizing bacterium. ISME
Journal, 2021, 15, 1150-1164. 4.4 39

21325 Eusociality Shapes Convergent Patterns of Molecular Evolution across Mitochondrial Genomes of
Snapping Shrimps. Molecular Biology and Evolution, 2021, 38, 1372-1383. 3.5 14

21326 A Conserved Oomycete CRN Effector Targets Tomato TCP14-2 to Enhance Virulence. Molecular
Plant-Microbe Interactions, 2021, 34, 309-318. 1.4 17

21327 First report of voltageâ€•gated sodium channel M918V and molecular diagnostics of nicotinic
acetylcholine receptor R81T in the cotton aphid. Journal of Applied Entomology, 2021, 145, 261-269. 0.8 8

21328 Horizontal chromosome transfer and independent evolution drive diversification in <i>Fusarium
oxysporum</i> f. sp. <i>fragariae</i>. New Phytologist, 2021, 230, 327-340. 3.5 26

21329 Molecular characterization of encephalomyocarditis virus strains isolated from an African elephant
and rats in a French zoo. Journal of Veterinary Diagnostic Investigation, 2021, 33, 313-321. 0.5 4

21330 Isolation by environment and recurrent gene flow shaped the evolutionary history of a continentally
distributed Neotropical treefrog. Journal of Biogeography, 2021, 48, 760-772. 1.4 18

21331 Phylogenetic and geographical analysis of a retrovirus during the early stages of endogenous
adaptation and exogenous spread in a new host. Molecular Ecology, 2021, 30, 2626-2640. 2.0 16

21332
Parasitic flatworms infecting thorny skate, Amblyraja radiata: Infection by the monogeneans
Acanthocotyle verrilli and Rajonchocotyle emarginata in Svalbard. Parasitology International, 2021,
81, 102261.

0.6 1

21333 Unraveling the history of the genus Gallus through whole genome sequencing. Molecular
Phylogenetics and Evolution, 2021, 158, 107044. 1.2 9

21334
Wholeâ€•genome sequence data of <i>Hypericum perforatum</i> and functional characterization of
melatonin biosynthesis by Nâ€•acetylserotonin Oâ€•methyltransferase. Journal of Pineal Research, 2021, 70,
e12709.

3.4 30

21335 DNA-based and taxonomic identification of forensically important Sarcophagidae (Diptera) in
southeastern Spain. Science and Justice - Journal of the Forensic Science Society, 2021, 61, 150-159. 1.3 6

21336 Asian tiger mosquitos ( Aedes albopictus ) in urban Tokyo, Japan show low cytochrome c oxidase
subunit 1 diversity. Entomological Science, 2021, 24, 48-54. 0.3 1



1183

Citation Report

# Article IF Citations

21337 How far east can a Western Whistler go? Genomic data reveal large eastward range extension,
taxonomic and nomenclatural change, and reassessment of conservation needs. Emu, 2021, 121, 90-101. 0.2 7

21338
Phylogeography, genetic diversity and population structure of the freshwater stingray,<i>Paratrygon
aiereba</i>(MÃ¼ller &amp; Henle, 1841) (Myliobatiformes: Potamotrygonidae) in the Colombian Amazon
and Orinoco basins. Mitochondrial DNA Part A: DNA Mapping, Sequencing, and Analysis, 2021, 32, 20-33.

0.7 4

21339
Correlation of <i>Trichosporon asahii</i> Genotypes with Anatomical Sites and Antifungal
Susceptibility Profiles: Data Analyses from 284 Isolates Collected in the Last 22 Years across 24
Medical Centers. Antimicrobial Agents and Chemotherapy, 2021, 65, .

1.4 13

21340
Genomic Insights of â€œCandidatus Nitrosocaldaceaeâ€• Based on Nine New Metagenome-Assembled
Genomes, Including â€œCandidatus Nitrosothermusâ€• Gen Nov. and Two New Species of â€œCandidatus
Nitrosocaldusâ€•. Frontiers in Microbiology, 2020, 11, 608832.

1.5 13

21341 Sourcing Elephant Ivory from a Sixteenth-Century Portuguese Shipwreck. Current Biology, 2021, 31,
621-628.e4. 1.8 7

21342 PD-1-Expressing SARS-CoV-2-Specific CD8+ T Cells Are Not Exhausted, but Functional in Patients with
COVID-19. Immunity, 2021, 54, 44-52.e3. 6.6 184

21343
Distinct GluN1 and GluN2 Structural Determinants for Subunit-Selective Positive Allosteric
Modulation of <i>N</i>-Methyl-<scp>d</scp>-aspartate Receptors. ACS Chemical Neuroscience, 2021, 12,
79-98.

1.7 10

21344 Mosaic Evolution of the Phosphopantothenate Biosynthesis Pathway in Bacteria and Archaea. Genome
Biology and Evolution, 2021, 13, . 1.1 1

21345 The American Paddlefish Genome Provides Novel Insights into Chromosomal Evolution and Bone
Mineralization in Early Vertebrates. Molecular Biology and Evolution, 2021, 38, 1595-1607. 3.5 44

21346 Discovery of divided RdRp sequences and a hitherto unknown genomic complexity in fungal viruses.
Virus Evolution, 2021, 7, veaa101. 2.2 33

21347 Bacterial dispersal and drift drive microbiome diversity patterns within a population of feral hindgut
fermenters. Molecular Ecology, 2021, 30, 555-571. 2.0 22

21348
Complete sequence and structure of the genome of the harmful algal bloom-forming cyanobacterium
Planktothrix agardhii NIES-204T and detailed analysis of secondary metabolite gene clusters. Harmful
Algae, 2021, 101, 101942.

2.2 5

21349
Genetic analysis of SARS-CoV-2 isolates collected from Bangladesh: Insights into the origin,
mutational spectrum and possible pathomechanism. Computational Biology and Chemistry, 2021, 90,
107413.

1.1 16

21350 Taxonomic identity of Korean endemic Clematis taeguensis Y. N. Lee (Ranunculales: Ranunculaceae).
Journal of Asia-Pacific Biodiversity, 2021, 14, 70-77. 0.2 2

21351 PolarProtDb: A Database of Transmembrane and Secreted Proteins showing Apical-Basal Polarity.
Journal of Molecular Biology, 2021, 433, 166705. 2.0 6

21352 Short-term high-dose gavage of hydroxychloroquine changes gut microbiota but not the intestinal
integrity and immunological responses in mice. Life Sciences, 2021, 264, 118450. 2.0 20

21353 Detection of RNA viruses in Solanum quitoense by high-throughput sequencing (HTS) using total and
double stranded RNA inputs. Physiological and Molecular Plant Pathology, 2021, 113, 101570. 1.3 7

21354 Thermogemmata fonticola gen. nov., sp. nov., the first thermophilic planctomycete of the order
Gemmatales from a Kamchatka hot spring. Systematic and Applied Microbiology, 2021, 44, 126157. 1.2 22



1184

Citation Report

# Article IF Citations

21355 Phlebopus roseus, a new edible bolete from China, is associated with insects and plants. Mycologia,
2021, 113, 33-42. 0.8 4

21356 A new genome allows the identification of genes associated with natural variation in aluminium
tolerance in<i>Brachiaria</i>grasses. Journal of Experimental Botany, 2021, 72, 302-319. 2.4 23

21357 Endangerment of <i>Ostrya rehderiana</i> Chun and its relationship with rhizosphere soil
microflora. Agronomy Journal, 2021, 113, 746-759. 0.9 5

21358 Hidden introductions of freshwater red algae via the aquarium trade exposed by DNA barcodes.
Environmental DNA, 2021, 3, 481-491. 3.1 4

21359 Bacteria-invertebrate interactions as an asset in developing new antifouling coatings for man-made
aquatic surfaces. Environmental Pollution, 2021, 271, 116284. 3.7 5

21360 Total evidence and sensitivity phylogenetic analyses of eggâ€•brooding frogs (Anura: Hemiphractidae).
Cladistics, 2021, 37, 375-401. 1.5 7

21361
Comparative genomics highlights the importance of drug efflux transporters during evolution of
mycoparasitism in <i>Clonostachys</i> subgenus <i>Bionectria</i> (Fungi, Ascomycota, Hypocreales).
Evolutionary Applications, 2021, 14, 476-497.

1.5 19

21362 Thiosulfativibrio zosterae gen. nov., sp. nov., and Thiosulfatimonas sediminis gen. nov., sp. nov..
Archives of Microbiology, 2021, 203, 951-957. 1.0 13

21363 Removal of concentrated Cr(III) from real tannery wastewater using abiotic and anaerobic processes
with native microbial consortia. Journal of Environmental Chemical Engineering, 2021, 9, 104626. 3.3 10

21364 High gene space divergence contrasts with frozen vegetative architecture in the moss family
Funariaceae. Molecular Phylogenetics and Evolution, 2021, 154, 106965. 1.2 5

21365
The novel macrolide resistance genes <i>mef</i>(F) and <i>msr</i>(G) are located on a plasmid in
<i>Macrococcus canis</i> and a transposon in <i>Macrococcus caseolyticus</i>. Journal of
Antimicrobial Chemotherapy, 2021, 76, 48-54.

1.3 5

21366 Nesterenkonia haasae sp. nov., an alkaliphilic actinobacterium isolated from a degraded pasture in
Songnen Plain. Archives of Microbiology, 2021, 203, 959-966. 1.0 12

21367 Assessment of damage caused by evolved fall armyworm on native and transgenic maize in South
Africa. Phytoparasitica, 2021, 49, 1-12. 0.6 8

21368 Specific hydrolysis of curdlan with a novel glycoside hydrolase family 128 Î²-1,3-endoglucanase
containing a carbohydrate-binding module. Carbohydrate Polymers, 2021, 253, 117276. 5.1 10

21369 Population genomics of the southern Caspian Sea Vobla Rutilus lacustris. Hydrobiologia, 2021, 848,
345-361. 1.0 2

21370 Dynamic changes in bacterial microbiota succession and flavour development during milk
fermentation of Kazak artisanal cheese. International Dairy Journal, 2021, 113, 104878. 1.5 22

21371 A paleogenetic perspective of the Sabana de BogotÃ¡ (Northern South America) population history over
the Holocene (9000â€“550Â cal BP). Quaternary International, 2021, 578, 73-86. 0.7 7

21372 A chromosomeâ€•level genome assembly provides insights into ascorbic acid accumulation and fruit
softening in guava (<i>Psidium guajava</i>). Plant Biotechnology Journal, 2021, 19, 717-730. 4.1 52



1185

Citation Report

# Article IF Citations

21373 Annual Partitioning Patterns of Labyrinthulomycetes Protists Reveal Their Multifaceted Role in
Marine Microbial Food Webs. Applied and Environmental Microbiology, 2021, 87, . 1.4 17

21374 Assessment of littoral algal diversity from the northern Gulf of Mexico using environmental DNA
metabarcoding. Journal of Phycology, 2021, 57, 269-278. 1.0 4

21375 Pygmaeomycetaceae, a new root-associated family in Mucoromycotina from the pygmy pine plains.
Mycologia, 2021, 113, 134-145. 0.8 5

21376 Molecular and morphological systematics of the Bunomys division (Rodentia: Muridae), an endemic
radiation on Sulawesi. Zoologica Scripta, 2021, 50, 141-154. 0.7 5

21377
Cytochrome b sequence divergence and phylogenetic relationships among different species of family
Pentatomidae (Hemiptera: Heteroptera). International Journal of Tropical Insect Science, 2021, 41,
1177-1183.

0.4 1

21378 Effects of burning harvested residues on the archaeal and bacterial communities of Eucalyptus
urophylla substituting native vegetation. Applied Soil Ecology, 2021, 158, 103796. 2.1 17

21379
A distinctive pathway for triplet-triplet energy transfer photoprotection in fucoxanthin
chlorophyll-binding proteins from Cyclotella meneghiniana. Biochimica Et Biophysica Acta -
Bioenergetics, 2021, 1862, 148310.

0.5 8

21380 RASP: an atlas of transcriptome-wide RNA secondary structure probing data. Nucleic Acids Research,
2021, 49, D183-D191. 6.5 35

21381 Congeners Derived from Microtubule-Active Phenylpyrimidines Produce a Potent and Long-Lasting
Paralysis of <i>Schistosoma mansoni</i> In Vitro. ACS Infectious Diseases, 2021, 7, 1089-1103. 1.8 6

21382
New multilocus phylogeny reorganises the family Macrobiotidae (Eutardigrada) and unveils complex
morphological evolution of the Macrobiotus hufelandi group. Molecular Phylogenetics and
Evolution, 2021, 160, 106987.

1.2 41

21383 Machine learningâ€•based prediction of enzyme substrate scope: Application to bacterial nitrilases.
Proteins: Structure, Function and Bioinformatics, 2021, 89, 336-347. 1.5 30

21384 gcType: a high-quality type strain genome database for microbial phylogenetic and functional
research. Nucleic Acids Research, 2021, 49, D694-D705. 6.5 53

21385 Colocality to Cofunctionality: Eukaryotic Gene Neighborhoods as a Resource for Function Discovery.
Molecular Biology and Evolution, 2021, 38, 650-662. 3.5 14

21386
The occurrence of <i>Affixifilum</i> gen. nov. and <i>Neolyngbya</i> (Oscillatoriaceae) in South
Florida (USA), with the description of <i>A. floridanum</i> sp. nov. and <i>N. biscaynensis</i> sp. nov.
Journal of Phycology, 2021, 57, 92-110.

1.0 12

21387
Bradyrhizobium campsiandrae sp. nov., a nitrogen-fixing bacterial strain isolated from a native
leguminous tree from the Amazon adapted to flooded conditions. Archives of Microbiology, 2021, 203,
233-240.

1.0 8

21388 <i>Fusarium</i> spp. Associated With Root Rot of Pulse Crops and Their Cross-Pathogenicity to Cereal
Crops in Montana. Plant Disease, 2021, 105, 548-557. 0.7 12

21389 <i>CoreCruncher</i>: Fast and Robust Construction of Core Genomes in Large Prokaryotic Data Sets.
Molecular Biology and Evolution, 2021, 38, 727-734. 3.5 17

21390 How to use the <scp><i>MEROPS</i></scp> database and website to help understand peptidase
specificity. Protein Science, 2021, 30, 83-92. 3.1 44



1186

Citation Report

# Article IF Citations

21391
Morphological variability of choanocyte kinetids supports a novel systematic division within
Oscarellidae (Porifera, Homoscleromorpha). Journal of Zoological Systematics and Evolutionary
Research, 2021, 59, 31-43.

0.6 1

21392
The genome of <i>Cleistogenes songorica</i> provides a blueprint for functional dissection of
dimorphic flower differentiation and drought adaptability. Plant Biotechnology Journal, 2021, 19,
532-547.

4.1 21

21393 On the reappearance of the Indian grey wolf in Bangladesh after 70Â years: what do we know?.
Mammalian Biology, 2021, 101, 163-171. 0.8 3

21394 Genomic Signatures of Coevolution between Nonmodel Mammals and Parasitic Roundworms.
Molecular Biology and Evolution, 2021, 38, 531-544. 3.5 10

21395
Transcriptome-wide identification, characterization, and phylogenomic analysis of cytochrome P450s
from <i>Nothapodytes nimmoniana</i> reveal candidate genes involved in the camptothecin
biosynthetic pathway. Genome, 2021, 64, 1-14.

0.9 5

21396 Diversity and Virulence of<i>Streptomyces</i>spp. Causing Potato Common Scab in Prince Edward
Island, Canada. Phytopathology, 2021, 111, 617-626. 1.1 8

21397 Crystal structure of a Sâ€•adenosylâ€•Lâ€•methionineâ€•dependent <i>O</i>â€•methyltransferaseâ€•like enzyme from
<i>Aspergillus flavus</i>. Proteins: Structure, Function and Bioinformatics, 2021, 89, 185-192. 1.5 4

21398 Evolutionary Genomics of Niche-Specific Adaptation to the Cystic Fibrosis Lung in <i>Pseudomonas
aeruginosa</i>. Molecular Biology and Evolution, 2021, 38, 663-675. 3.5 18

21399 A revision of pipistrelle-like bats (Mammalia: Chiroptera: Vespertilionidae) in East Africa with the
description of new genera and species. Zoological Journal of the Linnean Society, 2021, 191, 1114-1146. 1.0 26

21400 Bacterial Oxidases of the Cytochrome<i>bd</i>Family: Redox Enzymes of Unique Structure, Function,
and Utility As Drug Targets. Antioxidants and Redox Signaling, 2021, 34, 1280-1318. 2.5 45

21401
Too many species: morphometrics, molecular phylogenetics and genome structure of a Brazilian
species complex in<i>Epidendrum</i>(Laeliinae; Orchidaceae) reveal fewer species than previously
thought. Botanical Journal of the Linnean Society, 2021, 195, 161-188.

0.8 21

21402 Phylogenomic Resolution of Sea Spider Diversification through Integration of Multiple Data Classes.
Molecular Biology and Evolution, 2021, 38, 686-701. 3.5 47

21403 Characterization of two complete mitochondrial genomes of Pterocryptis anomala (Siluridae) and its
phylogeny and cryptic diversity. Biologia (Poland), 2021, 76, 613-621. 0.8 0

21404 Proteome specialization of anaerobic fungi during ruminal degradation of recalcitrant plant fiber.
ISME Journal, 2021, 15, 421-434. 4.4 46

21405 Spatiotemporal Changes in the Bacterial Community of the Meromictic Lake Uchum, Siberia. Microbial
Ecology, 2021, 81, 357-369. 1.4 6

21406 Benchmarking microbial growth rate predictions from metagenomes. ISME Journal, 2021, 15, 183-195. 4.4 52

21407 Genetic, morphological and acoustic differentiation of African trident bats
(Rhinonycteridae:<i>Triaenops</i>). Zoological Journal of the Linnean Society, 2021, 192, 236-257. 1.0 5

21408
Phylogeny, taxonomic reassessment and â€˜ecomorphâ€™ relationship of the<i>Orientallactaga
sibirica</i>complex (Rodentia: Dipodidae: Allactaginae). Zoological Journal of the Linnean Society,
2021, 192, 185-205.

1.0 5



1187

Citation Report

# Article IF Citations

21409 <i>Apolygus lucorum</i> genome provides insights into omnivorousness and mesophyll feeding.
Molecular Ecology Resources, 2021, 21, 287-300. 2.2 31

21410 Domestic dog origin of Carnivore Protoparvovirus 1 infection in a rescued freeâ€•ranging guiÃ±a () Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Leopardus guigna) in Chile. Transboundary and Emerging Diseases, 2021, 68, 1062-1068.1.3 6

21411
Structural insight into the effect of polymorphic variation on the functional dynamics of methionine
synthase reductase: Implications in neural tube defects. Chemical Biology and Drug Design, 2021, 97,
283-292.

1.5 3

21412 DELPHI: accurate deep ensemble model for protein interaction sites prediction. Bioinformatics, 2021,
37, 896-904. 1.8 63

21413 Evolutionary History of Endogenous Human Herpesvirus 6 Reflects Human Migration out of Africa.
Molecular Biology and Evolution, 2021, 38, 96-107. 3.5 31

21414 Genetic innovations: Transposable element recruitment and de novo formation lead to the birth of
orphan genes in the rice genome. Journal of Systematics and Evolution, 2021, 59, 341-351. 1.6 14

21415 Adaptability of Rhododendrons in high altitude habitats. Journal of Forestry Research, 2021, 32,
449-460. 1.7 4

21416
Molecular data reshape our understanding of the life cycles of three digeneans (Monorchiidae and) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (Gymnophallidae) infecting the bivalve, <i>Donax variabilis</i>: itâ€™s just a facultative host!. Parasite,

2021, 28, 34.
0.8 6

21417 Microbial community structure in aquifers associated with arsenic: analysis of 16S rRNA and arsenite
oxidase genes. PeerJ, 2021, 9, e10653. 0.9 12

21419 Hepatitis delta virus-like circular RNAs from diverse metazoans encode conserved hammerhead
ribozymes. Virus Evolution, 2021, 7, veab016. 2.2 22

21420 Transcriptome and phytochemical analyses provide insights into the organic sulfur pathway in Allium
hirtifolium. Scientific Reports, 2021, 11, 768. 1.6 6

21421 Tight association of genome rearrangements with gene expression in conifer plastomes. BMC Plant
Biology, 2021, 21, 33. 1.6 5

21422 Whole-genome sequencing reveals sex determination and liver high-fat storage mechanisms of
yellowstripe goby (Mugilogobius chulae). Communications Biology, 2021, 4, 15. 2.0 11

21423
Identification and response of cytochrome P450 genes in the brackish water flea Diaphanosoma
celebensis after exposure to benzo[Î±]pyrene and heavy metals. Molecular Biology Reports, 2021, 48,
657-664.

1.0 3

21425
Fulvia fulva [syn. Cladosporium fulvum, Passalora fulva] races in Argentina are evolving through
genetic changes and carry polymorphic avr and ecp gene sequences. European Journal of Plant
Pathology, 2021, 159, 525-542.

0.8 6

21426 Analysis of proteolytic processing sites in potyvirus polyproteins revealed differential amino acid
preferences of NIa-Pro protease in each of seven cleavage sites. PLoS ONE, 2021, 16, e0245853. 1.1 11

21428 Biopolymer production by halotolerant bacteria isolated from Caatinga biome. Brazilian Journal of
Microbiology, 2021, 52, 547-559. 0.8 5

21429 <i>Colacogloea armeniacae</i> sp. nov., a novel pucciniomycetous yeast species isolated from
apricots. Mycoscience, 2021, 62, 42-46. 0.3 2



1188

Citation Report

# Article IF Citations

21430 Comparison of whole genomes of tick-borne encephalitis virus from mountainous alpine regions and
regions with a lower altitude. Virus Genes, 2021, 57, 217-221. 0.7 0

21431
Structural aspects of Î²-glucosidase of <i>Myceliophthora thermophila</i> (MtBgl3c) by homology
modelling and molecular docking. Journal of Biomolecular Structure and Dynamics, 2022, 40,
5211-5228.

2.0 8

21432 Genome Sequences of Two GH Clade SARS-CoV-2 Strains Isolated from Patients with COVID-19 in South
Korea. Microbiology Resource Announcements, 2021, 10, . 0.3 3

21433 Relicts from Glacial Times: The Ground Beetle Pterostichus adstrictus Eschscholtz, 1823 (Coleoptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Carabidae) in the Austrian Alps. Insects, 2021, 12, 84.1.0 4

21434
Cytogenetic characterization and mapping of the repetitive DNAs in Cycloramphus bolitoglossus
(Werner, 1897): More clues for the chromosome evolution in the genus Cycloramphus (Anura,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 577 Td (Cycloramphidae). PLoS ONE, 2021, 16, e0245128.1.1 7

21435 The Hunt for Ancient Prions: Archaeal Prion-Like Domains Form Amyloid-Based Epigenetic Elements.
Molecular Biology and Evolution, 2021, 38, 2088-2103. 3.5 15

21436 Plastid genome evolution in Amazonian aÃ§aÃ palm (Euterpe oleracea Mart.) and Atlantic forest aÃ§aÃ
palm (Euterpe edulis Mart.). Plant Molecular Biology, 2021, 105, 559-574. 2.0 12

21437 Contrasting population structures of freshwater atyid shrimps in Hong Kong and their conservation
implications. Marine and Freshwater Research, 2021, , . 0.7 1

21438 Phylogenomics of the Hyalella amphipod species-flock of the Andean Altiplano. Scientific Reports,
2021, 11, 366. 1.6 7

21440 Life-history traits display strong associations to genome size in annelids. Hydrobiologia, 2021, 848,
799-810. 1.0 3

21441
Increasing knowledge of the denizens of saline environments through integrative taxonomy: new
Argentinian endemic taxa of<i>Liolaemus</i>(Iguania: Liolaemidae) and their evolutionary
relationships. Systematics and Biodiversity, 2021, 19, 135-167.

0.5 5

21442 Assessing evidence for adaptive evolution in two hearing-related genes important for high-frequency
hearing in echolocating mammals. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 4

21443 Comparison of Alginate Utilization Pathways in Culturable Bacteria Isolated From Arctic and
Antarctic Marine Environments. Frontiers in Microbiology, 2021, 12, 609393. 1.5 11

21444
Complex History of Aerobic Respiration and Phototrophy in the &lt;i&gt;Chloroflexota&lt;/i&gt; Class
&lt;i&gt;Anaerolineae&lt;/i&gt; Revealed by High-Quality Draft Genome of &lt;i&gt;Ca.&lt;/i&gt; Roseilinea
mizusawaensis AA3_104. Microbes and Environments, 2021, 36, n/a.

0.7 5

21445 Diversity of echinostomes (Digenea: Echinostomatidae) in their snail hosts at high latitudes. Parasite,
2021, 28, 59. 0.8 11

21446 Genomes reveal selective sweeps in kiang and donkey for high-altitude adaptation. Zoological
Research, 2021, 42, 450-460. 0.9 9

21447 Genetic diversity in two threatened species of guitarfish (Elasmobranchii: Rhinobatidae) from the
Brazilian and Argentinian coasts: an alert for conservation. Neotropical Ichthyology, 2021, 19, . 0.5 11

21448 Sex Chromosome Turnover in Bent-Toed Geckos (Cyrtodactylus). Genes, 2021, 12, 116. 1.0 21



1189

Citation Report

# Article IF Citations

21449 ZOVER: the database of zoonotic and vector-borne viruses. Nucleic Acids Research, 2022, 50,
D943-D949. 6.5 25

21450
Morphology and phylogeny of scalopine moles (Eulipotyphla: Talpidae: Scalopini) from the eastern
Himalayas, with descriptions of a new genus and species. Zoological Journal of the Linnean Society,
2021, 193, 432-444.

1.0 7

21451 Phanerozoic radiation of ammonia oxidizing bacteria. Scientific Reports, 2021, 11, 2070. 1.6 14

21452 A Model System for Feralizing Laboratory Mice in Large Farmyard-Like Pens. Frontiers in Microbiology,
2020, 11, 615661. 1.5 11

21453 Molecular and cellular characterization of European sea bass CD3Îµ+ T lymphocytes and their
modulation by microalgal feed supplementation. Cell and Tissue Research, 2021, 384, 149-165. 1.5 10

21454 Leptospiral Immunoglobulin-Like Domain Proteins: Roles in Virulence and Immunity. Frontiers in
Immunology, 2020, 11, 579907. 2.2 19

21455 Unification and extensive diversification of M/Orf3-related ion channel proteins in coronaviruses and
other nidoviruses. Virus Evolution, 2021, 7, veab014. 2.2 17

21456 Two novel venom proteins underlie divergent parasitic strategies between a generalist and a specialist
parasite. Nature Communications, 2021, 12, 234. 5.8 25

21457 Fassettia, a new North American genus of family Ceratophyllaceae: evidence based on cladistic
analyses of current molecular data of Ceratophyllum. Australian Systematic Botany, 2021, 34, 431. 0.3 3

21458 Duganella callida sp. nov., a novel addition to the Duganella genus, isolated from the soil of a
cultivated maize field. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 10

21459 Legionella septentrionalis sp. nov., isolated from aquatic environments in the northern PR China.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 8

21460

Photorhabdus heterorhabditis subsp. aluminescens subsp. nov., Photorhabdus heterorhabditis subsp.
heterorhabditis subsp. nov., Photorhabdus australis subsp. thailandensis subsp. nov., Photorhabdus
australis subsp. australis subsp. nov., and Photorhabdus aegyptia sp. nov. isolated from
Heterorhabditis entomopathogenic nematodes. International Journal of Systematic and Evolutionary
Microbiology, 2021, 71, .

0.8 37

21462
Cortinarius subgenus Leprocybe in Europe: expanded Sanger and Next Generation Sequencing unveil
unexpected diversity in the Mediterranean. Persoonia: Molecular Phylogeny and Evolution of Fungi,
2021, , .

1.6 7

21464 Identification and classification of antiviral defence systems in bacteria and archaea with PADLOC
reveals new system types. Nucleic Acids Research, 2021, 49, 10868-10878. 6.5 92

21465 Freshwater monitoring by nanopore sequencing. ELife, 2021, 10, . 2.8 69

21468
Whole Genome Sequencing and Root Colonization Studies Reveal Novel Insights in the Biocontrol
Potential and Growth Promotion by Bacillus subtilis MBI 600 on Cucumber. Frontiers in
Microbiology, 2020, 11, 600393.

1.5 41

21469 Classification of Retroviruses Based on Genomic Data Using RVGC. Computers, Materials and
Continua, 2021, 69, 3829-3844. 1.5 0

21470 Anaerococcus urinimassiliensis sp. nov., a new bacterium isolated from human urine. Scientific
Reports, 2021, 11, 2684. 1.6 7



1190

Citation Report

# Article IF Citations

21471 Arbuscular mycorrhizal fungal communities associated with switchgrass (&lt;i&gt;Panicum) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (virgatum&lt;/i&gt; L.) in the acidic, oligotrophic pine barrens ecosystem. Grass Research, 2021, 1, 1-10.0.6 2

21472 Nitrogen cycling in coastal sediment microbial communities with seasonally variable benthic nutrient
fluxes. Aquatic Microbial Ecology, 2021, 86, 1-19. 0.9 10

21473 Alternative pathways utilize or circumvent putrescine for biosynthesis of putrescine-containing
rhizoferrin. Journal of Biological Chemistry, 2021, 296, 100146. 1.6 8

21474 Quantitative analysis of the splice variants expressed by the major hepatitis B virus genotypes.
Microbial Genomics, 2021, 7, . 1.0 16

21475 Functional characterization of the putative FAD synthase from Mycoplasma hyopneumoniae. FEMS
Microbiology Letters, 2021, 368, . 0.7 0

21476 Novel Molecular Markers Linked to Pseudomonas aeruginosa Epidemic High-Risk Clones. Antibiotics,
2021, 10, 35. 1.5 5

21478 A chromosome-level genome assembly of the oriental river prawn, <i>Macrobrachium nipponense</i>.
GigaScience, 2021, 10, . 3.3 28

21480 Babesia Bovis Ligand-Receptor Interaction: AMA-1 Contains Small Regions Governing Bovine
Erythrocyte Binding. International Journal of Molecular Sciences, 2021, 22, 714. 1.8 4

21481 Structural Characterization of Act c 10.0101 and Pun g 1.0101â€”Allergens from the Non-Specific Lipid
Transfer Protein Family. Molecules, 2021, 26, 256. 1.7 4

21482 In silico comparative analysis of Aeromonas Type VI Secretion System. Brazilian Journal of
Microbiology, 2021, 52, 229-243. 0.8 3

21483 Genome-wide signatures of mammalian skin covering evolution. Science China Life Sciences, 2021, 64,
1765-1780. 2.3 5

21484 Phylogeny of <i>Anisopappus</i> with species circumscriptions revisited (Asteraceae: Athroismeae).
Taxon, 2021, 70, 351-364. 0.4 3

21485 Genetic Identification and Antimicrobial Activity of Streptomyces sp. Strain Je 1â€“6 Isolated from
Rhizosphere Soil of Juniperus excelsa Bieb. Cytology and Genetics, 2021, 55, 28-35. 0.2 4

21486 ATG5 is instrumental in the transition from autophagy to apoptosis during the degeneration of tick
salivary glands. PLoS Neglected Tropical Diseases, 2021, 15, e0009074. 1.3 4

21487
Molecular Placement of an Outbreak-Causing Gall Wasp,<i>Zapatella davisae</i>(Hymenoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 187 Td (Cynipidae), with Comments on Phylogenetic Arrangements in the Tribe Cynipini. Journal of

Entomological Science, 2021, 56, 84-95.
0.2 2

21489 Introduction to the Concepts of Agr-Informatics. , 2021, , 1-21. 0

21490 Data-Fusion for Epidemiological Analysis of Covid-19 Variants in UAE. Computers, Materials and
Continua, 2021, 68, 3895-3913. 1.5 3

21491 The demise of a wonder: Evolutionary history and conservation assessments of the Wonder Gecko
Teratoscincus keyserlingii (Gekkota, Sphaerodactylidae) in Arabia. PLoS ONE, 2021, 16, e0244150. 1.1 6



1191

Citation Report

# Article IF Citations

21492
Comammox <i>Nitrospira</i> Species Dominate in an Efficient Partial Nitrificationâ€“Anammox
Bioreactor for Treating Ammonium at Low Loadings. Environmental Science &amp; Technology, 2021,
55, 2087-2098.

4.6 64

21493 Functional diversity of three tandem C-terminal carbohydrate-binding modules of a Î²-mannanase.
Journal of Biological Chemistry, 2021, 296, 100638. 1.6 10

21494 Genome-wide characterization and analysis of the CCT motif family genes in soybean (Glycine max).
Planta, 2021, 253, 15. 1.6 26

21495 A new species of <i>Munida</i> Leach, 1820 (Crustacea: Decapoda: Anomura: Munididae) from
seamounts of the Nazca-Desventuradas Marine Park. PeerJ, 2021, 9, e10531. 0.9 2

21496 Evolution of ribosomal protein network architectures. Scientific Reports, 2021, 11, 625. 1.6 23

21497 Molecular detection of Apicomplexa protozoa in tissues from Alouatta guariba clamitans. Pesquisa
Veterinaria Brasileira, 0, 41, . 0.5 3

21499 New Records of <i>Anopheles benarrochi</i> B (Diptera: Culicidae) in Malaria Hotspots in the Amazon
Regions of Ecuador and Peru. Journal of Medical Entomology, 2021, 58, 1234-1240. 0.9 4

21500 Granick revisited: Synthesizing evolutionary and ecological evidence for the late origin of
bacteriochlorophyll via ghost lineages and horizontal gene transfer. PLoS ONE, 2021, 16, e0239248. 1.1 10

21501 Genomic insight into a novel actinobacterium, Actinomadura rubrisoli sp. nov., reveals high potential
for bioactive metabolites. Antonie Van Leeuwenhoek, 2021, 114, 195-208. 0.7 7

21502 Systematics of tardigrada: A reanalysis of tardigrade taxonomy with specific reference to Guil et al.
(2019). Zoologica Scripta, 2021, 50, 376-382. 0.7 11

21503 Quantifying fluorescent glycan uptake to elucidate strain-level variability in foraging behaviors of
rumen bacteria. Microbiome, 2021, 9, 23. 4.9 16

21504 Isolation of MERS-related coronavirus from lesser bamboo bats that uses DPP4 and infects
human-DPP4-transgenic mice. Nature Communications, 2021, 12, 216. 5.8 20

21505 UPGMA - analysis of type II CRISPR RNA-guided endonuclease Cas9 homologues from the compost
metagenome. E3S Web of Conferences, 2021, 265, 04010. 0.2 2

21506 Divergence promoted by the northern Andes in the giant fishing spider <i>Ancylometes bogotensis</i>
(Araneae: Ctenidae). Biological Journal of the Linnean Society, 2021, 132, 495-508. 0.7 6

21507 Adding DNA barcoding to stream monitoring protocols â€“ Whatâ€™s the additional value and congruence
between morphological and molecular identification approaches?. PLoS ONE, 2021, 16, e0244598. 1.1 17

21508 Multiple Alignment of Promoter Sequences from the Arabidopsis thaliana L. Genome. Genes, 2021, 12,
135. 1.0 12

21509 Computational Genomics. , 2021, , 213-241. 0

21510 Desert Environments Facilitate Unique Evolution of Biosynthetic Potential in Streptomyces.
Molecules, 2021, 26, 588. 1.7 10



1192

Citation Report

# Article IF Citations

21511 Characterization of prostanoid pathway and the control of its activity by the eyestalk optic ganglion
in the female giant freshwater prawn, Macrobrachium rosenbergii. Heliyon, 2021, 7, e05898. 1.4 4

21513 Association of Microbial Dysbiosis with Gallbladder Diseases Identified by Bile Microbiome Profiling.
Journal of Korean Medical Science, 2021, 36, e189. 1.1 13

21514 Biological computation and computational biology: survey, challenges, and discussion. Artificial
Intelligence Review, 2021, 54, 4169-4235. 9.7 7

21515 Strain-specific genome evolution in Trypanosoma cruzi, the agent of Chagas disease. PLoS Pathogens,
2021, 17, e1009254. 2.1 50

21516 Which factors contribute most to genome size variation within angiosperms?. Ecology and Evolution,
2021, 11, 2660-2668. 0.8 39

21517 , a new Australian species in. Australian Systematic Botany, 2021, 34, 477-484. 0.3 9

21518 The type VI secretion system of Xanthomonas phaseoli pv. manihotis is involved in virulence and in
vitro motility. BMC Microbiology, 2021, 21, 14. 1.3 16

21519 Population genetic analysis of two Polylepis microphylla (Wedd.) Bitter (Rosaceae) forests in
Ecuador. Neotropical Biodiversity, 2021, 7, 184-197. 0.2 2

21520 Characterization of the Bubblegum acyl-CoA synthetase of Microchloropsis gaditana. Plant
Physiology, 2021, 185, 815-835. 2.3 9

21521 Molecular Epidemiological Analysis of the Origin and Transmission Dynamics of the HIV-1 CRF01_AE
Sub-Epidemic in Bulgaria. Viruses, 2021, 13, 116. 1.5 7

21522 Comparative Analysis of Core and Accessory Genes in Coexpression Network. Methods in Molecular
Biology, 2021, 2242, 45-58. 0.4 2

21523 Thioesterase-mediated side chain transesterification generates potent Gq signaling inhibitor FR900359.
Nature Communications, 2021, 12, 144. 5.8 32

21524
Phylogenetic analyses of a new freshwater amphipod reveal polyphyly within the Holarctic family
Crangonyctidae, with revision of the genus <i>Synurella</i>. Zoological Journal of the Linnean
Society, 2022, 195, 1100-1115.

1.0 5

21525 A Multi-Omics Characterization of the Natural Product Potential of Tropical Filamentous Marine
Cyanobacteria. Marine Drugs, 2021, 19, 20. 2.2 19

21526 Polinton-like viruses are abundant in aquatic ecosystems. Microbiome, 2021, 9, 13. 4.9 32

21527 Genetic analyses reveal cryptic diversity in the widely distributed. Invertebrate Systematics, 2021, 35,
298-311. 0.5 6

21528 Bovine Collectins: Role in Health and Disease. , 2021, , 207-244. 0

21530 Morphological and molecular characterization of <i>Butlerius butleri</i> Goodey, 1929 (Nematoda:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Diplogastridae) from South Africa: First report. Journal of Nematology, 2021, 53, 1-12.0.4 1



1193

Citation Report

# Article IF Citations

21531 The impact of multiple molecular and morphological data sets on the phylogenetic reconstruction of
subtribe Neurachninae (Poaceae: Panicoideae: Paniceae). Australian Systematic Botany, 2021, 34, 227-251. 0.3 4

21532 Genome-wide Identification and Expression Pattern Analysis of the HD-Zip Transcription Factor Family
in Pineapple (Ananas Comosus). Tropical Plant Biology, 2021, 14, 120-131. 1.0 4

21533
Hopeful monsters: unintended sequencing of famously malformed mite mitochondrial tRNAs reveals
widespread expression and processing of senseâ€“antisense pairs. NAR Genomics and Bioinformatics,
2021, 3, lqaa111.

1.5 6

21534 Cold Adaptation Mechanisms of a Snow Alga Chlamydomonas nivalis During Temperature
Fluctuations. Frontiers in Microbiology, 2020, 11, 611080. 1.5 8

21535 Microbial and Chemical Analysis of Non-Saccharomyces Yeasts from Chambourcin Hybrid Grapes for
Potential Use in Winemaking. Fermentation, 2021, 7, 15. 1.4 10

21536 Comparative mitogenome analyses uncover mitogenome features and phylogenetic implications of the
subfamily Cobitinae. BMC Genomics, 2021, 22, 50. 1.2 11

21538 Genetic Structure, Function, and Evolution of Capsule Biosynthesis Loci in Vibrio parahaemolyticus.
Frontiers in Microbiology, 2020, 11, 546150. 1.5 10

21539 Genome-Wide Analysis and the Expression Pattern of the ERF Gene Family in Hypericum perforatum.
Plants, 2021, 10, 133. 1.6 3

21540
Three ATP-dependent phosphorylating enzymes in the first committed step of dihydroxyacetone
metabolism in Gluconobacter thailandicus NBRC3255. Applied Microbiology and Biotechnology, 2021,
105, 1227-1236.

1.7 3

21541 Benchmark of algorithms for multiple DNA sequence alignment across livestock species.
Translational Research in Veterinary Science, 2021, 3, 41. 0.1 0

21542 DNA recombination and repair in Wolbachia: RecA and related proteins. Molecular Genetics and
Genomics, 2021, 296, 437-456. 1.0 5

21543 Phylogeography of the Brittle Star Ophiura sarsii LÃ¼tken, 1855 (Echinodermata: Ophiuroidea) from the
Barents Sea and East Atlantic. Diversity, 2021, 13, 40. 0.7 4

21544 Assessing the Effects of Î²-Triketone Herbicides on the Soil Bacterial and hppd Communities: A
Lab-to-Field Experiment. Frontiers in Microbiology, 2020, 11, 610298. 1.5 5

21545 Selective Inhibition of 2-Oxoglutarate and 2-Oxoadipate Dehydrogenases by the Phosphonate Analogs
of Their 2-Oxo Acid Substrates. Frontiers in Chemistry, 2020, 8, 596187. 1.8 8

21546 Genomic adaptation of Pseudomonas strains to acidity and antibiotics in hydrothermal vents at
Kolumbo submarine volcano, Greece. Scientific Reports, 2021, 11, 1336. 1.6 9

21547
Characterization of Ï‰3 fatty acid desaturases from oomycetes and their application toward
eicosapentaenoic acid production in <i>Mortierella alpina</i>. Bioscience, Biotechnology and
Biochemistry, 2021, 85, 1252-1265.

0.6 2

21548
Multilocus phylogeny suggests a distinct species status for the Nepal population of Assam macaques
(&lt;i&gt;Macaca assamensis&lt;/i&gt;): implications for evolution and conservation. Zoological
Research, 2021, 42, 3-13.

0.9 4

21549 Convergent evolution of pain-inducing defensive venom components in spitting cobras. Science, 2021,
371, 386-390. 6.0 96



1194

Citation Report

# Article IF Citations

21550 Bioinformatics resources for SARS-CoV-2 discovery and surveillance. Briefings in Bioinformatics,
2021, 22, 631-641. 3.2 38

21551 Host relatedness and landscape connectivity shape pathogen spread in the puma, a large secretive
carnivore. Communications Biology, 2021, 4, 12. 2.0 20

21552
Structural-Genetic Characterization Of Novel Butaryl co-A Dehydrogenase and Proposition of
Butanol Biosynthesis Pathway in Pusillimonas ginsengisoli SBSA. Journal of Molecular Evolution,
2021, 89, 81-94.

0.8 1

21553



1195

Citation Report

# Article IF Citations

21569 Diversification, Introgression, and Rampant Cytonuclear Discordance in Rocky Mountains Chipmunks
(Sciuridae: <i>Tamias</i>). Systematic Biology, 2021, 70, 908-921. 2.7 20

21571 Functional Characterization of the Î³-Aminobutyric Acid Transporter from Mycobacterium smegmatis
MC 2 155 Reveals Sodium-Driven GABA Transport. Journal of Bacteriology, 2021, 203, . 1.0 3

21572 Protist communities along freshwaterâ€“marine transition zones in Hudson Bay (Canada). Elementa,
2021, 9, . 1.1 9

21573 Human variant of scavenger receptor BI (R174C) exhibits impaired cholesterol transport functions.
Journal of Lipid Research, 2021, 62, 100045. 2.0 8

21574 Live cell dynamics of production, explosive release and killing activity of phage tail-like weapons for
Pseudomonas kin exclusion. Communications Biology, 2021, 4, 87. 2.0 34

21575 Computational Method for Classification of Avian Influenza A Virus Using DNA Sequence Information
and Physicochemical Properties. Frontiers in Genetics, 2021, 12, 599321. 1.1 4

21576 Identification of full-length circular nucleic acids using long-read sequencing technologies. Analyst,
The, 2021, 146, 6102-6113. 1.7 0

21577 A Global Approach to Estimating the Abundance and Duplication of Polyketide Synthase Domains in
Dinoflagellates. Evolutionary Bioinformatics, 2021, 17, 117693432110318. 0.6 3

21579
The Isolate Caproiciproducens sp. 7D4C2 Produces n-Caproate at Mildly Acidic Conditions From
Hexoses: Genome and rBOX Comparison With Related Strains and Chain-Elongating Bacteria. Frontiers
in Microbiology, 2020, 11, 594524.

1.5 33

21580 The discovery, distribution, and diversity of DNA viruses associated with<i>Drosophila
melanogaster</i>in Europe. Virus Evolution, 2021, 7, veab031. 2.2 25

21581 <i>Gerricola queenslandensis</i> n. g., n. sp., a new monorchiid trematode from the eastern
Australian coast and its life cycle partially elucidated. Journal of Helminthology, 2021, 95, e30. 0.4 4

21582
Southeast Asian Isolate of the Tomato Leaf Curl New Delhi Virus Shows Higher Pathogenicity Against
Tomato and Cucurbit Crops Compared to that of the Mediterranean Isolate. Horticulture Journal,
2021, 90, 314-325.

0.3 9

21583 Serotonin stimulates Echinococcus multilocularis larval development. Parasites and Vectors, 2021,
14, 14. 1.0 9

21585 TYGS and LPSN:Â a database tandem for fast and reliable genome-based classification and nomenclature
of prokaryotes. Nucleic Acids Research, 2022, 50, D801-D807. 6.5 728

21586 A Comprehensive Guide to Potato Transcriptome. Methods in Molecular Biology, 2021, 2354, 155-192. 0.4 0

21588
Determination of the two-component systems regulatory network reveals core and accessory
regulations across <i>Pseudomonas aeruginosa</i> lineages. Nucleic Acids Research, 2021, 49,
11476-11490.

6.5 28

21589 DNA barcoding of some taxa of genus Acacia and their phylogenetic relationship. International
Journal of Transgender Health, 2021, 14, 588-598. 1.1 1

21592 A new genus and species for Chloantheae (Lamiaceae). Australian Systematic Botany, 2021, 34, 485. 0.3 1



1196

Citation Report

# Article IF Citations

21593 Lingzhi Mitochondrial Genome. Compendium of Plant Genomes, 2021, , 73-87. 0.3 0

21594
Genetic and evolutionary analyses of plastomes of the subfamily Cactoideae (Cactaceae) indicate
relaxed protein biosynthesis and tRNA import from cytosol. Revista Brasileira De Botanica, 2021, 44,
97-116.

0.5 7

21595 RNA-sequencing indicates high hemocyanin expression as a key strategy for cold adaptation in the
Antarctic amphipod Eusirus cf. giganteus clade g3. Biocell, 2021, 45, 1611-1619. 0.4 5

21596
Traditional Knowledge Aids Description When Resolving the Taxonomic Status of Unsettled Species
Using Classical and Molecular Taxonomy: The Case of the Shallow-Water Octopus Callistoctopus
furvus (Gould, 1852) From the Western Atlantic Ocean. Frontiers in Marine Science, 2021, 7, .

1.2 9

21597 An integrated morphologicalâ€“molecular approach reveals new insights on the systematics of the
octocoral. Invertebrate Systematics, 2021, 35, 261-281. 0.5 6

21598 Description of <i>Prionchulus jonkershoekensis</i> n. sp. (Nematoda: Mononchida), a new predatory
species from South Africa. Journal of Nematology, 2021, 53, 1-10. 0.4 2

21599 Comparative Genomics, from the Annotated Genome to Valuable Biological Information: A Case Study.
Methods in Molecular Biology, 2021, 2242, 91-112. 0.4 0

21601 Biochemical Characterization and Structural Insight into Interaction and Conformation Mechanisms
of Serratia marcescens Lysine Decarboxylase (SmcadA). Molecules, 2021, 26, 697. 1.7 3

21603 Identification and Downstream Analyses of Domains Amplified in Plant Genomes: The Case of
StAR-Related Lipid Transfer (START) Domains in Rice. Methods in Molecular Biology, 2021, 2238, 325-338. 0.4 1

21604 DNA sequencing reveals three new species of <i>Chamberlainium</i> (Corallinales, Rhodophyta) from
South Africa, all formerly passing under <i>Spongites yendoi</i>. Botanica Marina, 2021, 64, 19-40. 0.6 5

21607 Aedes aegypti SGS1 is critical for Plasmodium gallinaceum infection of both the mosquito midgut and
salivary glands. Malaria Journal, 2021, 20, 11. 0.8 11

21608
Taxonomic Evaluation of the Heyndrickxia (Basonym Bacillus) sporothermodurans Group (H.) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 307 Td (sporothermodurans, H. vini, H. oleronia) Based on Whole Genome Sequences. Microorganisms, 2021, 9,

246.
1.6 2

21609 Sex steroids and steroidogenesis-related genes in the sea cucumber, Holothuria scabra and their
potential role in gonad maturation. Scientific Reports, 2021, 11, 2194. 1.6 16

21610
Ã‡EÅžÄ°TLÄ° SUCUL HÄ°PERSALÄ°N HABÄ°TATLARDAKÄ° (TÃœRKÄ°YE) PROKARYOTÄ°K TOPLULUKLARIN VE NANOHALOARKEAL
SOYLARIN Ã‡EÅžÄ°TLÄ°LÄ°ÄžÄ°NÄ°N YÃœKSEK-VERÄ°MLÄ° DÄ°ZÄ°LEME VE KLONLAMA KULLANILARAK DEÄžERLENDÄ°RÄ°LMESÄ°. EskiÅŸehir Teknik
Ãœniversitesi Bilim Ve Teknoloji Dergisi - C YaÅŸam Bilimleri Ve Biyoteknoloji, 2021, 10, 57-68.

0.1 2

21611
Phylogenetic analyses of distantly related clades of bent-toed geckos (genus Cyrtodactylus) reveal an
unprecedented amount of cryptic diversity in northern and western Thailand. Scientific Reports, 2021,
11, 2328.

1.6 9

21613 DNA Sequences Classification with Deep Learning: A Survey. Menoufia Journal of Electronic
Engineering Research, 2021, 30, 41-51. 0.3 4

21614 Persephonella atlantica sp. nov.: How to adapt to physico-chemical gradients in high temperature
hydrothermal habitats. Systematic and Applied Microbiology, 2021, 44, 126176. 1.2 7

21615 The genomic characterisation and comparison of Bacillus cereus strains isolated from indoor air.
Gut Pathogens, 2021, 13, 6. 1.6 9



1197

Citation Report

# Article IF Citations

21616 Identification and Characterization of Mycobacterial Species Using Whole-Genome Sequences.
Methods in Molecular Biology, 2021, 2314, 399-457. 0.4 0

21617 Taxonomic and phylogenetic composition show biotic resistance to exotic invasion in acid seep
springs. Ecological Processes, 2021, 10, . 1.6 2

21618 Massively parallel functional testing of MSH2 missense variants conferring Lynch syndrome risk.
American Journal of Human Genetics, 2021, 108, 163-175. 2.6 66

21619 Plasma membrane phylloquinone biosynthesis in nonphotosynthetic parasitic plants. Plant Physiology,
2021, 185, 1443-1456. 2.3 8

21620 Middle East Respiratory Syndrome Coronavirus Gene 5 Modulates Pathogenesis in Mice. Journal of
Virology, 2021, 95, . 1.5 10

21621
Genome-wide identification of citrus histone acetyltransferase and deacetylase families and their
expression in response to arbuscular mycorrhizal fungi and drought. Journal of Plant Interactions,
2021, 16, 367-376.

1.0 8

21622 Reassessing species demarcation criteria in viroid taxonomy by pairwise identity matrices. Virus
Evolution, 2021, 7, veab001. 2.2 13

21623 The compost metagenome as a source of T4 bacteriophage pyrimidine dimer glycosylase homologues.
E3S Web of Conferences, 2021, 265, 04009. 0.2 0

21624 Diverse Evolution in 111 Plant Genomes Reveals Purifying and Dosage Balancing Selection Models for
F-Box Genes. International Journal of Molecular Sciences, 2021, 22, 871. 1.8 7

21625 Chromosome-level genomes of seeded and seedless date plum based on third-generation DNA
sequencing and Hi-C analysis. Forestry Research, 2021, 1, 0-0. 0.5 2

21626 Pairwise Heuristic Sequence Alignment Algorithm Based on Deep Reinforcement Learning. IEEE Open
Journal of Engineering in Medicine and Biology, 2021, 2, 36-43. 1.7 6

21627 Hygrophorus sect. Olivaceoumbrini: new boundaries, extended biogeography and unexpected diversity
unravelled by transatlantic studies. Persoonia: Molecular Phylogeny and Evolution of Fungi, 2021, , . 1.6 3

21628 Evidence on the paleodrainage connectivity during Pleistocene: Phylogeography of a hypoptopomatine
endemic to southeastern Brazilian coastal drainages. Neotropical Ichthyology, 2021, 19, . 0.5 3

21629 Genome and population evolution and environmental adaptation of &lt;i&gt;Glyptosternon
maculatum&lt;/i&gt; on the Qinghai-Tibet Plateau. Zoological Research, 2021, 42, 502-513. 0.9 7

21630 Chromosome-level genome assembly of the Chinese longsnout catfish &lt;i&gt;Leiocassis
longirostris&lt;/i&gt;. Zoological Research, 2021, 42, 417-422. 0.9 14

21632 Pseudomonas cremoris sp. nov., a novel proteolytic species isolated from cream. International
Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 8

21633
Comprehensive analysis of genomic diversity of SARS-CoV-2 in different geographic regions of India: an
endeavour to classify Indian SARS-CoV-2 strains on the basis of co-existing mutations. Archives of
Virology, 2021, 166, 801-812.

0.9 55

21634 Nitrogen Assimilation Varies Among Clades of Nectar- and Insect-Associated Acinetobacters. Microbial
Ecology, 2021, 81, 990-1003. 1.4 10



1198

Citation Report

# Article IF Citations

21635
Iningainema tapete sp. nov. (Scytonemataceae, Cyanobacteria) from greenhouses in central Florida
(USA) produces two types of nodularin with biosynthetic potential for microcystin-LR and
anabaenopeptin production. Harmful Algae, 2021, 101, 101969.

2.2 8

21636
Molecular detection of Leishmania donovani, Leishmania major, and Trypanosoma species in
Sergentomyia squamipleuris sand flies from a visceral leishmaniasis focus in Merti sub-County,
eastern Kenya. Parasites and Vectors, 2021, 14, 53.

1.0 3

21637 Comparative genomics reveals high rates of horizontal transfer and strong purifying selection on
rhizobial symbiosis genes. Proceedings of the Royal Society B: Biological Sciences, 2021, 288, 20201804. 1.2 13

21638 Quorum Quenching Activity of the PGPR Bacillus subtilis UD1022 Alters Nodulation Efficiency of
Sinorhizobium meliloti on Medicago truncatula. Frontiers in Microbiology, 2020, 11, 596299. 1.5 18

21639 Orthopoxvirus K3 orthologs show virus- and host-specific inhibition of the antiviral protein kinase
PKR. PLoS Pathogens, 2021, 17, e1009183. 2.1 16

21640 Genome-wide identification and comprehensive analysis of NAC family genes involved in fruit
development in kiwifruit (Actinidia). BMC Plant Biology, 2021, 21, 44. 1.6 23

21641 Germline IGHV3-53-encoded RBD-targeting neutralizing antibodies are commonly present in the
antibody repertoires of COVID-19 patients. Emerging Microbes and Infections, 2021, 10, 1097-1111. 3.0 25

21642 Redescription of type species of the genus Cytaea Keyserling, 1882 (Araneae: Salticidae) â€“ an integrative
approach. , 2021, 88, 933-947. 0

21643 Geometric morphometric analyses define riverine and lacustrine species flocks of Himalayan
snowtrout (Cyprinidae: Schizothorax) in Nepal. Aquatic Biology, 2021, 30, 19-31. 0.5 8

21644 Comparison of Blood Bacterial Communities in Periodontal Health and Periodontal Disease. Frontiers
in Cellular and Infection Microbiology, 2020, 10, 577485. 1.8 36

21646 Chromosome-level genome assembly of Ophiorrhiza pumila reveals the evolution of camptothecin
biosynthesis. Nature Communications, 2021, 12, 405. 5.8 77

21647 Circular DNA enrichment sequencing reveals the viral/satellites genetic diversity associated with the
third epidemic of cotton leaf curl disease. Biology Methods and Protocols, 2021, 6, bpab005. 1.0 10

21648
Historical biogeography of a neglected family of armoured harvestmen
(Opilionesâ€‰:â€‰Laniatoresâ€‰:â€‰Icaleptidae) with the first record and a new genus for tropical Mesoamerica.
Invertebrate Systematics, 2021, 35, 493-513.

0.5 2

21649 Phylogeny and systematics of the Lactucinae (Asteraceae) focusing on their SW Asian centre of
diversity. Plant Systematics and Evolution, 2021, 307, 1. 0.3 9

21650 Molecular phylogeny, systematics and generic classification of the butterfly subfamily Trapezitinae
(Lepidoptera: Papilionoidea: Hesperiidae). Zoological Journal of the Linnean Society, 2022, 195, 1407-1421. 1.0 3

21651 Simultaneous Discovery of Positive and Negative Interactions Among Rhizosphere Bacteria Using
Microwell Recovery Arrays. Frontiers in Microbiology, 2020, 11, 601788. 1.5 14

21652

Redescription of the hermit crab <i>Diogenes pugilator</i> (Decapoda: Anomura) reveals the existence
of a species complex in the Atlanto-Mediterranean transition zone, resulting in the resurrection of
<i>D. curvimanus</i> and the description of a new species. Zoological Journal of the Linnean Society,
2022, 195, 1116-1146.

1.0 2

21653 Genomic Evidence of an Ancient East Asian Divergence Event in Wild <i>Saccharomyces cerevisiae</i>.
Genome Biology and Evolution, 2021, 13, . 1.1 21



1199

Citation Report

# Article IF Citations

21654 AbaM Regulates Quorum Sensing, Biofilm Formation, and Virulence in <i>Acinetobacter baumannii</i>.
Journal of Bacteriology, 2021, 203, . 1.0 37

21655 The genus<i>Jorunna</i>(Nudibranchia: Discodorididae) in Europe: a new species and a possible case of
incipient speciation. Journal of Molluscan Studies, 2021, 87, . 0.4 6

21656 Unexpected diversity in the sponge-associated shrimps. Invertebrate Systematics, 2021, 35, 361-393. 0.5 1

21657 A new species of Polypedilum (Cerobregma) (Diptera, Chironomidae) from Oriental China. ZooKeys,
2021, 1011, 139-148. 0.5 4

21659 Molecular detection and genomic characterization of diverse hepaciviruses in African rodents. Virus
Evolution, 2021, 7, veab036. 2.2 11

21660 N-terminus-independent activation of c-Src via binding to a tetraspan(in) TM4SF5 in hepatocellular
carcinoma is abolished by the TM4SF5 C-terminal peptide application. Theranostics, 2021, 11, 8092-8111. 4.6 8

21661 Automated Phylogenetic Analysis Using Best Reciprocal BLAST. Methods in Molecular Biology, 2021,
2369, 41-63. 0.4 0

21662 Structural Features and Phylogenetic Implications of Four New Mitogenomes of Caliscelidae
(Hemiptera: Fulgoromorpha). International Journal of Molecular Sciences, 2021, 22, 1348. 1.8 8

21663 GRAPE, a greedy accumulated strategy for computational protein engineering. Methods in Enzymology,
2021, 648, 207-230. 0.4 5

21664
Integrated approach of whole-genome analysis, toxicological evaluation and life cycle assessment for
pyrene biodegradation by a psychrophilic strain, Shewanella sp. ISTPL2. Environmental Pollution, 2021,
269, 116176.

3.7 13

21665 Retrieval and Investigation of Data on SARS-CoV-2 and COVID-19 Using Bioinformatics Approach.
Advances in Experimental Medicine and Biology, 2021, 1318, 839-857. 0.8 23

21666
Datamining and functional environmental genomics reassess the phylogenetics and functional
diversity of fungal monosaccharide transporters. Applied Microbiology and Biotechnology, 2021, 105,
647-660.

1.7 4

21667 Demographic History and Genomic Response to Environmental Changes in a Rapid Radiation of Wild
Rats. Molecular Biology and Evolution, 2021, 38, 1905-1923. 3.5 7

21668 Mild cognitive impairment in novel SPG11 mutation-related sporadic hereditary spastic paraplegia with
thin corpus callosum: case series. BMC Neurology, 2021, 21, 12. 0.8 4

21669
Determining the position of Diomocoris, Micromimetus and Taylorilygus in the Lygus-complex based
on molecular data and first records of Diomocoris and Micromimetus from Australia, including four
new species (Insecta : Hemiptera : Miridae : Mirinae). Invertebrate Systematics, 2021, , .

0.5 1

21670 Genomic Characterization of Multidrug-Resistant Escherichia coli BH100 Sub-strains. Frontiers in
Microbiology, 2020, 11, 549254. 1.5 5

21671 Complete genome sequence of pleioblastus mosaic virus, a distinct member of the genus Potyvirus.
Archives of Virology, 2021, 166, 645-649. 0.9 3

21672
Whole genome characterization of strains belonging to the Ralstonia solanacearum species complex
and in silico analysis of TaqMan assays for detection in this heterogenous species complex. European
Journal of Plant Pathology, 2021, 159, 593-613.

0.8 2



1200

Citation Report

# Article IF Citations

21673 Genome-wide identification and characterization of NBS-encoding genes in Raphanus sativus L. and
their roles related to Fusarium oxysporum resistance. BMC Plant Biology, 2021, 21, 47. 1.6 18

21674 Morphological and molecular characterization of Aporcella femina sp. n. (Dorylaimida,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Aporcelaimidae) from Nigeria. Journal of Helminthology, 2021, 95, e7.0.4 1

21675
Assessing a generic synapomorphy of Pseudodebis Forster, 1964 (Lepidoptera : Nymphalidae : Satyrinae)
and a recent speciation with a shift in elevation between two new species in the western Andes.
Invertebrate Systematics, 2021, , .

0.5 1

21676 Challenges in estimating virus divergence times in short epidemic timescales with special reference to
the evolution of SARS-CoV-2 pandemic. Genetics and Molecular Biology, 2021, 44, e20200254. 0.6 2

21677 Effects of Arsenic and Iron on the Community and Abundance of Arsenite-Oxidizing Bacteria in an
Arsenic-Affected Groundwater Aquifer. Current Microbiology, 2021, 78, 1324-1334. 1.0 11

21678 Distinctive gut microbial dysbiosis between chronic alcoholic fatty liver disease and
metabolicâ€‘associated fatty liver disease in mice. Experimental and Therapeutic Medicine, 2021, 21, 418. 0.8 19

21679 The biosynthetic pathway of potato solanidanes diverged from that of spirosolanes due to evolution
of a dioxygenase. Nature Communications, 2021, 12, 1300. 5.8 25

21680 Dengue Virus Serotype 2 Intrahost Diversity in Patients with Different Clinical Outcomes. Viruses,
2021, 13, 349. 1.5 11

21681 The eukaryotic MEP-pathway genes are evolutionarily conserved and originated from Chlaymidia and
cyanobacteria. BMC Genomics, 2021, 22, 137. 1.2 20

21682 Historical Development of the <i>Puccinia triticina</i> Population in South Africa. Plant Disease, 2021,
105, 2445-2452. 0.7 4

21683 Fine Mapping and Identification of BnaC06.FtsH1, a Lethal Gene That Regulates the PSII Repair Cycle in
Brassica napus. International Journal of Molecular Sciences, 2021, 22, 2087. 1.8 5

21684 Phylogenetic Revision of the Genus Aliivibrio: Intra- and Inter-Species Variance Among Clusters
Suggest a Wider Diversity of Species. Frontiers in Microbiology, 2021, 12, 626759. 1.5 7

21685
First phylogenetic analysis of Dryophthorinae (Coleoptera, Curculionidae) based on structural
alignment of ribosomal DNA reveals Cenozoic diversification. Ecology and Evolution, 2021, 11,
1984-1998.

0.8 8

21686
Phenotypic and Genotypic Antibiotic Resistance Patterns in Helicobacter pylori Strains From
Ethnically Diverse Population in MÃ©xico. Frontiers in Cellular and Infection Microbiology, 2020, 10,
539115.

1.8 16

21687 Genomes of Diverse Isolates of Prochlorococcus High-Light-Adapted Clade II in the Western Pacific
Ocean. Frontiers in Marine Science, 2021, 7, . 1.2 1

21689 The symbiosis between Philidris ants and the ant-plant Dischidia major includes fungal and algal
associates. Symbiosis, 2021, 83, 305-315. 1.2 3

21690 Alternaria species associated with cladode brown spot in cactus prickly pear (Nopalea cochenillifera).
European Journal of Plant Pathology, 2021, 160, 215-226. 0.8 1

21692 Chromosome-Level Genome Assembly and Annotation of a Sciaenid Fish, Argyrosomus japonicus.
Genome Biology and Evolution, 2021, 13, . 1.1 6



1201

Citation Report

# Article IF Citations

21693 New phylotypes of foraminifera in subtropical Brazilian coastal waters revealed by environmental
DNA metabarcoding. Journal of Sedimentary Environments, 2021, 6, 13-23. 0.7 4

21694 Genetic Diversity and DNA Barcoding of Wild Mushrooms from Northeast India. Iranian Journal of
Science and Technology, Transaction A: Science, 2021, 45, 469-479. 0.7 5

21695 Endogenization of a Prosimian Retrovirus during Lemur Evolution. Viruses, 2021, 13, 383. 1.5 2

21696
Seasonal Prevalence of Ammonia-Oxidizing Archaea in a Full-Scale Municipal Wastewater Treatment
Plant Treating Saline Wastewater Revealed by a 6-Year Time-Series Analysis. Environmental Science
&amp; Technology, 2021, 55, 2662-2673.

4.6 11

21697 Microbial single-strand annealing proteins enable CRISPR gene-editing tools with improved knock-in
efficiencies and reduced off-target effects. Nucleic Acids Research, 2021, 49, e36-e36. 6.5 17

21698
Unexpected Absence of Population Structure and High Genetic Diversity of the Western Atlantic
Hermit Crab Clibanarius antillensis Stimpson, 1859 (Decapoda: Diogenidae) Based on Mitochondrial
Markers and Morphological Data. Diversity, 2021, 13, 56.

0.7 5

21699 Characterizing the Leaf Transcriptome of Chrysanthemum rhombifolium (Ling et C. Shih), a Drought
Resistant, Endemic Plant From China. Frontiers in Genetics, 2021, 12, 625985. 1.1 11

21701 Museum Genomics Illuminate the High Specificity of a Bioluminescent Symbiosis for a Genus of Reef
Fish. Frontiers in Ecology and Evolution, 2021, 9, . 1.1 13

21702 Additional Role of Nicotinic Acid Hydroxylase for the Transformation of 3-Succinoyl-Pyridine by
Pseudomonas sp. Strain JY-Q. Applied and Environmental Microbiology, 2021, 87, . 1.4 3

21703 Activity Comparison of Epigenetic Modulators against the Hemoprotozoan Parasites <i>Babesia
divergens</i> and <i>Plasmodium falciparum</i>. ACS Infectious Diseases, 2021, 7, 2277-2284. 1.8 8

21704 A single historical substitution drives an increase in acetylcholine receptor complexity. Proceedings
of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 13

21706
A phylogenetic and taxonomic assessment of Afrotropical Micracidini (Coleoptera, Scolytinae)
reveals a strong diversifying role for Madagascar. Organisms Diversity and Evolution, 2021, 21,
245-278.

0.7 8

21707 Morphological and molecular identification and pathogenicity of Alternaria spp. associated with
ginseng in Jilin province, China. Canadian Journal of Plant Pathology, 2021, 43, 537-550. 0.8 5

21708 Characterization of Kazachstania slooffiae, a Proposed Commensal in the Porcine Gut. Journal of
Fungi (Basel, Switzerland), 2021, 7, 146. 1.5 11

21709
Effect of DLT-SML on Chronic Stable Angina Through Ameliorating Inflammation, Correcting
Dyslipidemia, and Regulating Gut Microbiota. Journal of Cardiovascular Pharmacology, 2021, 77,
458-469.

0.8 13

21710
Hospital wastewater treated with a novel bacterial consortium (<i>Alcaligenes faecalis</i> and) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (<i>Bacillus paramycoides</i> spp.) for phytotoxicity reduction in Berseem clover and tomato crops.

Water Science and Technology, 2021, 83, 1764-1780.
1.2 10

21711 Impact of Pleistocene Eustatic Fluctuations on Evolutionary Dynamics in Southeast Asian Biodiversity
Hotspots. Systematic Biology, 2021, 70, 940-960. 2.7 25

21712 Gene family amplification facilitates adaptation in freshwater unionid bivalve <i>Megalonaias
nervosa</i>. Molecular Ecology, 2021, 30, 1155-1173. 2.0 19



1202

Citation Report

# Article IF Citations

21713 Clinically relevant mutations in core metabolic genes confer antibiotic resistance. Science, 2021, 371, . 6.0 187

21714 Macrophages provide a transient muscle stem cell niche via NAMPT secretion. Nature, 2021, 591, 281-287. 13.7 111

21715
Diploid chromosome-scale assembly of the<i>Muscadinia rotundifolia</i>genome supports
chromosome fusion and disease resistance gene expansion
during<i>Vitis</i>and<i>Muscadinia</i>divergence. G3: Genes, Genomes, Genetics, 2021, 11, .

0.8 35

21716 Genetic and endosymbiotic diversity of Greek populations of Philaenus spumarius, Philaenus signatus
and Neophilaenus campestris, vectors of Xylella fastidiosa. Scientific Reports, 2021, 11, 3752. 1.6 12

21718 Hologenome analysis reveals dual symbiosis in the deep-sea hydrothermal vent snail Gigantopelta
aegis. Nature Communications, 2021, 12, 1165. 5.8 38

21719 Genomic and Chemical Diversity of Bacillus subtilis Secondary Metabolites against Plant Pathogenic
Fungi. MSystems, 2021, 6, . 1.7 55

21720 Draft Genome Sequences of Pelagimyophage Mosig EXVC030M and Pelagipodophage Lederberg
EXVC029P, Isolated from Devilâ€™s Hole, Bermuda. Microbiology Resource Announcements, 2021, 10, . 0.3 5

21721
The GPI-Anchored GH76 Protein Dfg5 Affects Hyphal Morphology and Osmoregulation in the
Mycoparasite Trichoderma atroviride and Is Interconnected With MAPK Signaling. Frontiers in
Microbiology, 2021, 12, 601113.

1.5 6

21722 Corynebacterium phoceense â€“ a rare Corynebacterium species isolated from a urine sample. Access
Microbiology, 2020, 3, 000197. 0.2 4

21723 A Chromosome-Level Genome Assembly of the Dark Sleeper <i>Odontobutis potamophila</i>. Genome
Biology and Evolution, 2021, 13, . 1.1 7

21726 Analyses of transcriptomes and the first complete genome of Leucocalocybe mongolica provide new
insights into phylogenetic relationships and conservation. Scientific Reports, 2021, 11, 2930. 1.6 7

21728 Chromosomal Diversity in Two Allopatric Populations of <i>Farlowella hahni</i> Meinken 1937
(Teleostei: Siluriformes): Cytogenetics and Cytochrome <i>b</i> Analyses. Zebrafish, 2021, 18, 66-72. 0.5 0

21729 Molecular characterization of a soybean FT homologue, GmFT7. Scientific Reports, 2021, 11, 3651. 1.6 7

21730 The Begomovirus Species <i>Melon Chlorotic Leaf Curl Virus</i> is Composed of Two Highly Divergent
Strains that Differ in Their Genetic and Biological Properties. Plant Disease, 2021, 105, 3162-3170. 0.7 2

21731
Late Pliocene population divergence and persistence despite Pleistocene climatic fluctuations in the
Rio Doce snouted Treefrog (<i>Ololygon carnevallii</i>). Journal of Zoological Systematics and
Evolutionary Research, 2021, 59, 680-690.

0.6 1

21732
A first look at the â€˜repeatomeâ€™ of Benedenia humboldti, a major pathogen in yellowtail aquaculture:
Repetitive element characterization, nuclear rRNA operon assembly, and microsatellite discovery.
Marine Genomics, 2021, 58, 100848.

0.4 1

21733 Cyp33 binds AU-rich RNA motifs via an extended interface that competitively disrupts the gene
repressive Cyp33-MLL1 interaction in vitro. PLoS ONE, 2021, 16, e0237956. 1.1 2

21734 Diversity and plant growth-promoting potential of (un)culturable bacteria in the Hedera helix
phylloplane. BMC Microbiology, 2021, 21, 66. 1.3 10



1203

Citation Report

# Article IF Citations

21735 <i>Legionella</i> spp. All Ears? The Broad Occurrence of Quorum Sensing Elements outside
<i>Legionella pneumophila</i>. Genome Biology and Evolution, 2021, 13, . 1.1 6

21736 Genome announcement of<i>Steinernema khuongi</i>and its associated symbiont from Florida. G3:
Genes, Genomes, Genetics, 2021, 11, . 0.8 6

21737 The Barley (Hordeum vulgare ssp. vulgare) Respiratory Burst Oxidase Homolog (HvRBOH) Gene Family
and Their Plausible Role on Malting Quality. Frontiers in Plant Science, 2021, 12, 608541. 1.7 10

21739 Predicting human RNA quadruplex helicases through comparative sequence approaches and helicase
mRNA interactome analyses. Biochemistry and Cell Biology, 2021, 99, 1-18. 0.9 0

21740 Virulence tests of Neofusicoccum parvum, Lasiodiplodia theobromae, and Phytophthora palmivora on
Theobroma cacao. European Journal of Plant Pathology, 2021, 159, 851-862. 0.8 7

21741 MetaHiC phage-bacteria infection network reveals active cycling phages of the healthy human gut.
ELife, 2021, 10, . 2.8 57

21742 Expansion and Accelerated Evolution of 9-Exon Odorant Receptors in<i>Polistes</i>Paper Wasps.
Molecular Biology and Evolution, 2021, 38, 3832-3846. 3.5 22

21743 Molecular cloning and characterization of three CoIDA genes in Camellia oleifera. Revista Brasileira
De Botanica, 2021, 44, 391-400. 0.5 3

21744
Discovery of Specialist Beech-Feeding Underwing Moths From Taiwan (Lepidoptera: Erebidae:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 427 Td (Catocalinae) and Its Implication to Biodiversity Conservation of Taiwan Beech Forests. Annals of the

Entomological Society of America, 2021, 114, 338-354.
1.3 2

21745 Phylogenomic analysis of Anabaenopsis elenkinii (Nostocales, Cyanobacteria). International Journal of
Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 3

21746 Genome of Superficieibacter maynardsmithii, a novel, antibiotic susceptible representative of
Enterobacteriaceae. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 3

21747 Kibdelosporangium persicum sp. nov., a new member of the Actinomycetes from a hot desert in Iran.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 9

21749 The complete mitochondrial genome sequence of the mountain crab Indochinamon bhumibol.
Mitochondrial DNA Part B: Resources, 2021, 6, 634-635. 0.2 1

21750 Comparative genomics of a novel clade shed light on the evolution of the genus Erysipelothrix and
characterise an emerging species. Scientific Reports, 2021, 11, 3383. 1.6 10

21751 NITD-688, a pan-serotype inhibitor of the dengue virus NS4B protein, shows favorable
pharmacokinetics and efficacy in preclinical animal models. Science Translational Medicine, 2021, 13, . 5.8 43

21752 Antileishmanial macrolides from ant-associated Streptomyces sp. ISID311. Bioorganic and Medicinal
Chemistry, 2021, 32, 116016. 1.4 14

21753 De novo assembly and characterisation of the transcriptome of the Beringian pseudoscorpion.
Canadian Entomologist, 2021, 153, 301-313. 0.4 2

21754 Microbial Communities Under Distinct Thermal and Geochemical Regimes in Axial and Off-Axis
Sediments of Guaymas Basin. Frontiers in Microbiology, 2021, 12, 633649. 1.5 28



1204

Citation Report

# Article IF Citations

21755 Integrative analysis of chloroplast DNA methylation in a marine algaâ€”Saccharina japonica. Plant
Molecular Biology, 2021, 105, 611-623. 2.0 5

21756 Characterization of the complete chloroplast genome of Melaleuca cajuputi subsp. cumingiana
(Myrtaceae). Mitochondrial DNA Part B: Resources, 2021, 6, 462-464. 0.2 0

21757
<i>Tethysphytum antarcticum</i> gen. et sp. nov. (Hapalidiales, Rhodophyta), a new non-geniculate
coralline alga from Terra Nova Bay (Ross Sea, Antarctica): morpho-anatomical characterization and
molecular phylogeny. European Journal of Phycology, 2021, 56, 416-427.

0.9 8

21758 Population Transcriptomics Reveals Gene Flow and Introgression Between Two Non-sister Alpine
Gentians. Frontiers in Ecology and Evolution, 2021, 9, . 1.1 2

21759 Stressful Conditions Give Rise to a Novel and Cryptic Filamentous Form of Caulerpa cylindracea.
Frontiers in Marine Science, 2021, 8, . 1.2 2

21760
Two 20-Residue-Long Peptides Derived from Plasmodium vivax Merozoite Surface Protein 10 EGF-Like
Domains Are Involved in Binding to Human Reticulocytes. International Journal of Molecular
Sciences, 2021, 22, 1609.

1.8 2

21761 SARS-CoV-2 genomic surveillance in RondÃ´nia, Brazilian Western Amazon. Scientific Reports, 2021, 11,
3770. 1.6 7

21762 Complete Genome Sequence of Pedobacter sp. PAMC26386 and Their Low Temperature Application in
Arabinose-containing Polysaccharides Degradation. Current Microbiology, 2021, 78, 944-953. 1.0 3

21763
Characterisation of hydrocarbon degradation, biosurfactant production, and biofilm formation in
Serratia sp. Tan611: a new strain isolated from industrially contaminated environment in Algeria.
Antonie Van Leeuwenhoek, 2021, 114, 411-424.

0.7 9

21764 A Novel Protein from Ectocarpus sp. Improves Salinity and High Temperature Stress Tolerance in
Arabidopsis thaliana. International Journal of Molecular Sciences, 2021, 22, 1971. 1.8 4

21768 Use of genetic tools to assess predation on reintroduced howler monkeys (Alouatta caraya) in
Northeastern Argentina. Primates, 2021, 62, 521-528. 0.7 2

21769
Cold Adaptation in Antarctic Notothenioids: Comparative Transcriptomics Reveals Novel Insights in
the Peculiar Role of Gills and Highlights Signatures of Cobalamin Deficiency. International Journal of
Molecular Sciences, 2021, 22, 1812.

1.8 5

21770 The genome of Tripterygium wilfordii and characterization of the celastrol biosynthesis pathway.
GigaByte, 0, 2021, 1-32. 0.0 3

21771
Morphometrical and Molecular Characterization of Oesophagostomum columbianum (Chabertiidae:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 227 Td (Oesophagostominae) and Haemonchus contortus (Trichostrongylidae: Haemonchinae) Isolated from

Goat (Capra hircus) in Sylhet, Bangladesh. Journal of Parasitology Research, 2021, 2021, 1-9.
0.5 2

21773 Chemical analysis and anticancer activity of sesterterpenoid from an endophytic fungus
Hypomontagnella monticulosa Zg15SU and its host Zingiber griffithii Baker. Heliyon, 2021, 7, e06292. 1.4 16

21774
Reduced proinsecticide activation by cytochrome P450 confers coumaphos resistance in the major bee
parasite <i>Varroa destructor</i>. Proceedings of the National Academy of Sciences of the United
States of America, 2021, 118, .

3.3 42

21775 Soil microbial communities influencing organic phosphorus mineralization in a coastal dune
chronosequence in New Zealand. FEMS Microbiology Ecology, 2021, 97, . 1.3 12

21776 Identification of a novel lineage of Crimeanâ€“Congo haemorrhagic fever virus in dromedary camels,
United Arab Emirates. Journal of General Virology, 2021, 102, . 1.3 12



1205

Citation Report

# Article IF Citations

21777 A gene expression atlas for kiwifruit (Actinidia chinensis) and network analysis of transcription
factors. BMC Plant Biology, 2021, 21, 121. 1.6 18

21778
Extremely low nucleotide diversity among thirty-six new chloroplast genome sequences
from<i>Aldama</i>(Heliantheae, Asteraceae) and comparative chloroplast genomics analyses with
closely related genera. PeerJ, 2021, 9, e10886.

0.9 15

21779 Neottia wuyishanensis (Orchidaceae: Neottieae), a new species from Fujian, China. Plant Diversity, 2021,
43, 426-431. 1.8 4

21780 Two new stygobiotic species of Horatia Bourguignat, 1887 (Hydrobiidae) from Croatia. Subterranean
Biology, 0, 37, 89-104. 5.0 4

21781 Indel-K2P: a modified Kimura 2 Parameters (K2P) model to incorporate insertion and deletion (Indel)
information in phylogenetic analysis. Cyber-Physical Systems, 2022, 8, 32-44. 1.6 21

21782 Identification of a bacteria-produced benzisoxazole with antibiotic activity against multi-drug
resistant Acinetobacter baumannii. Journal of Antibiotics, 2021, 74, 370-380. 1.0 8

21783 Resprouting drives successional pathways and the resilience of Caatinga dry forest in human-modified
landscapes. Forest Ecology and Management, 2021, 482, 118881. 1.4 36

21784 On the Evolutionary Origins of Land Plant Auxin Biology. Cold Spring Harbor Perspectives in Biology,
2021, 13, a040048. 2.3 8

21785 Genetic Analysis of the Role of the Conserved Inner Membrane Protein CvpA in Enterohemorrhagic
Escherichia coli Resistance to Deoxycholate. Journal of Bacteriology, 2021, 203, . 1.0 7

21786 Host plant environmental filtering drives foliar fungal community assembly in symptomatic leaves.
Oecologia, 2021, 195, 737-749. 0.9 4

21787
Comparative Analysis, Characterization and Evolutionary Study of Dirigent Gene Family in
Cucurbitaceae and Expression of Novel Dirigent Peptide against Powdery Mildew Stress. Genes, 2021,
12, 326.

1.0 16

21788 Notes on Trochila (Ascomycota, Leotiomycetes), with new species and combinations. MycoKeys, 0, 78,
21-47. 0.8 6

21789 VirSorter2: a multi-classifier, expert-guided approach to detect diverse DNA and RNA viruses.
Microbiome, 2021, 9, 37. 4.9 441

21790 Comparative analysis of Phytophthora genomes reveals oomycete pathogenesis in crops. Heliyon, 2021,
7, e06317. 1.4 3

21792 Evolution of genome structure in the<i>Drosophila simulans</i>species complex. Genome Research,
2021, 31, 380-396. 2.4 55

21793 Simple sequence repeats drive genome plasticity and promote adaptive evolution in penaeid shrimp.
Communications Biology, 2021, 4, 186. 2.0 37

21794 Single-cell analysis of human B cell maturation predicts how antibody class switching shapes
selection dynamics. Science Immunology, 2021, 6, . 5.6 149

21795 A complex resistance locus in Solanum americanum recognizes a conserved Phytophthora effector.
Nature Plants, 2021, 7, 198-208. 4.7 62



1206

Citation Report

# Article IF Citations

21796 Four new species of <i>Agaricus</i> subgenus <i>Spissicaules</i> from China. Mycologia, 2021, 113,
476-491. 0.8 5

21797 Function of the HYDROXYCINNAMOYL-CoA:SHIKIMATE HYDROXYCINNAMOYL TRANSFERASE is
evolutionarily conserved in embryophytes. Plant Cell, 2021, 33, 1472-1491. 3.1 45

21798 MLST-Based Analysis and Antimicrobial Resistance of Staphylococcus epidermidis from Cases of Sheep
Mastitis in Greece. Biology, 2021, 10, 170. 1.3 9

21799 The use of statistical phylogenetics in virology. Russian Journal of Infection and Immunity, 2021, 11,
42-56. 0.2 0

21800 Evolutionary relationships, biogeography and morphological characters of Glinus (Molluginaceae),
with special emphasis on the genus composition in Sub-Saharan Africa. PhytoKeys, 2021, 173, 1-92. 0.4 2

21801
Colonization of Fusarium oxysporum transformed with the red fluorescence protein gene (tdTomato)
mediated by Agrobacterium tumefaciens in roots of two avocado cultivars. Research, Society and
Development, 2021, 10, e22010212554.

0.0 0

21802 Two different begomovirus species are associated with yellow vein mosaic disease of okra in Sri Lanka.
Molecular Biology Reports, 2021, 48, 1383-1391. 1.0 1

21803 The fungus Leptosphaerulina persists in Anopheles gambiae and induces melanization. PLoS ONE, 2021,
16, e0246452. 1.1 3

21804 The molecular targets of ivermectin and lotilaner in the human louse Pediculus humanus humanus:
New prospects for the treatment of pediculosis. PLoS Pathogens, 2021, 17, e1008863. 2.1 20

21805 Genome-wide analysis of fluoride exporter genes in plants. 3 Biotech, 2021, 11, 124. 1.1 2

21806
<i>Opsanus beta</i> (Goode &amp; Bean, 1880) (Acanthopterygii: Batrachoididae), a non-indigenous
toadfish in Sepetiba Bay, south-eastern Brazil. Journal of the Marine Biological Association of the
United Kingdom, 2021, 101, 179-187.

0.4 5

21808 State-dependent protein-lipid interactions of a pentameric ligand-gated ion channel in a neuronal
membrane. PLoS Computational Biology, 2021, 17, e1007856. 1.5 18

21809 Extrinsically reinforced hybrid speciation within Holarctic ermine (<i>Mustela</i> spp.) produces an
insular endemic. Diversity and Distributions, 2021, 27, 747-762. 1.9 8

21810 Four families of folate-independent methionine synthases. PLoS Genetics, 2021, 17, e1009342. 1.5 8

21811

<p class="Body"><strong>Morphological description, DNA barcodes and phylogenetic placement of a
new mite species: <em>Dinogamasus</em> <em>saengdaoae</em> sp. nov. (Mesostigmata: Laelapidae)
found in the acarinarium of carpenter bees in Thailand</strong></p>. Systematic and Applied
Acarology, 2021, 26, 474-495.

0.5 2

21812 The taxonomic status of Myotis nesopolus larensis (Chiroptera, Vespertilionidae) and new insights on
the diversity of Caribbean Myotis. ZooKeys, 2021, 1015, 145-167. 0.5 8

21813 Chromosome-level genome assembly and structural variant analysis of two laboratory yeast strains
from the Peterhof Genetic Collection lineage. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 7

21815 A phosphate starvation response gene (psr1-like) is present and expressed in Micromonas pusilla and
other marine algae. Aquatic Microbial Ecology, 2021, 86, 29-46. 0.9 5



1207

Citation Report

# Article IF Citations

21816 Unique niche-specific adaptation of fructophilic lactic acid bacteria and proposal of three
Apilactobacillus species as novel members of the group. BMC Microbiology, 2021, 21, 41. 1.3 19

21817 Newly Discovered AqE Gene is Highly Conserved in Non-tetrapod Vertebrates. Journal of Molecular
Evolution, 2021, 89, 214-224. 0.8 2

21819 The<i>Pharus latifolius</i>genome bridges the gap of early grass evolution. Plant Cell, 2021, 33,
846-864. 3.1 32

21820
Comparative Analyses of Euonymus Chloroplast Genomes: Genetic Structure, Screening for Loci With
Suitable Polymorphism, Positive Selection Genes, and Phylogenetic Relationships Within Celastrineae.
Frontiers in Plant Science, 2020, 11, 593984.

1.7 25

21821 Shulin packages axonemal outer dynein arms for ciliary targeting. Science, 2021, 371, 910-916. 6.0 31

21822 Myroides fluvii sp. nov., isolated from the Han River, Republic of Korea. International Journal of
Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 5

21823 Exploring the Chemical Space of Macro- and Micro-Algae Using Comparative Metabolomics.
Microorganisms, 2021, 9, 311. 1.6 14

21824
Biosynthetic Interrogation of Soil Metagenomes Reveals Metamarin, an Uncommon Cyclomarin
Congener with Activity against <i>Mycobacterium tuberculosis</i>. Journal of Natural Products,
2021, 84, 1056-1066.

1.5 18

21825 Diverse cressdnaviruses and an anellovirus identified in the fecal samples of yellow-bellied marmots.
Virology, 2021, 554, 89-96. 1.1 11

21826 Oceanomicrobium pacificus gen. nov., sp. nov., a member of the family Rhodobacteraceae isolated from
seawater of tropical western Pacific. Antonie Van Leeuwenhoek, 2021, 114, 303-311. 0.7 2

21828 North American Fireflies Host Low Bacterial Diversity. Microbial Ecology, 2021, 82, 793-804. 1.4 3

21829 Transethnic analysis of the human leukocyte antigen region for ulcerative colitis reveals not only
shared but also ethnicity-specific disease associations. Human Molecular Genetics, 2021, 30, 356-369. 1.4 19

21830
A Combined Metagenomics and Metatranscriptomics Approach to Unravel Costa Rican Cocoa Box
Fermentation Processes Reveals Yet Unreported Microbial Species and Functionalities. Frontiers in
Microbiology, 2021, 12, 641185.

1.5 28

21831 Electric Blue: Molecular Evolution of Three-Finger Toxins in the Long-Glanded Coral Snake Species
Calliophis bivirgatus. Toxins, 2021, 13, 124. 1.5 9

21832 Local dynamics of a white syndrome outbreak and changes in the microbial community associated
with colonies of the scleractinian brain coral <i>Pseudodiploria strigosa</i>. PeerJ, 2021, 9, e10695. 0.9 17

21833 Complex microbial communities inhabiting natural Cordyceps militaris and the habitat soil and their
predicted functions. Antonie Van Leeuwenhoek, 2021, 114, 465-477. 0.7 10

21834
Enrichment of novel <i>Verrucomicrobia</i>, <i>Bacteroidetes</i>, and <i>Krumholzibacteria</i> in an
oxygenâ€•limited methaneâ€• and ironâ€•fed bioreactor inoculated with Bothnian Sea sediments.
MicrobiologyOpen, 2021, 10, e1175.

1.2 16

21835 Chloroplast genomes and phylogenetic analysis of two species of Oedocladium (Oedogoniales,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Chlorophyta). European Journal of Phycology, 0, , 1-13.0.9 5



1208

Citation Report

# Article IF Citations

21836 The PSY Peptide Familyâ€”Expression, Modification and Physiological Implications. Genes, 2021, 12, 218. 1.0 18

21837 A Sarcina bacterium linked to lethal disease in sanctuary chimpanzees in Sierra Leone. Nature
Communications, 2021, 12, 763. 5.8 17

21838 Mitochondrial genome of Sabella spallanzanii (Gmelin, 1791) (Sabellida: Sabellidae). Mitochondrial DNA
Part B: Resources, 2021, 6, 499-501. 0.2 7

21839 The complete chloroplast genome of <i>Keteleeria davidiana</i> var. <i>calcarea</i> (Pinaceae), an
endangered species endemic to China. Mitochondrial DNA Part B: Resources, 2021, 6, 693-695. 0.2 2

21840 Streptomyces sp. M54: an actinobacteria associated with a neotropical social wasp with high potential
for antibiotic production. Antonie Van Leeuwenhoek, 2021, 114, 379-398. 0.7 9

21841 Comparative Mitogenomics in Hyalella (Amphipoda: Crustacea). Genes, 2021, 12, 292. 1.0 6

21842 DNA barcoding for identification of fishes in Xiangjiaba reservoir area in the downstream section of
the Jinsha river. Conservation Genetics Resources, 2021, 13, 201-208. 0.4 3

21843 NGlyAlign: an automated library building tool to align highly divergent HIV envelope sequences. BMC
Bioinformatics, 2021, 22, 54. 1.2 0

21844 Strain Characterization of Streptococcus suis Serotypes 28 and 31, Which Harbor the Resistance
Genes optrA and ant(6)-Ia. Pathogens, 2021, 10, 213. 1.2 4

21845 First Occurrence of the Genus Australatya (Crustacea: Decapoda: Atyidae) in Melanesia and Polynesia
with Description of a New Species. Pacific Science, 2021, 74, . 0.2 0

21846 Insight into One Health Approach: Endoparasite Infections in Captive Wildlife in Bangladesh.
Pathogens, 2021, 10, 250. 1.2 7

21848 Re-Evaluation of the Podosphaera tridactyla Species Complex in Australia. Journal of Fungi (Basel,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Switzerland), 2021, 7, 171.1.5 1

21849 Tomato leaf curl Oman virus and associated Betasatellite causing leaf curl disease in tomato in
Pakistan. European Journal of Plant Pathology, 2021, 160, 249-257. 0.8 6

21851
Ecological and spatial patterns associated with diversification of South American Physaria
(Brassicaceae) through the general concept of species. Organisms Diversity and Evolution, 2021, 21,
161-188.

0.7 3

21852 Spatial phylogenetics of the native woody plant species in Hainan, China. Ecology and Evolution, 2021,
11, 2100-2109. 0.8 14

21853 The Genome of Banana Leaf Blight Pathogen Fusarium sacchari str. FS66 Harbors Widespread Gene
Transfer From Fusarium oxysporum. Frontiers in Plant Science, 2021, 12, 629859. 1.7 5

21854 Novakomyces olei sp. nov., the First Member of a Novel Taphrinomycotina Lineage. Microorganisms,
2021, 9, 301. 1.6 3

21855 Coevolution of group-living and aposematism in caterpillars: warning colouration may facilitate the
evolution from group-living to solitary habits. Bmc Ecology and Evolution, 2021, 21, 25. 0.7 7



1209

Citation Report

# Article IF Citations

21857 New species and records of Helicosporium sensu lato from Taiwan, with a reflection on current
generic circumscription. Mycological Progress, 2021, 20, 169-190. 0.5 9

21859 Characteristics of gut microbiota in pigs with different breeds, growth periods and genders.
Microbial Biotechnology, 2022, 15, 793-804. 2.0 20

21860
Lunatibacter salilacus gen. nov., sp. nov., a member of the family Cyclobacteriaceae, isolated from a
saline and alkaline lake sediment. International Journal of Systematic and Evolutionary Microbiology,
2021, 71, .

0.8 9

21861 Genetic variants of small airways and interstitial pulmonary disease in children. Scientific Reports,
2021, 11, 2715. 1.6 4

21863 APOBECs and Herpesviruses. Viruses, 2021, 13, 390. 1.5 44

21864
Conjugative plasmids interact with insertion sequences to shape the horizontal transfer of
antimicrobial resistance genes. Proceedings of the National Academy of Sciences of the United States
of America, 2021, 118, .

3.3 161

21865 Comparative Genomics Suggests a Taxonomic Revision of the <i>Staphylococcus cohnii</i> Species
Complex. Genome Biology and Evolution, 2021, 13, . 1.1 6

21866 Determinants of genome-wide distribution and evolution of uORFs in eukaryotes. Nature
Communications, 2021, 12, 1076. 5.8 37

21867 Light environment drives evolution of color vision genes in butterflies and moths. Communications
Biology, 2021, 4, 177. 2.0 34

21868 Chromosome-Level Genome Assembly of the American Cranberry (Vaccinium macrocarpon Ait.) and Its
Wild Relative Vaccinium microcarpum. Frontiers in Plant Science, 2021, 12, 633310. 1.7 29

21869 Microbial production and consumption of hydrocarbons in the global ocean. Nature Microbiology,
2021, 6, 489-498. 5.9 56

21870 DNA Sequence Analyses Reveal Two New Species of Caloglossa (Delesseriaceae, Rhodophyta) from the
Skin of West Indian Manatees. Journal of Marine Science and Engineering, 2021, 9, 163. 1.2 7

21871
Genome-wide analysis of Indian SARS-CoV-2 genomes to identify T-cell and B-cell epitopes from
conserved regions based on immunogenicity and antigenicity. International Immunopharmacology,
2021, 91, 107276.

1.7 5

21872
The Distinctive Evolution of orfX Clostridium parabotulinum Strains and Their Botulinum
Neurotoxin Type A and F Gene Clusters Is Influenced by Environmental Factors and Gene Interactions
via Mobile Genetic Elements. Frontiers in Microbiology, 2021, 12, 566908.

1.5 11

21873 A new species of <i>Cynomops</i> (Chiroptera: Molossidae) from the northwestern slope of the
Andes. Mammalia, 2021, 85, 273-286. 0.3 7

21875 Cytochrome P450 monooxygenase genes in the wild silkworm, <i>Bombyx mandarina</i>. PeerJ, 2021, 9,
e10818. 0.9 6

21876 Ammonium Removal in Aquaponics Indicates Participation of Comammox Nitrospira. Current
Microbiology, 2021, 78, 894-903. 1.0 12

21878 Characterization and complete genome sequence of Privateer, a highly prolate <i>Proteus
mirabilis</i> podophage. PeerJ, 2021, 9, e10645. 0.9 6



1210

Citation Report

# Article IF Citations

21879 Evolution and Diversity of Semaphorins and Plexins in Choanoflagellates. Genome Biology and
Evolution, 2021, 13, . 1.1 5

21880 Comparative Mitogenomic Analysis of Heptageniid Mayflies (Insecta: Ephemeroptera): Conserved
Intergenic Spacer and tRNA Gene Duplication. Insects, 2021, 12, 170. 1.0 14

21881 Facilitation in the soil microbiome does not necessarily lead to niche expansion. Environmental
Microbiomes, 2021, 16, 4. 2.2 5

21882 Thermaurantiacus tibetensis gen. nov., sp. nov., a novel moderately thermophilic bacterium isolated
from hot spring microbial mat in Tibet. Antonie Van Leeuwenhoek, 2021, 114, 445-455. 0.7 10

21883
Molecular detection of cacao swollen shoot badnavirus species by amplification with four PCR
primer pairs, and evidence that Cacao swollen shoot Togo B virus-like isolates are highly prevalent in
CÃ´te dâ€™Ivoire. European Journal of Plant Pathology, 2021, 159, 941-947.

0.8 4

21884 Protein dynamics analysis identifies candidate cancer driver genes and mutations in <scp>TCGA</scp>
data. Proteins: Structure, Function and Bioinformatics, 2021, 89, 721-730. 1.5 6

21885 Aquila enables reference-assisted diploid personal genome assembly and comprehensive variant
detection based on linked reads. Nature Communications, 2021, 12, 1077. 5.8 11

21886 Pineapple Mycobiome Related to Fruitlet Core Rot Occurrence and the Influence of Fungal Species
Dispersion Patterns. Journal of Fungi (Basel, Switzerland), 2021, 7, 175. 1.5 8

21887 Amplicon-Based Next Generation Sequencing for Rapid Identification of Rickettsia and Ectoparasite
Species from Entomological Surveillance in Thailand. Pathogens, 2021, 10, 215. 1.2 9

21888 Fungal X-Intrinsic Protein Aquaporin from Trichoderma atroviride: Structural and Functional
Considerations. Biomolecules, 2021, 11, 338. 1.8 3

21889
Organic nitrogen nutrition: LHT1.2 protein from hybrid aspen (<i>Populus tremula L. x tremuloides</i>) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 347 Td (Michx) is a functional amino acid transporter and a homolog of Arabidopsis LHT1. Tree Physiology,

2021, 41, 1479-1496.
1.4 9

21890
Molecular identification of the potentially forensically relevant cluster flies Pollenia rudis
(Fabricius) and Pollenia vagabunda (Meigen) (Diptera: Polleniidae) â€” non-recorded species in Algeria.
Forensic Sciences Research, 2022, 7, 1-13.

0.9 4

21891 Evolutionary Conservation of Structural and Functional Coupling between the BRM AT-Hook and
Bromodomain. Journal of Molecular Biology, 2021, 433, 166845. 2.0 4

21892 Pod pepper vein yellows virus, a new recombinant polerovirus infecting Capsicum frutescens in
Yunnan province, China. Virology Journal, 2021, 18, 42. 1.4 10

21893
Insights into triterpene synthesis and unsaturated fatty-acid accumulation provided by
chromosomal-level genome analysis of Akebia trifoliata subsp. australis. Horticulture Research, 2021,
8, 33.

2.9 23

21894 Implications of Historical and Contemporary Processes on Genetic Differentiation of a Declining
Boreal Songbird: The Rusty Blackbird. Diversity, 2021, 13, 103. 0.7 3

21895
Insights into long-distance dispersal and ecological and morphological evolution in the fern
genus<i>Microgramma</i>from phylogenetic inference. Botanical Journal of the Linnean Society, 2021,
196, 294-312.

0.8 10

21896 Systematic Detection of Large-Scale Multigene Horizontal Transfer in Prokaryotes. Molecular Biology
and Evolution, 2021, 38, 2639-2659. 3.5 10



1211

Citation Report

# Article IF Citations

21897 Gut Microbiomes of Freshwater Mussels (Unionidae) Are Taxonomically and Phylogenetically Variable
across Years but Remain Functionally Stable. Microorganisms, 2021, 9, 411. 1.6 14

21898 Regional Comparison of Snow Leopard (Panthera uncia) Diet using DNA Metabarcoding. Biodiversity
and Conservation, 2021, 30, 797-817. 1.2 21

21899 Protecting Intestinal Microenvironment Alleviates Acute Graft-Versus-Host Disease. Frontiers in
Physiology, 2020, 11, 608279. 1.3 6

21900 Multiple genetic marker analysis challenges the introduction history of<i>Ulva australis</i>(Ulvales,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Chlorophyta) on French coasts. European Journal of Phycology, 2021, 56, 455-467.0.9 6

21901 Genome-wide characterization of PEBP family genes in nine Rosaceae tree species and their expression
analysis in P. mume. Bmc Ecology and Evolution, 2021, 21, 32. 0.7 10

21902 Comparative Genomics Reveals Early Emergence and Biased Spatiotemporal Distribution of SARS-CoV-2.
Molecular Biology and Evolution, 2021, 38, 2547-2565. 3.5 31

21903 Unraveling the Gut Microbiome of the Invasive Small Indian Mongoose (Urva auropunctata) in the
Caribbean. Microorganisms, 2021, 9, 465. 1.6 7

21904 Dichloroacetate and Pyruvate Metabolism: Pyruvate Dehydrogenase Kinases as Targets Worth
Investigating for Effective Therapy of Toxoplasmosis. MSphere, 2021, 6, . 1.3 6

21905 Spatial patterns in phage-<i>Rhizobium</i> coevolutionary interactions across regions of common
bean domestication. ISME Journal, 2021, 15, 2092-2106. 4.4 20

21906

Limosilactobacillus balticus sp. nov., Limosilactobacillus agrestis sp. nov., Limosilactobacillus
albertensis sp. nov., Limosilactobacillus rudii sp. nov. and Limosilactobacillus fastidiosus sp. nov., five
novel Limosilactobacillus species isolated from the vertebrate gastrointestinal tract, and proposal
of six subspecies of Limosilactobacillus reuteri adapted to the gastrointestinal tract of specific
vertebrate hosts. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, .

0.8 60

21907 High dispersal capacity of Culicoides obsoletus (Diptera: Ceratopogonidae), vector of bluetongue and
Schmallenberg viruses, revealed by landscape genetic analyses. Parasites and Vectors, 2021, 14, 93. 1.0 12

21908 Million-year-old DNA sheds light on the genomic history of mammoths. Nature, 2021, 591, 265-269. 13.7 179

21909 L1 retrotransposons exploit RNA m6A modification as an evolutionary driving force. Nature
Communications, 2021, 12, 880. 5.8 32

21910
Genomic profiles of Pseudomonas aeruginosa gene clusters based on profile HMMs, reveal novel
therapeutic targets for clinical intervention. Journal of Bioinformatics and Sequence Analysis, 2021,
11, 1-8.

0.5 0

21911 Complete Genome Sequences of Two Rat Pegivirus Strains in Indonesia. Microbiology Resource
Announcements, 2021, 10, . 0.3 0

21912 Developmental and biophysical determinants of grass leaf size worldwide. Nature, 2021, 592, 242-247. 13.7 43

21913 Bioinformatic Analysis of Structure and Function of LIM Domains of Human Zyxin Family Proteins.
International Journal of Molecular Sciences, 2021, 22, 2647. 1.8 12

21914 Transcriptional regulation of dosage compensation in Carica papaya. Scientific Reports, 2021, 11, 5854. 1.6 5



1212

Citation Report

# Article IF Citations

21915 Transglycosylation abilities of Î²-d-galactosidases from GH family 2. 3 Biotech, 2021, 11, 168. 1.1 3

21916 A Morphological and Molecular Analysis of a Bloom of the Filamentous Green Alga Pithophora.
Water (Switzerland), 2021, 13, 760. 1.2 2

21918 Scaffolding proteins guide the evolution of algal light harvesting antennas. Nature Communications,
2021, 12, 1890. 5.8 11

21921 Resurrection of a Viral Internal Ribosome Entry Site from a 700 Year Old Ancient Northwest
Territories Cripavirus. Viruses, 2021, 13, 493. 1.5 1

21922
Whole-genome analysis of probiotic product isolates reveals the presence of genes related to
antimicrobial resistance, virulence factors, and toxic metabolites, posing potential health risks. BMC
Genomics, 2021, 22, 210.

1.2 30

21923 Deciphering the transcriptomic regulation of heat stress responses in Nothofagus pumilio. PLoS ONE,
2021, 16, e0246615. 1.1 6

21924 Unveiling the unknown phylogenetic position of the scallop Austrochlamys natans and its
implications for marine stewardship in the Magallanes Province. Scientific Reports, 2021, 11, 7241. 1.6 1

21925 Characterizing the culturable surface microbiomes of diverse marine animals. FEMS Microbiology
Ecology, 2021, 97, . 1.3 12

21926 Marine sediments harbor diverse archaea and bacteria with the potential for anaerobic hydrocarbon
degradation via fumarate addition. FEMS Microbiology Ecology, 2021, 97, . 1.3 13

21927 Genotypes and phylogenetic analysis of adenovirus in children with respiratory infection in Buenos
Aires, Argentina (2000â€“2018). PLoS ONE, 2021, 16, e0248191. 1.1 7

21928 Analysis of protein determinants of hostâ€•specific infection properties of polyomaviruses using
machine learning. Genes and Genomics, 2021, 43, 407-420. 0.5 0

21929 Mitochondrial DNA Analysis Clarifies Taxonomic Status of the Northernmost Snow Sheep (Ovis) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (nivicola) Population. Life, 2021, 11, 252.1.1 6

21930 The complete mitochondrial genome of <i>Sardinops sagax</i> (Jenyns, 1842) (Clupeiformes: Clupeidae)
and phylogenetic analyses of sardines. Mitochondrial DNA Part B: Resources, 2021, 6, 1080-1081. 0.2 0

21931 European eel (Anguilla anguilla) GI tract conserves a unique metagenomics profile in the
recirculation aquaculture system (RAS). Aquaculture International, 2021, 29, 1529-1544. 1.1 5

21932 Molecular Epidemiology of Xanthomonas euvesicatoria Strains from the Balkan Peninsula Revealed by
a New Multiple-Locus Variable-Number Tandem-Repeat Analysis Scheme. Microorganisms, 2021, 9, 536. 1.6 10

21933 A common bean truncated CRINKLY4 kinase controls gene-for-gene resistance to the
fungus<i>Colletotrichum lindemuthianum</i>. Journal of Experimental Botany, 2021, 72, 3569-3581. 2.4 21

21934 New Insights into the Taxonomy of the Genus Cantharellus in China: Epityfication of C. yunnanensis
W.F. Chiu and the First Record of C. cibarius Fr.. Cryptogamie, Mycologie, 2021, 42, . 0.2 12

21935 Morpho-molecular characterization of rock-inhabiting lichen Dermatocarpon miniatum
(Verrucariaceae, Ascomycota) and its symbiont in Indian Himalayas. Nucleus (India), 2021, 64, 193-202. 0.9 2



1213

Citation Report

# Article IF Citations

21936 Discovery of Novel Herpes Simplexviruses in Wild Gorillas, Bonobos, and Chimpanzees Supports
Zoonotic Origin of HSV-2. Molecular Biology and Evolution, 2021, 38, 2818-2830. 3.5 13

21937 A Test for the Rapid Detection of the Cefazolin Inoculum Effect in Methicillin-Susceptible
Staphylococcus aureus. Journal of Clinical Microbiology, 2021, 59, . 1.8 6

21938 Effects of rumen-protected arginine supplementation on the plasma amino acids and gut microbiota of
sika deer (Cervus nippon). Animal Feed Science and Technology, 2021, 273, 114828. 1.1 3

21939 Cocktail Therapy of Fosthiazate and Cupric-Ammoniun Complex for Citrus Huanglongbing. Frontiers
in Plant Science, 2021, 12, 643971. 1.7 11

21940
Effects of dietary hydrolyzable tannins on growth performance, antioxidant capacity, intestinal
microï¬‚ora and resistance against Vibrio parahaemolyticus of juvenile Paciï¬•c white shrimp,
Litopenaeus vannamei (Boone, 1931). Aquaculture Reports, 2021, 19, 100601.

0.7 10

21941 Selective enrichment and metagenomic analysis of three novel comammox <i>Nitrospira</i> in a
urine-fed membrane bioreactor. ISME Communications, 2021, 1, . 1.7 27

21942 ACE2 receptor usage reveals variation in susceptibility to SARS-CoV and SARS-CoV-2 infection among
bat species. Nature Ecology and Evolution, 2021, 5, 600-608. 3.4 83

21943 A combined molecular and morphological phylogeny of the Loricariinae (Siluriformes: Loricariidae),
with emphasis on the Harttiini and Farlowellini. PLoS ONE, 2021, 16, e0247747. 1.1 17

21944 Yeasts in the nests of the leaf-cutter ant Acromyrmex balzani in a Savanna biome: exploitation of
community and metabolic diversity. Antonie Van Leeuwenhoek, 2021, 114, 751-764. 0.7 6

21945 Analysis of Fungal Genomes Reveals Commonalities of Intron Gain or Loss and Functions in
Intron-Poor Species. Molecular Biology and Evolution, 2021, 38, 4166-4186. 3.5 19

21946 Methotrexate impacts conserved pathways in diverse human gut bacteria leading to decreased host
immune activation. Cell Host and Microbe, 2021, 29, 362-377.e11. 5.1 70

21948 Marine macroalgal biodiversity of northern Madagascar: morpho-genetic systematics and implications
of anthropic impacts for conservation. Biodiversity and Conservation, 2021, 30, 1501-1546. 1.2 22

21949 Molecular organization of the E. coli cellulose synthase macrocomplex. Nature Structural and
Molecular Biology, 2021, 28, 310-318. 3.6 28

21950 Distinct Functions of Ethylene and ACC in the Basal Land Plant <i>Marchantia polymorpha</i>. Plant
and Cell Physiology, 2021, 62, 858-871. 1.5 14

21951 Genomic insights into the host specific adaptation of the Pneumocystis genus. Communications
Biology, 2021, 4, 305. 2.0 23

21952 Integrated Application of Rapeseed Cake and Green Manure Enhances Soil Nutrients and Microbial
Communities in Tea Garden Soil. Sustainability, 2021, 13, 2967. 1.6 21

21953 Environmental Temperatures Affect the Gastrointestinal Microbes of the Chinese Giant Salamander.
Frontiers in Microbiology, 2021, 12, 543767. 1.5 23

21956 Genomic analysis of <i>Medicago ruthenica</i> provides insights into its tolerance to abiotic stress
and demographic history. Molecular Ecology Resources, 2021, 21, 1641-1657. 2.2 17



1214

Citation Report

# Article IF Citations

21957 Plant-specific histone deacetylases are essential for early and late stages of Medicago nodule
development. Plant Physiology, 2021, 186, 1591-1605. 2.3 9

21958 Genomic characterization of 99 viruses from the bunyavirus families Nairoviridae, Peribunyaviridae,
and Phenuiviridae, including 35 previously unsequenced viruses. PLoS Pathogens, 2021, 17, e1009315. 2.1 23

21959 DNA barcoding and cryptic diversity of deep-sea scavenging amphipods in the Clarion-Clipperton Zone
(Eastern Equatorial Pacific). Marine Biodiversity, 2021, 51, 1. 0.3 15

21960 Genetic variability and phylogenetic analysis among strains of deformed wing virus infesting honey
bees and other organisms. Saudi Journal of Biological Sciences, 2021, 28, 1548-1556. 1.8 0

21961 Thousands of previously unknown phages discovered in whole-community human gut metagenomes.
Microbiome, 2021, 9, 78. 4.9 101

21962 The diversity and evolution of microbial dissimilatory phosphite oxidation. Proceedings of the
National Academy of Sciences of the United States of America, 2021, 118, . 3.3 17

21963 Molecular biogeography of the Mediterranean<i>Buthus</i>species complex (Scorpiones: Buthidae) at
its southern Palaearctic margin. Biological Journal of the Linnean Society, 2021, 133, 166-178. 0.7 9

21964 Genetic variation of Ascosphaera apis and colony attributes do not explain chalkbrood disease
outbreaks in Australian honey bees. Journal of Invertebrate Pathology, 2021, 180, 107540. 1.5 5

21965
Cross-Species Metabolic Profiling of Floral Specialized Metabolism Facilitates Understanding of
Evolutional Aspects of Metabolism Among Brassicaceae Species. Frontiers in Plant Science, 2021, 12,
640141.

1.7 1

21967 Tritonibacter aquimaris sp. nov. and Tritonibacter litoralis sp. nov., two novel members of the
Roseobacter group isolated from coastal seawater. Antonie Van Leeuwenhoek, 2021, 114, 787-798. 0.7 10

21968
Importance of environmental factors over habitat connectivity in shaping bacterial communities in
microbial mats and bacterioplankton in an Antarctic freshwater system. FEMS Microbiology Ecology,
2021, 97, .

1.3 13

21972 Marinobacter orientalis sp. nov., a thiosulfate-oxidizing bacterium isolated from a marine solar
saltern. Antonie Van Leeuwenhoek, 2021, 114, 765-775. 0.7 8

21973 Comparison of Current Methods for Signal Peptide Prediction in Phytoplasmas. Frontiers in
Microbiology, 2021, 12, 661524. 1.5 15

21974 Transcriptional profiling of identified neurons in leech. BMC Genomics, 2021, 22, 215. 1.2 6

21976 Deep viral blood metagenomics reveals extensive anellovirus diversity in healthy humans. Scientific
Reports, 2021, 11, 6921. 1.6 31

21977 Successful extraction of insect DNA from recent copal inclusions: limits and perspectives. Scientific
Reports, 2021, 11, 6851. 1.6 6

21978 First report of the invasive snail Pomacea canaliculata in Kenya. CABI Agriculture and Bioscience, 2021,
2, . 1.1 12

21979 Transcriptional activity differentiates families of Marine Group II <i>Euryarchaeota</i> in the coastal
ocean. ISME Communications, 2021, 1, . 1.7 2



1215

Citation Report

# Article IF Citations

21980 Occurrence of lettuce chlorosis virus in Passiflora spp. in Brazil. Journal of Plant Pathology, 2021,
103, 443-447. 0.6 3

21981 Morphological and phylogenetic analyses of <i>Toniniopsis subincompta</i> s. lat.
(<i>Ramalinaceae</i>, <i>Lecanorales</i>) in Eurasia. Lichenologist, 2021, 53, 171-183. 0.5 4

21982
ANTIFUNGAL ACTIVITY OF ACTINOBACTERIA WITH A POTENTIAL TO INHIBIT RICE BLAST FUNGUS
MAGNAPORTHE ORYZAE (ANAMORPH PYRICULARIA ORYZAE). Asian Journal of Pharmaceutical and
Clinical Research, 0, , 121-125.

0.3 0

21984 Identification and phylogenetic analysis of RNA binding domain abundant in apicomplexans or RAP
proteins. Microbial Genomics, 2021, 7, . 1.0 5

21986 Molecular phylogenetic analysis shows that causal agent of maize rough dwarf disease in Iran is
closer to rice black-streaked dwarf virus. European Journal of Plant Pathology, 2021, 160, 411-425. 0.8 3

21987 Soil bacterial characteristics between surface and subsurface soils along a precipitation gradient in
the Alxa Desert, China. Journal of Arid Land, 2021, 13, 257-273. 0.9 3

21988 Multimerization variants as potential drivers of neofunctionalization. Science Advances, 2021, 7, . 4.7 14

21990 Silk of the common clothes moth, Tineola bisselliella, a cosmopolitan pest belonging to the basal
ditrysian moth line. Insect Biochemistry and Molecular Biology, 2021, 130, 103527. 1.2 7

21991 Ecological and Conservation Significance of Herpesvirus Infection in Neotropical Bats. EcoHealth,
2021, 18, 123-133. 0.9 9

21992
Gorgocephalidae (Digenea: Lepocreadioidea) in the Indo-West Pacific: new species, life-cycle data and
perspectives on species delineation over geographic range. Zoological Journal of the Linnean Society,
2021, 193, 1416-1455.

1.0 18

21993 Complete mitochondrial genome of the distinct red-eared slider (Trachemys scripta ssp., Testudines:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (Emydidae) in Korea. Mitochondrial DNA Part B: Resources, 2021, 6, 1077-1079.0.2 0

21994 Complete mitochondrial genome of the Cumberland slider (<i>Trachemys scripta troostii,</i>) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Testudienes: Emydidae) in Korea. Mitochondrial DNA Part B: Resources, 2021, 6, 1131-1133.0.2 1

21995 The complete mitochondrial genome of Sarotherodon galilaeus (Linnaeus, 1758) (Perciformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (Cichlidae) and its phylogenetic placement. Mitochondrial DNA Part B: Resources, 2021, 6, 920-921.0.2 3

21997 In Silico Prediction and Analysis of Unusual Lantibiotic Resistance Operons in the Genus
Corynebacterium. Microorganisms, 2021, 9, 646. 1.6 6

22000 Pigmentibacter ruber gen. nov., sp. nov., a novel bacterium of the family Silvanigrellaceae isolated
from human blood. Antonie Van Leeuwenhoek, 2021, 114, 731-739. 0.7 4

22001 The genome of the stable fly, Stomoxys calcitrans, reveals potential mechanisms underlying
reproduction, host interactions, and novel targets for pest control. BMC Biology, 2021, 19, 41. 1.7 19

22002
Structural-genetic insight and optimization of protease production from a novel strain of
Aeromonas veronii CMF, a gut isolate of Chrysomya megacephala. Archives of Microbiology, 2021, 203,
2961-2977.

1.0 5

22003 Conservation of Archaeal C/D Box sRNA-Guided RNA Modifications. Frontiers in Microbiology, 2021, 12,
654029. 1.5 9



1216

Citation Report

# Article IF Citations

22004 Population genomics and haplotype analysis in spelt and bread wheat identifies a gene regulating
glume color. Communications Biology, 2021, 4, 375. 2.0 11

22005
Phylogeny and taxonomy of &lt;i&gt;Erysiphe&lt;/i&gt; species (powdery mildew:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 707 Td (&lt;i&gt;Erysiphaceae&lt;/i&gt;) occurring on the ash trees (&lt;i&gt;Fraxinus&lt;/i&gt; spp.).

Mycoscience, 2021, 62, 115-123.
0.3 8

22006 Mitochondria-rough-ER contacts in the liver regulate systemic lipid homeostasis. Cell Reports, 2021,
34, 108873. 2.9 76

22007 Dissecting the molecular diversity and commonality of bovine and human treponemes identifies key
survival and adhesion mechanisms. PLoS Pathogens, 2021, 17, e1009464. 2.1 7

22008 Rational discovery of a cancer neoepitope harboring the KRAS G12D driver mutation. Science China Life
Sciences, 2021, 64, 2144-2152. 2.3 6

22011
Dwarfs of the fortress: A new cryptic species of dwarf gecko of the genus Cnemaspis Strauch, 1887
(Squamata, Gekkonidae) from Rajgad fort in the northern Western Ghats of Maharashtra, India.
Evolutionary Systematics, 2021, 5, 25-38.

0.2 6

22012 Comparison of Brassica Genomes reveals asymmetrical gene retention between functional groups of
genes in recurrent polyploidizations. Plant Molecular Biology, 2021, 106, 193-206. 2.0 6

22013 Evolutionary analysis of rabies virus using the partial Nucleoprotein and Glycoprotein gene in
Mumbai region of India. Journal of General Virology, 2021, 102, . 1.3 2

22014 Biogeography of ITS Variation in the Helenium autumnale (Asteraceae) Species Complex. Systematic
Botany, 2021, 46, 235-247. 0.2 0

22015 Characterization of the novel mitochondrial genome segregation factor TAP110 in <i>Trypanosoma
brucei</i>. Journal of Cell Science, 2021, 134, . 1.2 26

22016 Identification and characterization of adipokinetic hormone and its receptor in bumble bee queens,
Bombus lantschouensis. Journal of Apicultural Research, 0, , 1-9. 0.7 0

22017 The Crown Pearl: a draft genome assembly of the European freshwater pearl mussel<i>Margaritifera
margaritifera</i>(Linnaeus, 1758). DNA Research, 2021, 28, . 1.5 15

22018
DNA-SIP and repeated isolation corroborate<i>Variovorax</i>as a key organism in maintaining the
genetic memory for linuron biodegradation in an agricultural soil. FEMS Microbiology Ecology, 2021,
97, .

1.3 0

22019
Mitochondrial DNA analysis reveals gene drift and structuring in the declining European piddock
Pholas dactylus (L., 1758) confirming high vulnerability. Regional Studies in Marine Science, 2021, 43,
101688.

0.4 0

22023 Revealing the high variability on nonconserved core and mobile elements of Austropuccinia psidii and
other rust mitochondrial genomes. PLoS ONE, 2021, 16, e0248054. 1.1 5

22026 The evolution of hemocyanin genes in Tectipleura: a multitude of conserved introns in highly diverse
gastropods. Bmc Ecology and Evolution, 2021, 21, 36. 0.7 3

22027 Ccdc113/Ccdc96 complex, a novel regulator of ciliary beating that connects radial spoke 3 to dynein g
and the nexin link. PLoS Genetics, 2021, 17, e1009388. 1.5 31

22028 Draft Genome Sequence of Dietzia sp. Strain SYD-A1, Isolated from Coal Seam Formation Water.
Microbiology Resource Announcements, 2021, 10, . 0.3 1



1217

Citation Report

# Article IF Citations

22029 Extended phylogeography of the ancestral <i>Morchella anatolica</i> supports preglacial presence in
Europe and Mediterranean origin of morels. Mycologia, 2021, 113, 559-573. 0.8 5

22031 High-Resolution Transcriptome Atlas and Improved Genome Assembly of Common Buckwheat,
Fagopyrum esculentum. Frontiers in Plant Science, 2021, 12, 612382. 1.7 17

22032 Tracing and exploring the evolutionary origin and systematic function of fish complement C9.
Molecular Genetics and Genomics, 2021, 296, 665-676. 1.0 2

22033 The role of RNAâ€•binding proteins in mediating adaptive responses in Gramâ€•positive bacteria. FEBS
Journal, 2022, 289, 1746-1764. 2.2 21

22034 Expanding the repertoire of electron acceptors for the anaerobic oxidation of methane in carbonates
in the Atlantic and Pacific Ocean. ISME Journal, 2021, 15, 2523-2536. 4.4 6

22035 Bacterial cyclic diguanylate signaling networks sense temperature. Nature Communications, 2021, 12,
1986. 5.8 35

22036
Functional and genetic analysis of viral receptor ACE2 orthologs reveals a broad potential host
range of SARS-CoV-2. Proceedings of the National Academy of Sciences of the United States of America,
2021, 118, .

3.3 168

22037
Genomic diversity of Mycobacterium avium subsp. paratuberculosis: pangenomic approach for
highlighting unique genomic features with newly constructed complete genomes. Veterinary
Research, 2021, 52, 46.

1.1 11

22038 Biology and genetic diversity of phasey bean mild yellows virus, a common virus in legumes in
Australia. Archives of Virology, 2021, 166, 1575-1589. 0.9 9

22039 Retracing Storage Polysaccharide Evolution in Stramenopila. Frontiers in Plant Science, 2021, 12,
629045. 1.7 7

22040 Coâ€•infections: Simultaneous detections of West Nile virus and Usutu virus in birds from Germany.
Transboundary and Emerging Diseases, 2022, 69, 776-792. 1.3 26

22041
Evaluating the nitrogen-contaminated groundwater treatment by a denitrifying granular sludge
bioreactor: effect of organic matter loading. Environmental Science and Pollution Research, 2021, 28,
41351-41364.

2.7 9

22042 Bet v 1 potential allergens are involved in anthracnose resistance of strawberry varieties. Journal of
Berry Research, 2021, 11, 21-32. 0.7 5

22043 EZmito: a simple and fast tool for multiple mitogenome analyses. Mitochondrial DNA Part B:
Resources, 2021, 6, 1101-1109. 0.2 23

22044
Topological Analysis for Sequence Variability: Case Study on more than 2K SARS-CoV-2 sequences of
COVID-19 infected 54 countries in comparison with SARS-CoV-1 and MERS-CoV. Infection, Genetics and
Evolution, 2021, 88, 104708.

1.0 6

22045 Anaerobic endosymbiont generates energy for ciliate host by denitrification. Nature, 2021, 591, 445-450. 13.7 53

22047 Spatial and temperal patterns in bacterioplankton communities across a river-lake continuum.
Limnologica, 2021, 87, 125863. 0.7 1

22048 Domestication Shapes the Community Structure and Functional Metagenomic Content of the Yak Fecal
Microbiota. Frontiers in Microbiology, 2021, 12, 594075. 1.5 10



1218

Citation Report

# Article IF Citations

22049 Stretch-activated ion channels identified in the touch-sensitive structures of carnivorous
Droseraceae plants. ELife, 2021, 10, . 2.8 43

22050 A highly mutable GST is essential for bract colouration in Euphorbia pulcherrima Willd. Ex Klotsch.
BMC Genomics, 2021, 22, 208. 1.2 13

22051 Conservation and Innovation: Versatile Roles for LRP4 in Nervous System Development. Journal of
Developmental Biology, 2021, 9, 9. 0.9 12

22052 A new species of Cyrtodactylus Gray, 1827 (Squamata: Gekkonidae) from Western Yunnan, China.
Journal of Natural History, 2021, 55, 713-731. 0.2 3

22053 Four new species of sequestrate <i>Inocybe</i> from Chilean Nothofagaceae forests. Mycologia, 2021,
113, 629-642. 0.8 6

22054 Distribution and preservation of the components of the engulfment. What is beyond representative
genomes?. PLoS ONE, 2021, 16, e0246651. 1.1 4

22055 Identification of conserved peptide upstream open reading frames (CPuORFs) in oil palm (Elaeis) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (guineensis) genome. Biodiversitas, 2021, 22, .0.2 0

22056 An intriguing characteristic of enhancer-promoter interactions. BMC Genomics, 2021, 22, 163. 1.2 3

22057 Novel Chromosome-Borne Accessory Genetic Elements Carrying Multiple Antibiotic Resistance Genes
in Pseudomonas aeruginosa. Frontiers in Cellular and Infection Microbiology, 2021, 11, 638087. 1.8 15

22059 Crystal structure of timothy grass allergen Phl p 12.0101 reveals an unusual profilin dimer. Acta
Biochimica Polonica, 2021, 68, 15-22. 0.3 3

22060 Soil Microbiome Structure and Function in Ecopiles Used to Remediate Petroleum-Contaminated Soil.
Frontiers in Environmental Science, 2021, 9, . 1.5 11

22061 Petalostelma of Brazil and the initial evolution of Metastelmatinae (Apocynaceae). Plant Systematics
and Evolution, 2021, 307, 1. 0.3 0

22063 Nucleoside Metabolism Is Induced in Common Bean During Early Seedling Development. Frontiers in
Plant Science, 2021, 12, 651015. 1.7 2

22064 Root and crown rot pathogens found on dry beans grown in Mozambique. Tropical Plant Pathology,
2021, 46, 294-310. 0.8 1

22066 Comparative Genomics Reveals 13 Different Isoforms of Mytimycins (A-M) in Mytilus galloprovincialis.
International Journal of Molecular Sciences, 2021, 22, 3235. 1.8 7

22068 Seed Banks as Incidental Fungi Banks: Fungal Endophyte Diversity in Stored Seeds of Banana Wild
Relatives. Frontiers in Microbiology, 2021, 12, 643731. 1.5 12

22069 Reconstructing the Evolutionary History of a Highly Conserved Operon Cluster
inGammaproteobacteriaandBacilli. Genome Biology and Evolution, 2021, 13, . 1.1 5

22070 Altererythrobacter flava sp. nov., a new member of the family Erythrobacteraceae, isolated from a
surface seawater sample. Antonie Van Leeuwenhoek, 2021, 114, 497-506. 0.7 2



1219

Citation Report

# Article IF Citations

22071 Crystal structure of the nonclassical cadherin-17 N-terminus and implications for its adhesive binding
mechanism. Acta Crystallographica Section F, Structural Biology Communications, 2021, 77, 85-94. 0.4 3

22073 mtDNAcombine: tools to combine sequences from multiple studies. BMC Bioinformatics, 2021, 22, 115. 1.2 1

22074
Mastomys natalensis (Smith, 1834) as a natural host for Schistosoma haematobium (Bilharz, 1852)
Weinland, 1858 x Schistosoma bovis Sonsino, 1876 introgressive hybrids. Parasitology Research, 2021,
120, 1755-1770.

0.6 21

22075 The effects of weather variability on patterns of genetic diversity in Tasmanian bettongs. Molecular
Ecology, 2021, 30, 1777-1790. 2.0 3

22076 Genome Mining and Evolutionary Analysis Reveal Diverse Type III Polyketide Synthase Pathways in
Cyanobacteria. Genome Biology and Evolution, 2021, 13, . 1.1 8

22077 Characterization of Plasmodium falciparum Pantothenate Kinase and Identification of Its Inhibitors
From Natural Products. Frontiers in Cellular and Infection Microbiology, 2021, 11, 639065. 1.8 11

22078 Assembly and comparative analysis of the complete mitochondrial genome of Suaeda glauca. BMC
Genomics, 2021, 22, 167. 1.2 67

22079 Muntingia yellow spot virus: a novel New World begomovirus infecting Muntingia calabura L..
Archives of Virology, 2021, 166, 1759-1762. 0.9 0

22080 DeepPPF: A deep learning framework for predicting protein family. Neurocomputing, 2021, 428, 19-29. 3.5 16

22081 Plasmodium matutinum Transmitted by Culex pipiens as a Cause of Avian Malaria in Captive African
Penguins (Spheniscus demersus) in Italy. Frontiers in Veterinary Science, 2021, 8, 621974. 0.9 8

22082 Molecular species delimitation reveals high diversity in the mosquito Anopheles tessellatus Theobald,
1901 (Diptera, Culicidae) across its range. Acta Tropica, 2021, 215, 105799. 0.9 5

22083 Diversity of Culturable Bacteria Isolated From the Feces of Wild <i>Anopheles darlingi</i> (Diptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Culicidae) Mosquitoes From the Brazilian Amazon. Journal of Medical Entomology, 2021, 58, 1900-1907.0.9 9

22084 Ancient Xinjiang mitogenomes reveal intense admixture with high genetic diversity. Science Advances,
2021, 7, . 4.7 16

22085 New Cladosporium Species from Normal and Galled Flowers of Lamiaceae. Pathogens, 2021, 10, 369. 1.2 11

22086 Diversity of the insect pathogenic fungi in the genus <i>Metarhizium</i> in New Zealand. New Zealand
Journal of Botany, 2021, 59, 440-456. 0.8 7

22087 The discovery of a microbialite-associated freshwater fish in the worldâ€™s largest saline soda lake, Lake
Van (Turkey). Zoosystematics and Evolution, 2021, 97, 181-189. 0.4 11

22088 Reduced metagenome sequencing for strain-resolution taxonomic profiles. Microbiome, 2021, 9, 79. 4.9 14

22089 Bioactive Potential of Several Actinobacteria Isolated from Microbiologically Barely Explored Desert
Habitat, Saudi Arabia. Biology, 2021, 10, 235. 1.3 16



1220

Citation Report

# Article IF Citations

22090
Identification and Biotyping of Pythium insidiosum Isolated from Urban and Rural Areas of Thailand by
Multiplex PCR, DNA Barcode, and Proteomic Analyses. Journal of Fungi (Basel, Switzerland), 2021, 7,
242.

1.5 9

22091 Physicochemical and Microbial Diversity Analyses of Indian Hot Springs. Frontiers in Microbiology,
2021, 12, 627200. 1.5 22

22093
Integrated analysis of the ringneck snake<i>Diadophis punctatus</i>complex (Colubridae: Dipsadidae)
in a biodiversity hotspot provides the foundation for conservation reassessment. Biological Journal
of the Linnean Society, 2021, 133, 105-119.

0.7 3

22094 Pseudomonas allokribbensis sp. nov. and Pseudomonas gozinkensis sp. nov., Two New Species Isolated
from a Volcanic Island, Izu Oshima, Japan. Current Microbiology, 2021, 78, 1670-1677. 1.0 12

22095
A New Remarkable Dwarf Sedge (<i>Carex phylloscirpoides</i>, Cyperaceae) from Northern Chile, with
Insights on the Evolution of Austral <i>Carex</i> section <i>Racemosae</i>. Systematic Botany, 2021,
46, 34-47.

0.2 4

22096 Identification and Characterization of Perennial Ryegrass (Lolium perenne) Vernalization Genes.
Frontiers in Plant Science, 2021, 12, 640324. 1.7 3

22097 Association of maternal gut microbiota and plasma metabolism with congenital heart disease in
offspring: a multi-omic analysis. Scientific Reports, 2021, 11, 5339. 1.6 11

22099 Increased spatial resolution of sampling in the Carpathian basin helps to understand the phylogeny of
central European stream-dwelling gudgeons. BMC Zoology, 2021, 6, . 0.3 5

22100
Evolved increases in hemoglobin-oxygen affinity and the Bohr effect coincided with the aquatic
specialization of penguins. Proceedings of the National Academy of Sciences of the United States of
America, 2021, 118, .

3.3 8

22101 Dietary supplementation with Bacillus subtilis promotes growth performance of broilers by altering
the dominant microbial community. Poultry Science, 2021, 100, 100935. 1.5 81

22102 Distinction between vaginal and cervical microbiota in high-risk human papilloma virus-infected
women in China. BMC Microbiology, 2021, 21, 90. 1.3 19

22103 Non-target Site Herbicide Resistance Is Conferred by Two Distinct Mechanisms in Black-Grass
(Alopecurus myosuroides). Frontiers in Plant Science, 2021, 12, 636652. 1.7 37

22104 The association of group IIB intron with integrons in hypersaline environments. Mobile DNA, 2021, 12,
8. 1.3 2

22106 Phylogenetic and developmental analyses indicate complex functions of <scp>calciumâ€•activated</scp>
potassium channels in zebrafish embryonic development. Developmental Dynamics, 2021, 250, 1477-1493. 0.8 5

22108 The iron-sulfur scaffold protein HCF101 unveils the complexity of organellar evolution in SAR,
Haptista and Cryptista. Bmc Ecology and Evolution, 2021, 21, 46. 0.7 3

22109
Molecular phylogenetic study in Spirocercidae (Nematoda) with description of a new species
Spirobakerus sagittalis sp. nov. in wild canid Cerdocyon thous from Brazil. Parasitology Research,
2021, 120, 1713-1725.

0.6 3

22110 Density Peak clustering of protein sequences associated to a Pfam clan reveals clear similarities and
interesting differences with respect to manual family annotation. BMC Bioinformatics, 2021, 22, 121. 1.2 1

22111 Antibiotic Modulation of Capsular Exopolysaccharide in Pelagicoccus enzymogenes sp. nov. Isolated
From Marine Sediment. Frontiers in Marine Science, 2021, 8, . 1.2 11



1221

Citation Report

# Article IF Citations

22113 Olea Europaea Geminivirus: A Novel Bipartite Geminivirid Infecting Olive Trees. Viruses, 2021, 13, 481. 1.5 16

22114 Detection and characterization of chicken astrovirus associated with hatchery disease in commercial
day-old turkeys in southwestern Nigeria. Archives of Virology, 2021, 166, 1607-1614. 0.9 7

22115
Reinvestigation of THOUSAND-GRAIN WEIGHT 6 grain weight genes in wheat and rice indicates a role in
pollen development rather than regulation of auxin content in grains. Theoretical and Applied
Genetics, 2021, 134, 2051-2062.

1.8 9

22116 Highly Contaminated Marine Sediments Can Host Rare Bacterial Taxa Potentially Useful for
Bioremediation. Frontiers in Microbiology, 2021, 12, 584850. 1.5 33

22117 Taxonomic identity and evolutionary relationships of South African taxa related to the Spergularia
media group (Caryophyllaceae). Plant Systematics and Evolution, 2021, 307, 1. 0.3 5

22118
Genomes of the willow-galling sawflies Euura lappo and Eupontania aestiva (Hymenoptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 547 Td (Tenthredinidae): a resource for research on ecological speciation, adaptation, and gall induction. G3:

Genes, Genomes, Genetics, 2021, 11, .
0.8 3

22119 Molecular control of the floral transition in the mast seeding plant Celmisia lyallii (Asteraceae).
Molecular Ecology, 2021, 30, 1846-1863. 2.0 9

22120 Crustacean diversity in the Puget Sound: reconciling species, phylogenetic, and functional diversity.
Marine Biodiversity, 2021, 51, 1. 0.3 2

22121 Thermophilic aerobic organoheterotrophic soil bacteria from anthropogenically changed territories
of Saint Petersburg and Leningrad region. Ecological Genetics, 2021, 19, 47-58. 0.1 0

22122 Dysbiosis of the shrimp ( <i>Penaeus monodon</i> ) gut microbiome with AHPND outbreaks revealed by
16S rRNA metagenomics analysis. Aquaculture Research, 2021, 52, 3336-3349. 0.9 19

22123 Chromosome-scale genome assembly of<i>Cucumis hystrix</i>â€”a wild species interspecifically
cross-compatible with cultivated cucumber. Horticulture Research, 2021, 8, 40. 2.9 18

22124 Ultrafast functional profiling of RNA-seq data for nonmodel organisms. Genome Research, 2021, 31,
713-720. 2.4 15

22125 Genomic investigation of the coronavirus disease-2019 outbreak in the Republic of Korea. Scientific
Reports, 2021, 11, 6009. 1.6 10

22126
Filling in the gaps: A reevaluation of the Lygus hesperus peptidome using an expanded de novo
assembled transcriptome and molecular cloning. General and Comparative Endocrinology, 2021, 303,
113708.

0.8 6

22127 Phloroglucinol Derivatives in Plant-Beneficial Pseudomonas spp.: Biosynthesis, Regulation, and
Functions. Metabolites, 2021, 11, 182. 1.3 27

22128
Description of a new species of Southeast Asian reed snake from northern Laos (Squamata:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (Colubridae: Genus Calamaria F. Boie, 1827) with a revised diagnosis of Calamaria yunnanensis Chernov,

1962. Journal of Natural History, 2021, 55, 531-560.
0.2 2

22129 Novel hydrocarbon-utilizing soil mycobacteria synthesize unique mycocerosic acids at a Sicilian
everlasting fire. Biogeosciences, 2021, 18, 1463-1479. 1.3 2

22130
Identification of the SHINE clade of AP2/ERF domain transcription factors genes in Carica papaya; Their
gene expression and their possible role in wax accumulation and water deficit stress tolerance in a
wild and a commercial papaya genotypes. Environmental and Experimental Botany, 2021, 183, 104341.

2.0 14



1222

Citation Report

# Article IF Citations

22131 A survey of insecticide resistance-conferring mutations in multiple targets in Anopheles sinensis
populations across Sichuan, China. Parasites and Vectors, 2021, 14, 169. 1.0 7

22132
Multiâ€•country investigation ofÂ the diversity and associated microorganisms isolated from tick species
from domesticÂ animals, wildlife and vegetation in selected african countries. Experimental and Applied
Acarology, 2021, 83, 427-448.

0.7 6

22133 Inocybe brijunica sp. nov., a New Ectomycorrhizal Fungus from Mediterranean Croatia Revealed by
Morphology and Multilocus Phylogenetic Analysis. Journal of Fungi (Basel, Switzerland), 2021, 7, 199. 1.5 8

22134 Conservation of the glycogen metabolism pathway underlines a pivotal function of storage
polysaccharides in Chlamydiae. Communications Biology, 2021, 4, 296. 2.0 10

22135 Phylogenomics of Plant-Associated Botryosphaeriaceae Species. Frontiers in Microbiology, 2021, 12,
652802. 1.5 28

22136 IMA genome - F14. IMA Fungus, 2021, 12, 5. 1.7 5

22138
The Mitochondrial Genome of a Plant Fungal Pathogen Pseudocercospora fijiensis
(Mycosphaerellaceae), Comparative Analysis and Diversification Times of the Sigatoka Disease Complex
Using Fossil Calibrated Phylogenies. Life, 2021, 11, 215.

1.1 8

22139 Screening of endophytic fungi from oil palm (Elaeis guineensis) in producing exopolysaccharides.
Biodiversitas, 2021, 22, . 0.2 2

22141 A Vernalization Response in a Winter Safflower (Carthamus tinctorius) Involves the Upregulation of
Homologs of FT, FUL, and MAF. Frontiers in Plant Science, 2021, 12, 639014. 1.7 5

22142 Diversity of short interspersed nuclear elements (SINEs) in lepidopteran insects and evidence of
horizontal SINE transfer between baculovirus and lepidopteran hosts. BMC Genomics, 2021, 22, 226. 1.2 5

22143 Characterisation of a carotenoid producing extremely halophilic archaeon Halorubrum sodomense
MS5.1 isolated from a solar saltern in Tamil Nadu, South India. Indian Journal of Fisheries, 2021, 68, . 0.3 5

22146 Gibberellin induced transcription factor bZIP53 regulates CesA1 expression in maize kernels. PLoS ONE,
2021, 16, e0244591. 1.1 8

22148 Viral genomic, metagenomic and human transcriptomic characterization and prediction of the
clinical forms of COVID-19. PLoS Pathogens, 2021, 17, e1009416. 2.1 30

22150 Long-Lived Species of Bivalves Exhibit Low MT-DNA Substitution Rates. Frontiers in Molecular
Biosciences, 2021, 8, 626042. 1.6 7

22152 A valine residue deletion in ZmSig2A, a sigma factor, accounts for a revertible leaf-color mutation in
maize. Crop Journal, 2021, 9, 1330-1343. 2.3 6

22153 Structure of the class XI myosin globular tail reveals evolutionary hallmarks for cargo recognition
in plants. Acta Crystallographica Section D: Structural Biology, 2021, 77, 522-533. 1.1 0

22154 Characterisation of a G2P[4] Rotavirus Outbreak in Western Australia, Predominantly Impacting
Aboriginal Children. Pathogens, 2021, 10, 350. 1.2 5

22155 Diversity of Weissella confusa in Pozol and Its Carbohydrate Metabolism. Frontiers in Microbiology,
2021, 12, 629449. 1.5 6



1223

Citation Report

# Article IF Citations

22156 A conserved cell division protein directly regulates FtsZ dynamics in filamentous and unicellular
actinobacteria. ELife, 2021, 10, . 2.8 12

22158 Comparison of the SARS-CoV-2 (2019-nCoV) M protein with its counterparts of SARS-CoV and MERS-CoV
species. Journal of King Saud University - Science, 2021, 33, 101335. 1.6 18

22159 Predicted Input of Uncultured Fungal Symbionts to a Lichen Symbiosis from Metagenome-Assembled
Genomes. Genome Biology and Evolution, 2021, 13, . 1.1 19

22161 Genera specific distribution of DEAD-box RNA helicases in cyanobacteria. Microbial Genomics, 2021, 7, . 1.0 4

22162 Reducing noise and stutter in short tandem repeat loci with unique molecular identifiers. Forensic
Science International: Genetics, 2021, 51, 102459. 1.6 9

22163 Artabotrys angustipetalus (Annonaceae), a new species from Thailand, including a plastid phylogeny
and character evolutionary analyses of thorn occurrence in Artabotrys. Willdenowia, 2021, 51, . 0.5 4

22165 Volatile Organic Compound from Trichoderma asperelloides TSU1: Impact on Plant Pathogenic Fungi.
Journal of Fungi (Basel, Switzerland), 2021, 7, 187. 1.5 38

22166 Amycolatomycins A and B, Cyclic Hexapeptides Isolated from an Amycolatopsis sp. 195334CR. Antibiotics,
2021, 10, 261. 1.5 7

22167 The chromosome-level genome of dragon fruit reveals whole-genome duplication and chromosomal
co-localization of betacyanin biosynthetic genes. Horticulture Research, 2021, 8, 63. 2.9 25

22168 Keratin intermediate filament chains in tuatara (Sphenodon punctatus): A comparison of tuatara and
human sequences. Journal of Structural Biology, 2021, 213, 107706. 1.3 5

22169
Genome-guided investigation of secondary metabolites produced by a potential new strain
Streptomyces BA2 isolated from an endemic plant rhizosphere in Turkey. Archives of Microbiology,
2021, 203, 2431-2438.

1.0 12

22171
Evaluation of a Newly Identified Endophytic Fungus, Trichoderma phayaoense for Plant Growth
Promotion and Biological Control of Gummy Stem Blight and Wilt of Muskmelon. Frontiers in
Microbiology, 2021, 12, 634772.

1.5 34

22172 Detection of Babesia odocoilei in Ixodes scapularis Ticks Collected in Southern Ontario, Canada.
Pathogens, 2021, 10, 327. 1.2 13

22173 Production of prebiotic xylooligosaccharides from arabino- and glucuronoxylan using a two-domain
Jonesia denitrificans xylanase from GH10 family. Enzyme and Microbial Technology, 2021, 144, 109743. 1.6 6

22174 Microbial Community Field Surveys Reveal Abundant Pseudomonas Population in Sorghum
Rhizosphere Composed of Many Closely Related Phylotypes. Frontiers in Microbiology, 2021, 12, 598180. 1.5 20

22176 Essential Oil Composition and DNA Barcode and Identification of Aniba species (Lauraceae) Growing in
the Amazon Region. Molecules, 2021, 26, 1914. 1.7 5

22178 Taxogenomic and Comparative Genomic Analysis of the Genus Saccharomonospora Focused on the
Identification of Biosynthetic Clusters PKS and NRPS. Frontiers in Microbiology, 2021, 12, 603791. 1.5 16

22179 Gene expression evolution in pattern-triggered immunity within <i>Arabidopsis thaliana</i> and
across Brassicaceae species. Plant Cell, 2021, 33, 1863-1887. 3.1 27



1224

Citation Report

# Article IF Citations

22180
<i>St</i>PIP1, a PAMP-induced peptide in potato, elicits plant defenses and is associated with disease
symptom severity in a compatible interaction with <i>Potato virus Y</i>. Journal of Experimental
Botany, 2021, 72, 4472-4488.

2.4 16

22181 Identification, subtyping, and tracking of dairy spoilage-associated Pseudomonas by sequencing the
ileS gene. Journal of Dairy Science, 2021, 104, 2668-2683. 1.4 7

22183 Isolation and Characterization of <i>Klebsiella</i> Phages for Phage Therapy. Phage, 2021, 2, 26-42. 0.8 36

22184 Roles of three putative salmon louse (Lepeophtheirus salmonis) prostaglandin E2 synthases in
physiology and hostâ€“parasite interactions. Parasites and Vectors, 2021, 14, 206. 1.0 10

22185 Morphological and genetic evidence supports the separation of two Tapinoma ants (Formicidae,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Dolichoderinae) from the Atlantic Forest biome. ZooKeys, 2021, 1033, 35-62.0.5 6

22187 Biotechnological and Ecological Potential of Micromonospora provocatoris sp. nov., a Gifted Strain
Isolated from the Challenger Deep of the Mariana Trench. Marine Drugs, 2021, 19, 243. 2.2 10

22189 Pan and Core Genome Analysis of 183 Mycobacterium tuberculosis Strains Revealed a High Inter-Species
Diversity among the Human Adapted Strains. Antibiotics, 2021, 10, 500. 1.5 9

22190 Genome-Wide Identification and Characterization of TALE Superfamily Genes in Soybean (Glycine max) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (L.). International Journal of Molecular Sciences, 2021, 22, 4117.1.8 12

22191
Whole-genome sequence-based analysis of the Paenibacillus aquistagni strain DK1, a
polyethylene-degrading bacterium isolated from landfill. World Journal of Microbiology and
Biotechnology, 2021, 37, 80.

1.7 5

22192
Succession of endophytic fungi and arbuscular mycorrhizal fungi associated with the growth of
plant and their correlation with secondary metabolites in the roots of plants. BMC Plant Biology,
2021, 21, 165.

1.6 26

22193 Dancing on the top: phylogeography and genetic diversity of high-altitude freshwater fairy shrimps
(Branchiopoda, Anostraca) with a focus on the Tibetan Plateau. Hydrobiologia, 2021, 848, 2611-2626. 1.0 2

22194 Four single-basepair mutations in the ptx promoter of Bordetella bronchiseptica are sufficient to
activate the expression of pertussis toxin. Scientific Reports, 2021, 11, 9373. 1.6 3

22197 Lizards of a different stripe: phylogenetics of the Pedioplanis undata species complex (Squamata,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (Lacertidae), with the description of two new species. Zoosystematics and Evolution, 2021, 97, 249-272.0.4 2

22199 Genetics of wild and mass-reared populations of a generalist aphid parasitoid and improvement of
biological control. PLoS ONE, 2021, 16, e0249893. 1.1 8

22200 The chromosome-level Hemerocallis citrina Borani genome provides new insights into the rutin
biosynthesis and the lack of colchicine. Horticulture Research, 2021, 8, 89. 2.9 25

22201
Expression Patterns in Reductive Iron Assimilation and Functional Consequences during Phagocytosis
of Lichtheimia corymbifera, an Emerging Cause of Mucormycosis. Journal of Fungi (Basel,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 137 Td (Switzerland), 2021, 7, 272.1.5 9

22202 Signatures of antagonistic pleiotropy in a bacterial flagellin epitope. Cell Host and Microbe, 2021, 29,
620-634.e9. 5.1 44

22203 Middle Pleistocene genome calibrates a revised evolutionary history of extinct cave bears. Current
Biology, 2021, 31, 1771-1779.e7. 1.8 27



1225

Citation Report

# Article IF Citations

22204 <i>Opium Poppy Mosaic Virus</i> Has an Xrn-Resistant, Translated Subgenomic RNA and a BTE 3â€² CITE.
Journal of Virology, 2021, 95, . 1.5 17

22205 Updating specific PCR primer for detection of Cryptocaryon irritans from reared Larimichthys
polyactis. Experimental Parasitology, 2021, 223, 108081. 0.5 11

22206 Phylogenetics of <i>Piresia</i> (Poaceae: Bambusoideae) reveals unexpected generic relationships
within Olyreae with taxonomic and biogeographic implications. Taxon, 2021, 70, 492-514. 0.4 2

22207 Phylogenomics Reveals that<i>Asaia</i>Symbionts from Insects Underwent Convergent Genome
Reduction, Preserving an Insecticide-Degrading Gene. MBio, 2021, 12, . 1.8 10

22209 A new species of crayfish of the genus Cambarellus (Decapoda: Cambaridae) from central Mexico.
Revista Mexicana De Biodiversidad, 2021, 92, 923150. 0.4 0

22210 Two strains of a novel begomovirus encoding Rep proteins with identical Î²1 strands but different Î²5
strands are not compatible in replication. Archives of Virology, 2021, 166, 1691-1709. 0.9 4

22211

Taxonomy of the Apicomplexan Symbionts of Coral, including Corallicolida ord. nov., Reassignment of
the Genus <i>Gemmocystis</i>, and Description of New Species <i>Corallicola</i><i>aquarius</i> gen.
nov. sp. nov. and <i>Anthozoaphila</i><i>gnarlus</i> gen. nov. sp. nov.. Journal of Eukaryotic
Microbiology, 2021, 68, e12852.

0.8 9

22212 Direct effects of selection on aboveground biomass contrast with indirect structure-mediated
effects of complementarity in a subtropical forest. Oecologia, 2021, 196, 249-261. 0.9 10

22213 ProDroid â€” An Android malware detection framework based on profile hidden Markov model.
Pervasive and Mobile Computing, 2021, 72, 101336. 2.1 35

22214
Fecal Microbiome Transplantation from Children with Autism Spectrum Disorder Modulates
Tryptophan and Serotonergic Synapse Metabolism and Induces Altered Behaviors in Germ-Free Mice.
MSystems, 2021, 6, .

1.7 49

22215 Molecular Evolution of CatSper in Mammals and Function of Sperm Hyperactivation in Gray
Short-Tailed Opossum. Cells, 2021, 10, 1047. 1.8 14

22216 Complete nucleotide sequence of soybean leaf rugose mosaic virus, an atypical member of the genus
Bymovirus. Archives of Virology, 2021, 166, 1885-1892. 0.9 1

22217 A Chromosomeâ€”Level Genome Assembly of the Spotted Scat (<i>Scatophagus argus</i>). Genome
Biology and Evolution, 2021, 13, . 1.1 17

22218 Affinibrenneria salicis gen. nov. sp. nov. isolated from Salix matsudana bark canker. Archives of
Microbiology, 2021, 203, 3473-3481. 1.0 2

22220 Phylogenomic Analyses of Nucleotide-Sugar Biosynthetic and Interconverting Enzymes Illuminate Cell
Wall Composition in Fungi. MBio, 2021, 12, . 1.8 4

22221 The chromosomeâ€•scale reference genome of safflower (<i>Carthamus tinctorius</i>) provides
insights into linoleic acid and flavonoid biosynthesis. Plant Biotechnology Journal, 2021, 19, 1725-1742. 4.1 60

22222 High-throughput sequencing clarifies the spatial structures of microbial communities in
cadmium-polluted rice soils. Environmental Science and Pollution Research, 2021, 28, 47086-47098. 2.7 13

22223 SPDE: a multi-functional software for sequence processing and data extraction. Bioinformatics, 2021,
37, 3686-3687. 1.8 22



1226

Citation Report

# Article IF Citations

22224 The Evolution of Calcification in Reef-Building Corals. Molecular Biology and Evolution, 2021, 38,
3543-3555. 3.5 19

22225 Novel Dicistroviruses in an Unexpected Wide Range of Invertebrates. Food and Environmental
Virology, 2021, 13, 423-431. 1.5 7

22226
Complete genome sequences of three newly discovered cacao mild mosaic virus isolates from
Theobroma cacao L. in Brazil and Puerto Rico and evidence for recombination. Archives of Virology,
2021, 166, 2027-2031.

0.9 7

22227 Plant flavones enrich rhizosphere Oxalobacteraceae to improve maize performance under nitrogen
deprivation. Nature Plants, 2021, 7, 481-499. 4.7 247

22228 Modular basis for potent SARS-CoV-2 neutralization by a prevalent VH1-2-derived antibody class. Cell
Reports, 2021, 35, 108950. 2.9 54

22229
Phylogenetic relationship of phototrophic heliobacteria and systematic reconsideration of species
and genus assignments based on genome sequences of eight species. International Journal of
Systematic and Evolutionary Microbiology, 2021, 71, .

0.8 29

22230 Protein expression plasticity contributes to heat and drought tolerance of date palm. Oecologia,
2021, 197, 903-919. 0.9 17

22231 High CO2 levels drive the TCA cycle backwards towards autotrophy. Nature, 2021, 592, 784-788. 13.7 75

22232 Marinisubtilis pacificus gen. nov., sp. nov., a Member of the Family Microbacteriaceae Isolated From a
Deep-Sea Seamount. Current Microbiology, 2021, 78, 2136-2142. 1.0 10

22233 A Superfamily-wide Activity Atlas of Serine Hydrolases in <i>Drosophila melanogaster</i>.
Biochemistry, 2021, 60, 1312-1324. 1.2 18

22234 Pikeienuella piscinae gen. nov., sp. nov., a novel genus in the family Rhodobacteraceae. Journal of
Microbiology, 2021, 59, 546-551. 1.3 8

22235 An integrative approach to address species limits in the southernmost members of the Liolaemus kingii
group (Squamata: Liolaemini). Molecular Phylogenetics and Evolution, 2021, 157, 107046. 1.2 5

22236
Phylogeny, divergence times, and diversification in Calophyllaceae: Linking key characters and habitat
changes to the evolution of Neotropical Calophylleae. Molecular Phylogenetics and Evolution, 2021,
157, 107041.

1.2 7

22237 Two new species of Neofoleyellides (Nematoda: Onchocercidae) parasitising anuran amphibians in
South Africa. International Journal for Parasitology: Parasites and Wildlife, 2021, 14, 298-307. 0.6 4

22238 Presence of complete murine viral genome sequences in patient-derived xenografts. Nature
Communications, 2021, 12, 2031. 5.8 9

22241 An integrative approach reveals a new species of flightless leaf beetle (Chrysomelidae: Suinzona) from
South Korea. Scientific Reports, 2021, 11, 8595. 1.6 3

22242 Influence of Non-canonical DNA Bases on the Genomic Diversity of Tevenvirinae. Frontiers in
Microbiology, 2021, 12, 632686. 1.5 3

22243 Analysis of DnaK Expression from a Strain of Mycoplasma fermentans in Infected HCT116 Human Colon
Carcinoma Cells. International Journal of Molecular Sciences, 2021, 22, 3885. 1.8 6



1227

Citation Report

# Article IF Citations

22244
Initiation of compatible wheat-Hessian fly interactions triggers the expression of a novel
UDP-glycosyltransferase, MdesUGT1, in virulent Hessian fly larvae. Arthropod-Plant Interactions, 2021,
15, 363-374.

0.5 1

22245 Genome-Wide Analysis of Terpene Synthase Gene Family in Mentha longifolia and Catalytic Activity
Analysis of a Single Terpene Synthase. Genes, 2021, 12, 518. 1.0 22

22248 The Mi-EFF1/Minc17998 effector interacts with the soybean GmHub6 protein to promote host plant
parasitism by Meloidogyne incognita. Physiological and Molecular Plant Pathology, 2021, 114, 101630. 1.3 8

22250 Chromosomeâ€•level genome assembly of the Arctic fox (<i>Vulpes lagopus</i>) using PacBio sequencing
and Hiâ€•C technology. Molecular Ecology Resources, 2021, 21, 2093-2108. 2.2 15

22251
Nuclear phylogenomics, but not mitogenomics, resolves the most successful Late Miocene radiation
of African mammals (Rodentia: Muridae: Arvicanthini). Molecular Phylogenetics and Evolution, 2021,
157, 107069.

1.2 15

22252 Temporal dynamics of SARS-CoV-2 mutation accumulation within and across infected hosts. PLoS
Pathogens, 2021, 17, e1009499. 2.1 86

22253 Host identity influences nuclear dynamics in arbuscular mycorrhizal fungi. Current Biology, 2021, 31,
1531-1538.e6. 1.8 36

22254 Genome of a citrus rootstock and global DNA demethylation caused by heterografting. Horticulture
Research, 2021, 8, 69. 2.9 45

22255 No leadingâ€•edge effect in North Atlantic harbor porpoises: Evolutionary and conservation
implications. Evolutionary Applications, 2021, 14, 1588-1611. 1.5 3

22256
Anteholosticha foissneri n. sp., a marine hypotrich ciliate (Ciliophora: Spirotrichea) from Vietnam:
Morphology, morphogenesis, and molecular phylogeny. European Journal of Protistology, 2021, 78,
125768.

0.5 22

22257
Genome Sequencing of a Historic Staphylococcus aureus Collection Reveals New Enterotoxin Genes
and Sheds Light on the Evolution and Genomic Organization of This Key Virulence Gene Family. Journal
of Bacteriology, 2021, 203, .

1.0 8

22258
Reassortment and Persistence of Influenza A Viruses from Diverse Geographic Origins within
Australian Wild Birds: Evidence from a Small, Isolated Population of Ruddy Turnstones. Journal of
Virology, 2021, 95, .

1.5 6

22259 Indiaâ€™s biogeographic history through the eyes of blindsnakes- filling the gaps in the global
typhlopoid phylogeny. Molecular Phylogenetics and Evolution, 2021, 157, 107064. 1.2 10

22260 Reinstating Ceratobasidium lantanae-camarae:Â the white thread blight fungus on the pantropical weed
Lantana camara. Australasian Plant Pathology, 2021, 50, 545-557. 0.5 0

22261 Ascorbate Peroxidase Neofunctionalization at the Origin of APX-R and APX-L: Evidence from Basal
Archaeplastida. Antioxidants, 2021, 10, 597. 2.2 11

22262 Grassland fairy rings of Leucocalocybe mongolica represent the center of a rich soil microbial
community. Brazilian Journal of Microbiology, 2021, 52, 1357-1369. 0.8 8

22263 Strain-Resolved Dynamics of the Lung Microbiome in Patients with Cystic Fibrosis. MBio, 2021, 12, . 1.8 13

22264 An approach using ddRADseq and machine learning for understanding speciation in Antarctic
Antarctophilinidae gastropods. Scientific Reports, 2021, 11, 8473. 1.6 8



1228

Citation Report

# Article IF Citations

22265 New Guinean orogenic dynamics and biota evolution revealed using a custom geospatial analysis
pipeline. Bmc Ecology and Evolution, 2021, 21, 51. 0.7 12

22266 A decadal perspective on north water microbial eukaryotes as Arctic Ocean sentinels. Scientific
Reports, 2021, 11, 8413. 1.6 10

22267 Paleogenomics illuminates the evolutionary history of the extinct Holocene â€œhornedâ€• crocodile of
Madagascar, Voay robustus. Communications Biology, 2021, 4, 505. 2.0 16

22268 Evolutionary genomics of endangered Hawaiian tree snails (Achatinellidae: Achatinellinae) for
conservation of adaptive capacity. PeerJ, 2021, 9, e10993. 0.9 7

22269 Using molecular data to monitor the post-establishment evolution of the invasive skeleton shrimp
Caprella scaura. Marine Environmental Research, 2021, 166, 105266. 1.1 5

22270 Structural dynamics and determinants of abscisic acidâ€“receptor binding preference in different
aggregation states. Journal of Experimental Botany, 2021, 72, 5051-5065. 2.4 4

22271 <i>Gymnotus paraguensis</i>, a Good Example of Phenotypic Plasticity in the Pantanal Biome, Brazil.
Zebrafish, 2021, 18, 162-173. 0.5 1

22272 Natural Product Inhibition and Enzyme Kinetics Related to Phylogenetic Characterization for
Bacterial Peptidyl-tRNA Hydrolase 1. Molecules, 2021, 26, 2281. 1.7 1

22273 Where do Chip and Dale come from? Origins of invasive populations of the Siberian chipmunk in
Europe. Mammal Research, 2021, 66, 525. 0.6 5

22274 Chromosome-level genome assembly of the humpback puffer, Tetraodon palembangensis. GigaByte, 0,
2021, 1-12. 0.0 0

22276
Comparative Phosphoproteomics of Classical Bordetellae Elucidates the Potential Role of Serine,
Threonine and Tyrosine Phosphorylation in Bordetella Biology and Virulence. Frontiers in Cellular
and Infection Microbiology, 2021, 11, 660280.

1.8 4

22277 Molecular determinants of binding of non-oxime bispyridinium nerve agent antidote compounds to
the adult muscle nAChR. Toxicology Letters, 2021, 340, 114-122. 0.4 8

22278 Ecophysiological Features Shape the Distribution of Prophages and CRISPR in Sulfate Reducing
Prokaryotes. Microorganisms, 2021, 9, 931. 1.6 3

22279 Weed-infecting viruses in a tropical agroecosystem present different threats to crops and
evolutionary histories. PLoS ONE, 2021, 16, e0250066. 1.1 6

22281 Genomic Characterization of Salmonella typhimurium DT104 Strains Associated with Cattle and Beef
Products. Pathogens, 2021, 10, 529. 1.2 7

22282 Malformation Disease in <i>Tabebuia rosea</i> (Rosy Trumpet) Caused by <i>Fusarium
pseudocircinatum</i> in Mexico. Plant Disease, 2021, 105, 2822-2829. 0.7 4

22283
Comparative Genomics and Transcriptomics of the Extreme Halophyte Puccinellia tenuiflora Provides
Insights Into Salinity Tolerance Differentiation Between Halophytes and Glycophytes. Frontiers in
Plant Science, 2021, 12, 649001.

1.7 14

22284 Genome-wide identification of heat shock factors and heat shock proteins in response to UV and high
intensity light stress in lettuce. BMC Plant Biology, 2021, 21, 185. 1.6 29



1229

Citation Report

# Article IF Citations

22287 Bacterial avidins are a widely distributed protein family in Actinobacteria, Proteobacteria and
Bacteroidetes. Bmc Ecology and Evolution, 2021, 21, 53. 0.7 7

22290 Habitat influences skeletal morphology and density in the snailfishes (family Liparidae). Frontiers in
Zoology, 2021, 18, 16. 0.9 13

22291 Experimental exchange of paralogous domains in the MLH family provides evidence of
sub-functionalization after gene duplication. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 2

22292 Halosimplex halophilum sp. nov. and Halosimplex salinum sp. nov., isolated from saline soil and a salt
mine. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 8

22293 Litoribacterium kuwaitense gen. nov., sp. nov., isolated from a Kuwait tidal flat. International Journal
of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 8

22294 Comparative genomic analysis of diverse rhizobia and effective nitrogen-fixing clover-nodulating
Rhizobium strains adapted to Egyptian dry ecosystems. Symbiosis, 2021, 84, 39-47. 1.2 3

22295
The Chemosensory Repertoire of the Eastern Diamondback Rattlesnake (Crotalus adamanteus) Reveals
Complementary Genetics of Olfactory and Vomeronasal-Type Receptors. Journal of Molecular
Evolution, 2021, 89, 313-328.

0.8 4

22296 New World Cactaceae Plants Harbor Diverse Geminiviruses. Viruses, 2021, 13, 694. 1.5 8

22297 HAG1 and SWI3A/B control of male germ line development in P. patens suggests conservation of
epigenetic reproductive control across land plants. Plant Reproduction, 2021, 34, 149-173. 1.3 9

22298 Update of the global distribution of human gammaherpesvirus 8 genotypes. Scientific Reports, 2021, 11,
7640. 1.6 7

22299 Cysteiniphilum marinum sp. nov., isolated from coastal seawater. Antonie Van Leeuwenhoek, 2021, 114,
1079-1089. 0.7 11

22300 Paraburkholderia phymatum Homocitrate Synthase NifV Plays a Key Role for Nitrogenase Activity
during Symbiosis with Papilionoids and in Free-Living Growth Conditions. Cells, 2021, 10, 952. 1.8 9

22301 Chromosomeâ€•level genome reference and genome editing of the tea geometrid. Molecular Ecology
Resources, 2021, 21, 2034-2049. 2.2 8

22302 Molecular identification of Trichoderma sp. isolates and biochemical characterization of
antagonistic interaction against rice blast. Archives of Microbiology, 2021, 203, 3257-3268. 1.0 6

22303 Molecular biogeography of the fungus-dwelling saproxylic beetle Bolitophagus reticulatus indicates
rapid expansion from glacial refugia. Biological Journal of the Linnean Society, 2021, 133, 766-778. 0.7 0

22304 Irradiance modulates thermal niche in a previously undescribed lowâ€•light and coldâ€•adapted
nanoâ€•diatom. Limnology and Oceanography, 2021, 66, 2266-2277. 1.6 6

22305
Unfolded Protein Response and Scaffold Independent Pheromone MAP Kinase Signaling Control
Verticillium dahliae Growth, Development, and Plant Pathogenesis. Journal of Fungi (Basel,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 97 Td (Switzerland), 2021, 7, 305.1.5 10

22306 Insights into genomic evolution from the chromosomal and mitochondrial genomes of Ustilaginoidea
virens. Phytopathology Research, 2021, 3, . 0.9 9



1230

Citation Report

# Article IF Citations

22307 Genotyping by Multiplexed Sequencing (GMS) protocol in Barley. Euphytica, 2021, 217, 1. 0.6 1

22308 Haplotype-resolved diverse human genomes and integrated analysis of structural variation. Science,
2021, 372, . 6.0 358

22309 Cometabolic Vinyl Chloride Degradation at Acidic pH Catalyzed by Acidophilic Methanotrophs Isolated
from Alpine Peat Bogs. Environmental Science &amp; Technology, 2021, 55, 5959-5969. 4.6 14

22310
Fossil pollen from early Palaeogene sediments in western India provides phylogenetic insights into
divergence history and pollen character evolution in the pantropical family Ebenaceae. Botanical
Journal of the Linnean Society, 2021, 197, 147-169.

0.8 3

22312 Migration through a Major Andean Ecogeographic Disruption as a Driver of Genetic and Phenotypic
Diversity in a Wild Tomato Species. Molecular Biology and Evolution, 2021, 38, 3202-3219. 3.5 14

22313 Transmission of SARS-CoV-2 among healthcare workers and patients in a teaching hospital in the
Netherlands confirmed by whole-genome sequencing. Journal of Hospital Infection, 2021, 110, 178-183. 1.4 44

22314 Construction of a chromosomeâ€•level genome and variation map for the Pacific oyster <i>Crassostrea
gigas</i>. Molecular Ecology Resources, 2021, 21, 1670-1685. 2.2 45

22315 The reference genome and transcriptome of the limestone langur, Trachypithecus leucocephalus,
reveal expansion of genes related to alkali tolerance. BMC Biology, 2021, 19, 67. 1.7 3

22316 Molecular Epidemiology and Characterization of Theileria in Goats. Protist, 2021, 172, 125804. 0.6 4

22317
Genome-based classification of the Streptomyces violaceusniger clade and description of
Streptomyces sabulosicollis sp. nov. from an Indonesian sand dune. Antonie Van Leeuwenhoek, 2021,
114, 859-873.

0.7 12

22318 Sequence diversity and evolution ofÂ infectiousÂ bursalÂ diseaseÂ virusÂ in Iraq. F1000Research, 2021, 10, 293. 0.8 2

22319 Infectious bursal disease in Nigeria: continuous circulation of reassortant viruses. Tropical Animal
Health and Production, 2021, 53, 271. 0.5 8

22320 The use of an integrative approach to improve accuracy of species identification and detection of new
species in studies of stream fish diversity. Genetica, 2021, 149, 103-116. 0.5 12

22321 Multiple concurrent and convergent stages of genome reduction in bacterial symbionts across a
stink bug family. Scientific Reports, 2021, 11, 7731. 1.6 7

22322
Suppression of rootâ€•knot nematode<i>Meloidogyne incognita</i>on tomato plants using the nematode
trapping fungus<i>Arthrobotrys oligospora</i>Fresenius. Journal of Applied Microbiology, 2021, 131,
2402-2415.

1.4 29

22323 A tail of two pandasâ€” whole genome k-mer signature analysis of the red panda (Ailurus fulgens) and
the Giant panda (Ailuropoda melanoleuca). BMC Genomics, 2021, 22, 228. 1.2 0

22327 Mitochondrial phylogeny and taxonomic revision of Italian and Slovenian fluvio-lacustrine barbels,
Barbus sp. (Cypriniformes, Cyprinidae). BMC Zoology, 2021, 6, . 0.3 1

22328 Quantitative Control of Early Flowering in White Lupin (Lupinus albus L.). International Journal of
Molecular Sciences, 2021, 22, 3856. 1.8 4



1231

Citation Report

# Article IF Citations

22329 Cross-Talk Between Butyric Acid and Gut Microbiota in Ulcerative Colitis Following Fecal Microbiota
Transplantation. Frontiers in Microbiology, 2021, 12, 658292. 1.5 26

22330 Morphological and Molecular Characterization of the Plague Vector Xenopsylla brasiliensis. Journal
of Parasitology, 2021, 107, 289-294. 0.3 1

22331
Phylogeographic structure and historical demography of tarakihi (<i>Nemadactylus macropterus</i>)
and king tarakihi (<i>Nemadactylus</i> n.sp.) in New Zealand. New Zealand Journal of Marine and
Freshwater Research, 2022, 56, 247-271.

0.8 8

22333 Diversity of Batrachospermales (Rhodophyta) in the Iberian Peninsula. Fottea, 2021, 21, 73-81. 0.4 1

22336
Genomic-, phenotypic-, and toxicity-based safety assessment and probiotic potency of <i>Bacillus
coagulans</i> IDCC 1201 isolated from green malt. Journal of Industrial Microbiology and
Biotechnology, 2021, 48, .

1.4 14

22337 Searching for universal model of amyloid signaling motifs using probabilistic context-free grammars.
BMC Bioinformatics, 2021, 22, 222. 1.2 2

22338 Genome-wide identification and characterization of olfactory receptor genes in common carp
(Cyprinus carpio). Gene, 2021, 777, 145468. 1.0 11

22339 Development of genetic tools for the redbait species Pyura herdmani and P. stolonifera, important
bioengineers along African coastlines. African Journal of Marine Science, 2021, 43, 251-257. 0.4 0

22341 Mitochondrial genome of Scutogyrus longicornis (Monogenea: Dactylogyridea), a parasite of Nile
tilapia Oreochromis niloticus. Parasitology International, 2021, 81, 102281. 0.6 11

22342 A large-scale comparative study on peptide encodings for biomedical classification. NAR Genomics and
Bioinformatics, 2021, 3, lqab039. 1.5 15

22343
Revision of the genus Mustelus (Carcharhiniformes: Triakidae) in the northern Indian Ocean, with
description of a new species and a discussion on the validity of M. walkeri and M. ravidus. Marine
Biodiversity, 2021, 51, 1.

0.3 5

22344
Alkaliphilus serpentinus sp. nov. and Alkaliphilus pronyensis sp. nov., two novel anaerobic alkaliphilic
species isolated from the serpentinite-hosted Prony Bay Hydrothermal Field (New Caledonia).
Systematic and Applied Microbiology, 2021, 44, 126175.

1.2 19

22345 Distinguishing among Pisum accessions using a hypervariable intron within Mendelâ€™s green/yellow
cotyledon gene. Genetic Resources and Crop Evolution, 2021, 68, 2591-2609. 0.8 3

22346 Characterisation of the Viral Community Associated with the Alfalfa Weevil (Hypera postica) and Its
Host Plant, Alfalfa (Medicago sativa). Viruses, 2021, 13, 791. 1.5 10

22347 Genome-wide analyses of tandem repeats and transposable elements in patchouli. Genes and Genetic
Systems, 2021, 96, 81-87. 0.2 1

22349 Mechanism and dynamics of fatty acid photodecarboxylase. Science, 2021, 372, . 6.0 93

22350 Hapo-G, haplotype-aware polishing of genome assemblies with accurate reads. NAR Genomics and
Bioinformatics, 2021, 3, lqab034. 1.5 52

22351 The genome of Geosiphon pyriformis reveals ancestral traits linked to the emergence of the
arbuscular mycorrhizal symbiosis. Current Biology, 2021, 31, 1570-1577.e4. 1.8 30



1232

Citation Report

# Article IF Citations

22352 Genetic identity of Australian prickly acacia (Vachellia nilotica, Fabales: Mimosoideae) â€“ Assessing the
target for biological control. Biological Control, 2021, 155, 104540. 1.4 3

22353 Evolution and insights into the structure and function of the DedA superfamily containing TMEM41B
and VMP1. Journal of Cell Science, 2021, 134, . 1.2 28

22354 Phenotypic, molecular and pathogenic characterization of <i>Colletotrichum scovillei</i> infecting
<i>Capsicum</i> species in Rio de Janeiro, Brazil. PeerJ, 2021, 9, e10782. 0.9 8

22355
Diversity of the genus Brasilonema (Nostocales, Cyanobacteria) in plant nurseries of central Florida
(USA) with the description of three new species: B. fioreae sp. nov., B. santannae sp. nov. and B.
wernerae sp. nov.. Fottea, 2021, 21, 82-99.

0.4 4

22356 Multiple Viral Infections Detected in Phytophthora condilina by Total and Small RNA Sequencing.
Viruses, 2021, 13, 620. 1.5 23

22357
Effects of plant growth-promoting rhizobacteria strains producing ACC deaminase on
photosynthesis, isoprene emission, ethylene formation and growth of Mucuna pruriens (L.) DC. in
response to water deficit. Journal of Biotechnology, 2021, 331, 53-62.

1.9 26

22358 Gut microbiota profiles and characterization of cultivable fungal isolates in IBS patients. Applied
Microbiology and Biotechnology, 2021, 105, 3277-3288. 1.7 31

22359
Methods for Identifying Microbial Natural Product Compounds that Target Kinetoplastid RNA
Structural Motifs by Homology and De Novo Modeled 18S rRNA. International Journal of Molecular
Sciences, 2021, 22, 4493.

1.8 1

22360 A review of the taxonomy of spiny-backed orb-weaving spiders of the subfamily Gasteracanthinae
(Araneae, Araneidae) in Thailand. ZooKeys, 2021, 1032, 17-62. 0.5 2

22361 Methylotrophs and Hydrocarbon-Degrading Bacteria Are Key Players in the Microbial Community of an
Abandoned Century-Old Oil Exploration Well. Microbial Ecology, 2022, 83, 83-99. 1.4 10

22362 A dated phylogeny of Argophyllaceae (Asterales) is consistent with spread by long-distance dispersal.
New Zealand Journal of Botany, 2022, 60, 27-44. 0.8 4

22363 Sex-Biased Gene Expression and Evolution in the Cerebrum and Syrinx of Chinese Hwamei (Garrulax) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (canorus). Genes, 2021, 12, 569.1.0 1

22364 Identification and distribution of novel badnaviral sequences integrated in the genome of cacao
(Theobroma cacao). Scientific Reports, 2021, 11, 8270. 1.6 12

22365 Three-Finger Toxins from Brazilian Coral Snakes: From Molecular Framework to Insights in Biological
Function. Toxins, 2021, 13, 328. 1.5 3

22366 Diphyllobothrium sprakeri n. sp. (Cestoda: Diphyllobothriidae): a hidden broad tapeworm from sea
lions off North and South America. Parasites and Vectors, 2021, 14, 219. 1.0 3

22367 Genetic Defects in DNAH2 Underlie Male Infertility With Multiple Morphological Abnormalities of the
Sperm Flagella in Humans and Mice. Frontiers in Cell and Developmental Biology, 2021, 9, 662903. 1.8 22

22370 Draft genome of a biparental beetle species, Lethrus apterus. BMC Genomics, 2021, 22, 301. 1.2 0

22371 Simultaneous enterovirus EV-D68 and CVA6 infections causing acute respiratory distress syndrome
and hand, foot and mouth disease. Virology Journal, 2021, 18, 88. 1.4 7



1233

Citation Report

# Article IF Citations

22375 Complete genome sequence analysis of the peanut pathogen Ralstonia solanacearum strain
Rs-P.362200. BMC Microbiology, 2021, 21, 118. 1.3 5

22376 The Chinese mitten crab genome provides insights into adaptive plasticity and developmental
regulation. Nature Communications, 2021, 12, 2395. 5.8 38

22377
Cox2 community barcoding at Prince Edward Island reveals long-distance dispersal of a downy
mildew species and potentially marine members of the Saprolegniaceae. Mycological Progress, 2021, 20,
509-516.

0.5 1

22378 Substitution Mapping of a Locus Responsible for Hybrid Breakdown in Populations Derived From
Interspecific Introgression Line. Frontiers in Plant Science, 2021, 12, 633247. 1.7 2

22380
Molecular and morphological characterisation of the metacercariae of two species of
Cardiocephaloides (Digenea: Strigeidae) infecting endemic South African klipfish (Perciformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 577 Td (Clinidae). Folia Parasitologica, 2021, 68, .0.7 5

22382 Molecular and morphological evidence of a new species of Crassicutis Manter 1936 (Digenea), a
parasite of cichlids in South America. Parasitology Research, 2021, 120, 2429-2443. 0.6 3

22384 Acyl-CoA desaturase ADS4.2 is involved in the formation of characteristic wax alkenes in young
Arabidopsis leaves. Plant Physiology, 2021, 186, 1812-1831. 2.3 4

22385 Predictive Models of Genetic Redundancy in <i>Arabidopsis thaliana</i>. Molecular Biology and
Evolution, 2021, 38, 3397-3414. 3.5 16

22386
Genome-wide identification, evolution, and transcriptome-based expression profiling analysis of
suppressors of cytokine signaling (SOCS) in grass carp (Ctenopharyngodon idella). Aquaculture, 2021,
536, 736484.

1.7 3

22387 Molecular characterisation of Mycobacterium avium subsp. paratuberculosis in Australia. BMC
Microbiology, 2021, 21, 101. 1.3 6

22388 Are Feeding Modes Concealing Morphofunctional Diversity? The Case of the New World Parrotfishes.
Frontiers in Marine Science, 2021, 8, . 1.2 4

22389 Diversity of Kallymeniaceae (Gigartinales, Rhodophyta) associated with Hawaiian mesophotic reefs.
European Journal of Phycology, 2022, 57, 68-78. 0.9 6

22391

Description of a metacercaria of a zoogonid trematode Steganoderma cf. eamiqtrema Blend and Racz,
2020 (Microphalloidea: Zoogonidae), with notes on the phylogenetic position of the genus
Steganoderma Stafford, 1904, and resurrection of the subfamily Lecithostaphylinae Odhner, 1911.
Parasitology Research, 2021, 120, 1669-1676.

0.6 4

22392 Genome-Wide Screening of AP2 Transcription Factors Involving in Fruit Color and Aroma Regulation
of Cultivated Strawberry. Genes, 2021, 12, 530. 1.0 12

22393 A functional bacteria-derived restriction modification system in the mitochondrion of a
heterotrophic protist. PLoS Biology, 2021, 19, e3001126. 2.6 6

22394 <i>In Vitro</i> Gut Modeling as a Tool for Adaptive Evolutionary Engineering of <i>Lactiplantibacillus
plantarum</i>. MSystems, 2021, 6, . 1.7 9

22395
Molecular phylogeny and new light microscopic data of Metchnikovella spiralis (Microsporidia:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 107 Td (Metchnikovellidae), a hyperparasite of eugregarine Polyrhabdina sp. from the polychaete Pygospio

elegans. Parasitology, 2021, 148, 779-786.
0.7 2

22397 â€œ <i>Sifarchaeota</i> ,â€• a Novel Asgard Phylum from Costa Rican Sediment Capable of Polysaccharide
Degradation and Anaerobic Methylotrophy. Applied and Environmental Microbiology, 2021, 87, . 1.4 24



1234

Citation Report

# Article IF Citations

22398 Coevolution underlies GPCR-G protein selectivity and functionality. Scientific Reports, 2021, 11, 7858. 1.6 7

22399 Phylogenetic relationships and characterization of the complete chloroplast genome of <i>Rosa
sterilis</i>. Mitochondrial DNA Part B: Resources, 2021, 6, 1544-1546. 0.2 3

22400 Cell division in the archaeon Haloferax volcanii relies on two FtsZ proteins with distinct functions
in division ring assembly and constriction. Nature Microbiology, 2021, 6, 594-605. 5.9 49

22401 Hidden by the name: A new fluorescent pumpkin toadlet from the Brachycephalus ephippium group
(Anura: Brachycephalidae). PLoS ONE, 2021, 16, e0244812. 1.1 13

22402
Rapid High-Throughput Whole-Genome Sequencing of SARS-CoV-2 by Using One-Step Reverse
Transcription-PCR Amplification with an Integrated Microfluidic System and Next-Generation
Sequencing. Journal of Clinical Microbiology, 2021, 59, .

1.8 15

22403 Isolation and Molecular Characterization of the Romaine Lettuce Phylloplane Mycobiome. Journal of
Fungi (Basel, Switzerland), 2021, 7, 277. 1.5 11

22404 Cofactor Specificity of Glucose-6-Phosphate Dehydrogenase Isozymes in Pseudomonas putida Reveals a
General Principle Underlying Glycolytic Strategies in Bacteria. MSystems, 2021, 6, . 1.7 17

22405
A Type VI Secretion System Facilitates Fitness, Homeostasis, and Competitive Advantages for
Environmental Adaptability and Efficient Nicotine Biodegradation. Applied and Environmental
Microbiology, 2021, 87, .

1.4 7

22406
A multilocus phylogeny of the moss genus <i>Didymodon</i> and allied genera (Pottiaceae): Generic
delimitations and their implications for systematics. Journal of Systematics and Evolution, 2022, 60,
281-304.

1.6 16

22407 Two Novel, Flavin-Dependent Halogenases from the Bacterial Consortia of Botryococcus braunii
Catalyze Mono- and Dibromination. Catalysts, 2021, 11, 485. 1.6 5

22408 Enigmatic Evolutionary History of Porphobilinogen Deaminase in Eukaryotic Phototrophs. Biology,
2021, 10, 386. 1.3 2

22409 Single nucleotide polymorphisms affect miRNA target prediction in bovine. PLoS ONE, 2021, 16,
e0249406. 1.1 5

22410 Phylogeny and taxonomy of the Erysiphe adunca complex (Erysiphaceae, Helotiales) on poplars and
willows. Mycological Progress, 2021, 20, 517-537. 0.5 6

22411 Hypoxia exerts oxidative stress and changes in expression of antioxidant enzyme genes in gills of
<i>Mytilus galloprovincialis</i> (Lamarck, 1819). Marine Biology Research, 2021, 17, 369-379. 0.3 6

22413 Salmon gut microbiota correlates with disease infection status: potential for monitoring health in
farmed animals. Animal Microbiome, 2021, 3, 30. 1.5 84

22414 Bilateral visual projections exist in non-teleost bony fish and predate the emergence of tetrapods.
Science, 2021, 372, 150-156. 6.0 11

22415 Abundance Imparts Evolutionary Constraints of Similar Magnitude on the Buried, Surface, and
Disordered Regions of Proteins. Frontiers in Molecular Biosciences, 2021, 8, 626729. 1.6 4

22416 The dystrophia myotonica WD repeatâ€•containing protein DMWD and WDR20 differentially regulate
USP12 deubiquitinase. FEBS Journal, 2021, 288, 5943-5963. 2.2 1



1235

Citation Report

# Article IF Citations

22417 Soil Metabarcoding Offers a New Tool for the Investigation and Hunting of Truffles in Northern
Thailand. Journal of Fungi (Basel, Switzerland), 2021, 7, 293. 1.5 2

22418 Bot Gummosis of Lemon (Citrus Ã— limon) Caused by Neofusicoccum parvum. Journal of Fungi (Basel,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Switzerland), 2021, 7, 294.1.5 8

22419 OMPdb: A Global Hub of Beta-Barrel Outer Membrane Proteins. Frontiers in Bioinformatics, 2021, 1, . 1.0 7

22420 Molecular evidence of the avocado defense response to Fusarium kuroshium infection: a deep
transcriptome analysis using RNA-Seq. PeerJ, 2021, 9, e11215. 0.9 10

22422 Tracing the Evolution of Plant Glyoxalase III Enzymes for Structural and Functional Divergence.
Antioxidants, 2021, 10, 648. 2.2 10

22426 Tigridiopalma exalata, a new and endangered species of Melastomataceae from China. PhytoKeys, 2021,
176, 33-42. 0.4 2

22427 Phylogenetic characterization and multidrug resistance of bacteria isolated from seafood cocktails.
Archives of Microbiology, 2021, 203, 3317-3330. 1.0 2

22428 The Meishan pig genome reveals structural variationâ€•mediated gene expression and phenotypic
divergence underlying Asian pig domestication. Molecular Ecology Resources, 2021, 21, 2077-2092. 2.2 20

22429 A complement to DNA barcoding reference library for identification of fish from the Northeast
Pacific. Genome, 2021, 64, 927-936. 0.9 2

22430 Virome characterization in serum of healthy show pigs raised in Oklahoma demonstrated great
diversity of ssDNA viruses. Virology, 2021, 556, 87-95. 1.1 8

22431 A chromosome-level reference genome of the hazelnut, <i>Corylus heterophylla</i> Fisch.
GigaScience, 2021, 10, . 3.3 13

22432 Pseudogenized Amelogenin Reveals Early Tooth Loss in True Toads (Anura: Bufonidae). Integrative and
Comparative Biology, 2021, , . 0.9 2

22433
First molecular characterization of hypodermin genes of Hypoderma bovis and serodiagnosis of
bovine hypodermosis with recombinant hypodermin C antigen and a synthetic peptide containing its
linear B-cell epitope. Veterinary Parasitology, 2021, 292, 109394.

0.7 4

22434 Genome-wide identification and characterization of COMMD family genes reveals their function on
innate immune response in Paralichthys olivaceus. Aquaculture, 2021, 536, 736498. 1.7 3

22435 The genome of a new anemone species (Actiniaria: Hormathiidae) provides insights into deep-sea
adaptation. Deep-Sea Research Part I: Oceanographic Research Papers, 2021, 170, 103492. 0.6 11

22436 Dietary Inulin Increases <i>Lactiplantibacillus plantarum</i> Strain Lp900 Persistence in Rats
Depending on the Dietary-Calcium Level. Applied and Environmental Microbiology, 2021, 87, . 1.4 7

22437 Universal Architectural Concepts Underlying Protein Folding Patterns. Frontiers in Molecular
Biosciences, 2020, 7, 612920. 1.6 9

22438
Out of the trap: A new phytothelmâ€•breeding species of Philautus and an updated phylogeny of Bornean
bush frogs (Anura: Rhacophoridae). Journal of Zoological Systematics and Evolutionary Research,
2021, 59, 1064-1096.

0.6 3



1236

Citation Report

# Article IF Citations

22439
Cardicola mediterraneus n. sp. (Trematoda, Aporocotylidae): a new species infecting the gilthead
seabream, Sparus aurata L., from the Western Mediterranean Sea. Parasitology Research, 2021, 120,
1949-1963.

0.6 7

22440
Roles of surface layer proteins in the regulation of Pediococcus pentosaceus on growth
performance, intestinal microbiota, and resistance to Aeromonas hydrophila in the freshwater prawn
Macrobrachium rosenbergii. Aquaculture International, 2021, 29, 1373-1391.

1.1 5

22441
Systematics of <i>Brucepattersonius</i> Hershkovitz, 1998 (Rodentia, Sigmodontinae): molecular
species delimitation and morphological analyses suggest an overestimation in species diversity.
Systematics and Biodiversity, 2021, 19, 544-570.

0.5 0

22442
A phylogenetic assessment of Pronoprymna spp. (Digenea: Faustulidae) and Pacific and Antarctic
representatives of the genus Steringophorus Odhner, 1905 (Digenea: Fellodistomidae), with
description of a new species. Journal of Natural History, 2021, 55, 867-887.

0.2 7

22443 Chromosome-level genome assembly of the hard-shelled mussel <i>Mytilus coruscus</i>, a widely
distributed species from the temperate areas of East Asia. GigaScience, 2021, 10, . 3.3 45

22444 Beyond the Gastrointestinal Tract: The Emerging and Diverse Tissue Tropisms of Astroviruses. Viruses,
2021, 13, 732. 1.5 13

22445 Multiplexing mutation rate assessment: determining pathogenicity of Msh2 variants in
<i>Saccharomyces cerevisiae</i>. Genetics, 2021, 218, . 1.2 12

22446 Comparative genomic analysis of sifakas ( <i>Propithecus</i> ) reveals selection for folivory and high
heterozygosity despite endangered status. Science Advances, 2021, 7, . 4.7 14

22447 Population and comparative genetics of thermotolerance divergence between yeast species. G3: Genes,
Genomes, Genetics, 2021, 11, . 0.8 6

22449 The molecular basis for sarcomere organization in vertebrate skeletal muscle. Cell, 2021, 184,
2135-2150.e13. 13.5 99

22450 The complete mitochondrial genome of the Thick-billed Flowerpecker (Dicaeum agile). Mitochondrial
DNA Part B: Resources, 2021, 6, 1675-1676. 0.2 0

22451
Gorgorhynchoides pseudocarangis n. sp. (Acanthocephala: Isthmosacanthidae) from Pseudocaranx
dentex (Carangidae) in southeast Queensland, Australia, with comments on the Isthmosacanthidae.
Systematic Parasitology, 2021, 98, 399-412.

0.5 2

22452 A novel methoxydotrophic metabolism discovered in the hyperthermophilic archaeon
<i>Archaeoglobus fulgidus</i>. Environmental Microbiology, 2021, 23, 4017-4033. 1.8 10

22455 Litinium gludi sp.Â nov. (Nematoda, Oxystominidae) from Kermadec Trench, Southwest Pacific Ocean.
European Journal of Taxonomy, 0, 748, 138-154. 0.6 1

22456 Molecular Characterization of the Coat Protein Gene of Greek Apple Stem Pitting Virus Isolates:
Evolution through Deletions, Insertions, and Recombination Events. Plants, 2021, 10, 917. 1.6 4

22458 Functional Analysis of Phenazine Biosynthesis Genes in <i>Burkholderia</i> spp.. Applied and
Environmental Microbiology, 2021, 87, . 1.4 10

22461 A chimeric HLA-A2:Î²2M:Ig fusion protein for the study of virus-specific CD8+ T-cells. Journal of
Immunological Methods, 2021, 492, 112997. 0.6 2

22462 Diversity, Distribution and Phylogenetic Relationships of Deep-Sea Lithistids (Porifera,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 62 Td (Heteroscleromorpha) of the Azores Archipelago. Frontiers in Marine Science, 2021, 8, .1.2 5



1237

Citation Report

# Article IF Citations

22463 New or little-known Boreoheptagyia (Diptera, Chironomidae) in China inferred from morphology and
DNA barcodes. ZooKeys, 2021, 1040, 187-200. 0.5 4

22465 Auxiliary rapid identification of pathogenic and antagonistic microorganisms associated with Coptis
chinensis root rot by high-throughput sequencing. Scientific Reports, 2021, 11, 11141. 1.6 8

22467 The transcriptional landscape of a rewritten bacterial genome reveals control elements and genome
design principles. Nature Communications, 2021, 12, 3053. 5.8 3

22468 Exploration of glutathione reductase for abiotic stress response in bread wheat (Triticum aestivum) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (L.). Plant Cell Reports, 2022, 41, 639-654.2.8 44

22470 A highâ€•quality carabid genome assembly provides insights into beetle genome evolution and cold
adaptation. Molecular Ecology Resources, 2021, 21, 2145-2165. 2.2 13

22471 The Presence of Ancient Core Genes Reveals Endogenization from Diverse Viral Ancestors in
Parasitoid Wasps. Genome Biology and Evolution, 2021, 13, . 1.1 14

22472
Genetic network analysis between Apis mellifera subspecies based on mtDNA argues the purity of
specimens from North Africa, the Levant and Saudi Arabia. Saudi Journal of Biological Sciences, 2021,
28, 2718-2725.

1.8 9

22473 Bacteriophage-Host Association in the Phytoplasma Insect Vector Euscelidius variegatus. Pathogens,
2021, 10, 612. 1.2 9

22475 Sequencing of Norovirus in Southern, Nigeria: Prevalent Genotypes and Putative GII.4 Novel
Recombinants among Children. , 0, , . 0

22476
Invasive American mink (Neovison vison) as potential definitive host of Sarcocystis elongata, S.
entzerothi, S. japonica, S. truncata and S. silva using different cervid species as intermediate hosts.
Parasitology Research, 2021, 120, 2243-2250.

0.6 8

22477
Type II Photosynthetic Reaction Center Genes of Avocado (Persea americana Mill.) Bark Microbial
Communities are Dominated by Aerobic Anoxygenic Alphaproteobacteria. Current Microbiology, 2021,
78, 2623-2630.

1.0 2

22478 Evolutionary divergence of a Hoxa2b hindbrain enhancer in syngnathids mimics results of functional
assays. Development Genes and Evolution, 2021, 231, 57-71. 0.4 0

22479
Genome-wide analysis of microRNA156 and its targets, the genes encoding SQUAMOSA
promoter-binding protein-like (SPL) transcription factors, in the grass family Poaceae. Journal of
Zhejiang University: Science B, 2021, 22, 366-382.

1.3 3

22480 Out of the Pacific: A New Alvinellid Worm (Annelida: Terebellida) From the Northern Indian Ocean
Hydrothermal Vents. Frontiers in Marine Science, 2021, 8, . 1.2 9

22481 Efficient optogenetic silencing of neurotransmitter release with a mosquito rhodopsin. Neuron, 2021,
109, 1621-1635.e8. 3.8 81

22483
Genetic landscape clustering of a large DNA barcoding data set reveals shared patterns of genetic
divergence among freshwater fishes of the Maroni Basin. Molecular Ecology Resources, 2021, 21,
2109-2124.

2.2 13

22484 The identification of a transposon affecting the asexual reproduction of the wheat pathogen
<i>Zymoseptoria tritici</i>. Molecular Plant Pathology, 2021, 22, 800-816. 2.0 17

22485 Global and local mutations in Bangladeshi SARS-CoV-2 genomes. Virus Research, 2021, 297, 198390. 1.1 16



1238

Citation Report

# Article IF Citations

22486 MIR-NATs repress MAPT translation and aid proteostasis in neurodegeneration. Nature, 2021, 594,
117-123. 13.7 29

22487 Comparative Genome Analyses Highlight Transposon-Mediated Genome Expansion and the Evolutionary
Architecture of 3D Genomic Folding in Cotton. Molecular Biology and Evolution, 2021, 38, 3621-3636. 3.5 41

22488 Natural diversity provides a broad spectrum of cyanobacteriochrome-based diguanylate cyclases.
Plant Physiology, 2021, 187, 632-645. 2.3 11

22489
Alkalicella caledoniensis gen. nov., sp. nov., a novel alkaliphilic anaerobic bacterium isolated from â€˜La
Crouenâ€™ alkaline thermal spring, New Caledonia. International Journal of Systematic and Evolutionary
Microbiology, 2021, 71, .

0.8 10

22490
Use of unbiased metagenomic and transcriptomic analyses to investigate the association between
feline calicivirus and feline chronic gingivostomatitis in domestic cats. American Journal of
Veterinary Research, 2021, 82, 381-394.

0.3 18

22491 New Coelomycetous Fungi from Freshwater in Spain. Journal of Fungi (Basel, Switzerland), 2021, 7, 368. 1.5 9

22492 SARS-CoV-2 simulations go exascale to predict dramatic spike opening and cryptic pockets across the
proteome. Nature Chemistry, 2021, 13, 651-659. 6.6 190

22493 Gut microbiome diversity and composition is associated with hypertension in women. Journal of
Hypertension, 2021, 39, 1810-1816. 0.3 22

22494
Perception and First Defense Responses Against <i>Pseudomonas syringae</i> pv. <i>phaseolicola</i>
in <i>Phaseolus vulgaris</i>: Identification of Wall-Associated Kinase Receptors. Phytopathology,
2021, 111, 2332-2342.

1.1 4

22495
Identification of benzamide inhibitors of histone deacetylase 1 from Babesia and Theileria species via
high-throughput virtual screening and molecular dynamics simulations. Parasitology Research, 2021,
120, 2175-2187.

0.6 3

22496 The genome of the European estuarine calanoid copepod Eurytemora affinis: Potential use in
molecular ecotoxicology. Marine Pollution Bulletin, 2021, 166, 112190. 2.3 14

22497 Dipylidium caninum draft genome - a new resource for comparative genomic and genetic explorations
of flatworms. Genomics, 2021, 113, 1272-1280. 1.3 8

22498
In silico characterization of putative gene homologues involved in somatic embryogenesis suggests
that some conifer species may lack LEC2, one of the key regulators of initiation of the process. BMC
Genomics, 2021, 22, 392.

1.2 7

22499 A new species of <i>Sakuraeolis</i> from Mozambique, described using 3D reconstruction of anatomy
and phylogenetic analysis. Journal of Molluscan Studies, 2021, 87, . 0.4 4

22501
A new genus and new species of macronyssid mite (Mesostigmata: Gamasina: Macronyssidae) from
Brazilian caves including molecular data and key for genera occurring in Brazil. Acarologia, 2021, 61,
501-526.

0.2 4

22502 A Machine Learning Approach to Prioritizing Functionally Active F-box Members in Arabidopsis
thaliana. Frontiers in Plant Science, 2021, 12, 639253. 1.7 3

22503 Ecotoxicological effects of erythromycin on a multispecies biofilm model, revealed by metagenomic
and metabolomic approaches. Environmental Pollution, 2021, 276, 116737. 3.7 16

22505 Genomic Resources for the North American Water Vole (Microtus richardsoni) and the Montane Vole
(Microtus montanus). GigaByte, 0, 2021, 1-13. 0.0 1



1239

Citation Report

# Article IF Citations

22508 Assessment of phylogenetic, growth, and antioxidant capacity of <i>Pleurotus</i> spp. in Malaysia.
Journal of Food Processing and Preservation, 2021, 45, e15554. 0.9 3

22509 Two new records of powdery mildews (<i>Erysiphaceae</i>) from Japan: <i>Erysiphe actinidiicola</i>
sp. nov. and <i>Erysiphe</i> sp. on <i>Limonium tetragonum</i>. Mycoscience, 2021, 62, 198-204. 0.3 2

22510 Structures of a non-ribosomal peptide synthetase condensation domain suggest the basis of substrate
selectivity. Nature Communications, 2021, 12, 2511. 5.8 53

22511 Development and evaluation of a target enrichment bait set for phylogenetic analysis of oomycetes.
Mycologia, 2021, 113, 856-867. 0.8 5

22512 Historical Biogeography and the Evolution of Hematophagy in Rhodniini (Heteroptera: Reduviidae:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Triatominae). Frontiers in Ecology and Evolution, 2021, 9, .1.1 10

22513 Structure of the murine lysosomal multienzyme complex core. Science Advances, 2021, 7, . 4.7 7

22514 Isolation and Characterization of Nocardiae Associated with Foaming Coastal Marine Waters.
Pathogens, 2021, 10, 579. 1.2 7

22515 Screening potential insect vectors in a museum biorepository reveals undiscovered diversity of plant
pathogens in natural areas. Ecology and Evolution, 2021, 11, 6493-6503. 0.8 8

22516 Human telomerase is directly regulated by non-telomeric TRF2-G-quadruplex interaction. Cell Reports,
2021, 35, 109154. 2.9 16

22517 'Candidatus Phytoplasma dypsidis', a novel taxon associated with a lethal wilt disease of palms in
Australia. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 19

22518 Massilia horti sp. nov. and Noviherbaspirillum arenae sp. nov., two novel soil bacteria of the
Oxalobacteraceae. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 12

22519 Describing the hidden species diversity of Chaetozone (Annelida, Cirratulidae) in the Norwegian Sea
using morphological and molecular diagnostics. ZooKeys, 2021, 1039, 139-176. 0.5 5

22520 A Pilot Study Investigating the Dynamics of Pigeon Circovirus Recombination in Domesticated Pigeons
Housed in a Single Loft. Viruses, 2021, 13, 964. 1.5 7

22521 Super determinant1A, a RAWULdomain-containing protein, modulates axillary meristem formation and
compound leaf development in tomato. Plant Cell, 2021, 33, 2412-2430. 3.1 8

22522 Oral Microbiome in Relation to Periodontitis Severity and Systemic Inflammation. International
Journal of Molecular Sciences, 2021, 22, 5876. 1.8 38

22523 Incidence, geographical distribution and genetic diversity of sugarcane striate virus in Saccharum
species in China. Plant Disease, 2021, , PDIS10202307RE. 0.7 1

22524 Introgressing the Aegilops tauschii genome into wheat as a basis for cereal improvement. Nature
Plants, 2021, 7, 774-786. 4.7 65

22525 Building a reference transcriptome for the hexaploid hard fescue turfgrass (<i>Festuca brevipila</i>)
using a combination of PacBio Isoseq and Illumina sequencing. Crop Science, 2021, 61, 2798-2811. 0.8 3



1240

Citation Report

# Article IF Citations

22526
Listeria cossartiae sp. nov., Listeria immobilis sp. nov., Listeria portnoyi sp. nov. and Listeria rustica sp.
nov., isolated from agricultural water and natural environments. International Journal of Systematic
and Evolutionary Microbiology, 2021, 71, .

0.8 54

22527 Identification and characterization of andalusicin: N-terminally dimethylated class III lantibiotic from
Bacillus thuringiensis sv. andalousiensis. IScience, 2021, 24, 102480. 1.9 18

22528 Functional trait relationships demonstrate life strategies in terrestrial prokaryotes. FEMS
Microbiology Ecology, 2021, 97, . 1.3 12

22529
Assembly of abundant and rare bacterial and fungal sub-communities in different soil aggregate sizes
in an apple orchard treated with cover crop and fertilizer. Soil Biology and Biochemistry, 2021, 156,
108222.

4.2 76

22530 Elucidation of the Complicated Scenario of Primate APOBEC3 Gene Evolution. Journal of Virology,
2021, 95, . 1.5 11

22532 Lagierella massiliensis gen. nov., sp. nov., Isolated from a Stool Sample. Current Microbiology, 2021,
78, 2481-2487. 1.0 2

22533 A New Burrowing Frog of the Odontophrynus americanus Species Group (Anura, Odontophrynidae)
from Subtropical Regions of Argentina, Brazil, and Paraguay. Ichthyology and Herpetology, 2021, 109, . 0.3 4

22534 Characterization of single nucleotide polymorphism in IGF1 and IGF1R genes associated with growth
traits in striped catfish (Pangasianodon hypophthalmus Sauvage, 1878). Aquaculture, 2021, 538, 736542. 1.7 10

22535 Multiple lineages of Streptomyces produce antimicrobials within passalid beetle galleries across
eastern North America. ELife, 2021, 10, . 2.8 11

22536 Endozoicomonadaceae symbiont in gills of <i>Acesta</i> clam encodes genes for essential nutrients
and polysaccharide degradation. FEMS Microbiology Ecology, 2021, 97, . 1.3 7

22537
Across the great divide: revision of the genus<i>Eupetaurus</i>(Sciuridae: Pteromyini), the woolly
flying squirrels of the Himalayan region, with the description of two new species. Zoological Journal
of the Linnean Society, 2022, 194, 502-526.

1.0 8

22538 Enhancing mitogenomic phylogeny and resolving the relationships of extinct megafaunal placental
mammals. Molecular Phylogenetics and Evolution, 2021, 158, 107082. 1.2 7

22539 High Throughput Sequencing-Aided Survey Reveals Widespread Mixed Infections of
Whitefly-Transmitted Viruses in Cucurbits in Georgia, USA. Viruses, 2021, 13, 988. 1.5 19

22542 Genetic Insights into Feline Parvovirus: Evaluation of Viral Evolutionary Patterns and Association
between Phylogeny and Clinical Variables. Viruses, 2021, 13, 1033. 1.5 9

22543 CRISPR-mediated mutations in the ABC transporter gene ABCA2 confer pink bollworm resistance to Bt
toxin Cry2Ab. Scientific Reports, 2021, 11, 10377. 1.6 23

22544 Gene expression and alternative splicing dynamics are perturbed in female head transcriptomes
following heterospecific copulation. BMC Genomics, 2021, 22, 359. 1.2 6

22546 Four Species Linked by Three Hybrid Zones: Two Instances of Repeated Hybridization in One Species
Group (Genus Liolaemus). Frontiers in Ecology and Evolution, 2021, 9, . 1.1 6

22547 Decreased GLUT2 and glucose uptake contribute to insulin secretion defects in MODY3/HNF1A
hiPSC-derived mutant Î² cells. Nature Communications, 2021, 12, 3133. 5.8 36



1241

Citation Report

# Article IF Citations

22548 Analysis of updated Pectobacteriaceae sequences highlights the need for taxonomy revisions. , 2021, , . 0

22550 Bacterial Evolutionary Precursors of Eukaryotic Copperâ€“Zinc Superoxide Dismutases. Molecular
Biology and Evolution, 2021, 38, 3789-3803. 3.5 5

22551 Osmolyte Signatures for the Protection of Aspergillus sydowii Cells under Halophilic Conditions and
Osmotic Shock. Journal of Fungi (Basel, Switzerland), 2021, 7, 414. 1.5 9

22553 Epitope-targeting platform for broadly protective influenza vaccines. PLoS ONE, 2021, 16, e0252170. 1.1 7

22554 A tri-tuple coordinate system derived for fast and accurate analysis of the colored de Bruijn
graph-based pangenomes. BMC Bioinformatics, 2021, 22, 282. 1.2 1

22555 Genomic features of humoral immunity support tolerance model in Egyptian rousette bats. Cell
Reports, 2021, 35, 109140. 2.9 19

22557 Historical biogeography of Pomaderris (Rhamnaceae): Continental vicariance in Australia and repeated
independent dispersals to New Zealand. Molecular Phylogenetics and Evolution, 2021, 158, 107085. 1.2 15

22558 Genome Sequencing Identified a SARS-CoV-2 Lineage B.1.1.7 Strain with a High Number of Mutations
from Dhaka, Bangladesh. Microbiology Resource Announcements, 2021, 10, e0034521. 0.3 3

22559 Incidence of GLMD-Like Symptoms on Grapevines Naturally Infected by Grapevine Pinot gris virus,
Boron Content and Gene Expression Analysis of Boron Metabolism Genes. Agronomy, 2021, 11, 1020. 1.3 5

22560 Thinking Inside the Box: Comparative Limb Bone Shape in Emydid Turtles. Journal of Herpetology, 2021,
55, . 0.2 0

22561 Complete Genome Sequence of Mirabilis Crinkle Mosaic Virus Isolated from Pokeweed in Japan.
Microbiology Resource Announcements, 2021, 10, e0028321. 0.3 2

22562 Genome-wide identification and analysis of class III peroxidases in Betula pendula. BMC Genomics, 2021,
22, 314. 1.2 16

22563
New distributional record of Charybdis japonica, Coenobita violascens, Galene bispinosa, and
Portunus reticulatus (Crustacea: Decapoda) from Bangladesh waters of the Bay of Bengal. Regional
Studies in Marine Science, 2021, 44, 101785.

0.4 4

22565 Plausible blockers of Spike RBD in SARS-CoV2â€”molecular design and underlying interaction dynamics
from high-level structural descriptors. Journal of Molecular Modeling, 2021, 27, 191. 0.8 10

22566 Interâ€•domain horizontal gene transfer of nickelâ€•binding superoxide dismutase. Geobiology, 2021, 19,
450-459. 1.1 11

22567 Reflections on Canalisporium, with descriptions of new species and records from Taiwan.
Mycological Progress, 2021, 20, 647-680. 0.5 7

22568 Neurological signs in lambs as indication for BVDV circulation in a cattle young stock rearing herd.
Veterinary Record Case Reports, 2021, 9, e81. 0.1 0

22569 Potent SARS-CoV-2 neutralizing antibodies directed against spike N-terminal domain target a single
supersite. Cell Host and Microbe, 2021, 29, 819-833.e7. 5.1 444



1242

Citation Report

# Article IF Citations

22570 The genome of Nautilus pompilius illuminates eye evolution and biomineralization. Nature Ecology
and Evolution, 2021, 5, 927-938. 3.4 40

22571 Tomato <i>E8</i> Encodes a C-27 Hydroxylase in Metabolic Detoxification of Î±-Tomatine during Fruit
Ripening. Plant and Cell Physiology, 2021, 62, 775-783. 1.5 14

22572 Influence of FecGE mutation on the reproductive variables of Pelibuey ewes in the anestrus period.
Tropical Animal Health and Production, 2021, 53, 328. 0.5 3

22573

Molecular Analysis of Bacterial Isolates From Necrotic Wheat Leaf Lesions Caused by Xanthomonas
translucens, and Description of Three Putative Novel Species, Sphingomonas albertensis sp. nov.,
Pseudomonas triticumensis sp. nov. and Pseudomonas foliumensis sp. nov.. Frontiers in Microbiology,
2021, 12, 666689.

1.5 25

22574 Integrative descriptions of two new Macrobiotus species (Tardigrada, Eutardigrada, Macrobiotidae)
from Mississippi (USA) and Crete (Greece). Zoosystematics and Evolution, 2021, 97, 281-306. 0.4 8

22575 EfgA is a conserved formaldehyde sensor that leads to bacterial growth arrest in response to
elevated formaldehyde. PLoS Biology, 2021, 19, e3001208. 2.6 13

22577 Maximum parsimony reconciliation in the DTLOR model. BMC Bioinformatics, 2021, 22, 394. 1.2 2

22578 Genome-wide identification and characterization of <i>NAC</i> genes in <i>Brassica juncea</i> var.
<i>tumida</i>. PeerJ, 2021, 9, e11212. 0.9 11

22579 Node ages, relationships, and phylogenomic incongruence in an ancient gymnosperm lineage â€“
Phylogeny of <i>Ephedra</i> revisited. Taxon, 2021, 70, 701-719. 0.4 9

22580
Proteomic Identification of Bombyx mori Organelles Using the Engineered Ascorbate Peroxidase APEX
and Development of Silkworm Organelle Proteome Database (SilkOrganPDB). International Journal of
Molecular Sciences, 2021, 22, 5051.

1.8 0

22581 Taxonomic classification of the bacterial endosymbiont <i>Wolbachia</i> based on next-generation
sequencing: is there molecular evidence for its presence in tardigrades?. Genome, 2021, 64, 951-958. 0.9 13

22582 Whole-genome resequencing of Osmanthus fragrans provides insights into flower color evolution.
Horticulture Research, 2021, 8, 98. 2.9 35

22583 Rhodotorula sampaioana f.a., sp. nov., a novel red yeast of the order Sporidiobolales isolated from
Argentina and India. Antonie Van Leeuwenhoek, 2021, 114, 1237-1244. 0.7 5

22584 Cryptic species and hidden ecological interactions of halictine bees along an elevational gradient.
Ecology and Evolution, 2021, 11, 7700-7712. 0.8 15

22585 An Unsupervised Algorithm for Host Identification in Flaviviruses. Life, 2021, 11, 442. 1.1 2

22586 Phylogenetic analysis of the salinipostin Î³-butyrolactone gene cluster uncovers new potential for
bacterial signalling-molecule diversity. Microbial Genomics, 2021, 7, . 1.0 8

22587 Discovery of genes involved in anthocyanin biosynthesis from the rind and pith of three sugarcane
varieties using integrated metabolic profiling and RNA-seq analysis. BMC Plant Biology, 2021, 21, 214. 1.6 13

22589 Historical biogeography, systematics, and integrative taxonomy of the non-Ethiopian speckled pelage
brush-furred rats (Lophuromys flavopunctatus group). Bmc Ecology and Evolution, 2021, 21, 89. 0.7 8



1243

Citation Report

# Article IF Citations

22590
A Chromosome-Level Assembly of Blunt Snout Bream (<i>Megalobrama amblycephala</i>) Genome
Reveals an Expansion of Olfactory Receptor Genes in Freshwater Fish. Molecular Biology and
Evolution, 2021, 38, 4238-4251.

3.5 32

22591 Europe as a bridgehead in the worldwide invasion history of grapevine downy mildew, Plasmopara
viticola. Current Biology, 2021, 31, 2155-2166.e4. 1.8 36

22592 Molecular mechanisms of mutualistic and antagonistic interactions in a plantâ€“pollinator
association. Nature Ecology and Evolution, 2021, 5, 974-986. 3.4 30

22593 Spatial and seasonal variations in biofilm formation on microplastics in coastal waters. Science of
the Total Environment, 2021, 770, 145303. 3.9 71

22594 On the Identification of Clinically Relevant Bacterial Amino Acid Changes at the Whole Genome Level
Using Auto-PSS-Genome. Interdisciplinary Sciences, Computational Life Sciences, 2021, 13, 334-343. 2.2 2

22596 Molecular diversity within the genus <i>Laeonereis</i> (Annelida, Nereididae) along the west Atlantic
coast: paving the way for integrative taxonomy. PeerJ, 2021, 9, e11364. 0.9 9

22597 Muscular microsporidian infection in Arctic char Salvelinus alpinus from two lakes in Nunavik,
Quebec, Canada. Diseases of Aquatic Organisms, 2021, 144, 209-220. 0.5 2

22599 Symbiont Genomic Features and Localization in the Bean Beetle <i>Callosobruchus maculatus</i>.
Applied and Environmental Microbiology, 2021, 87, e0021221. 1.4 7

22600 Phylogenetic and Structural Analysis of NIN-Like Proteins With a Type I/II PB1 Domain That Regulates
Oligomerization for Nitrate Response. Frontiers in Plant Science, 2021, 12, 672035. 1.7 7

22601 Early Emergence of Dickeya solani Revealed by Analysis of Dickeya Diversity of Potato Blackleg and
Soft Rot Causing Pathogens in Switzerland. Microorganisms, 2021, 9, 1187. 1.6 12

22602 Diversity and phylogenetic affinities of Bradyrhizobium isolates from Pampa and Atlantic Forest
Biomes. Systematic and Applied Microbiology, 2021, 44, 126203. 1.2 5

22604
Resurrection of Ancestral Malate Dehydrogenases Reveals the Evolutionary History of Halobacterial
Proteins: Deciphering Gene Trajectories and Changes in Biochemical Properties. Molecular Biology
and Evolution, 2021, 38, 3754-3774.

3.5 10

22605 Evolutionary, proteomic, and experimental investigations suggest the extracellular matrix of
cumulus cells mediates fertilization outcomesâ€ . Biology of Reproduction, 2021, 105, 1043-1055. 1.2 7

22606 Inhibition of hyaluronan secretion by novel coumarin compounds and chitin synthesis inhibitors.
Glycobiology, 2021, 31, 959-974. 1.3 6

22607 Highly specific monoclonal antibodies and epitope identification against SARS-CoV-2 nucleocapsid
protein for antigen detection tests. Cell Reports Medicine, 2021, 2, 100311. 3.3 33

22608 On the evolution of chaperones and cochaperones and the expansion of proteomes across the Tree of
Life. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 65

22610 Extensive introgression and mosaic genomes of Mediterranean endemic lizards. Nature
Communications, 2021, 12, 2762. 5.8 30

22611 The tepary bean genome provides insight into evolution and domestication under heat stress. Nature
Communications, 2021, 12, 2638. 5.8 43



1244

Citation Report

# Article IF Citations

22612 Ovomucin Ameliorates Intestinal Barrier and Intestinal Bacteria to Attenuate DSS-Induced Colitis in
Mice. Journal of Agricultural and Food Chemistry, 2021, 69, 5887-5896. 2.4 31

22613 Deep hierarchical embedding for simultaneous modeling of GPCR proteins in a unified metric space.
Scientific Reports, 2021, 11, 9543. 1.6 2

22614 The genome of a wild Medicago species provides insights into the tolerant mechanisms of legume
forage to environmental stress. BMC Biology, 2021, 19, 96. 1.7 39

22615 Genome Sequencing and Assembly Strategies and a Comparative Analysis of the Genomic
Characteristics in Penaeid Shrimp Species. Frontiers in Genetics, 2021, 12, 658619. 1.1 14

22616 A natural symbiotic bacterium drives mosquito refractoriness to Plasmodium infection via secretion
of an antimalarial lipase. Nature Microbiology, 2021, 6, 806-817. 5.9 44

22618 Rhizomal Reclassification of Living Organisms. International Journal of Molecular Sciences, 2021, 22,
5643. 1.8 16

22619 Identifying strawberry Whirly family transcription factors and their expressions in response to
crown rot. Notulae Botanicae Horti Agrobotanici Cluj-Napoca, 2021, 49, 12323. 0.5 2

22620 Phylogenetic analysis of mutational robustness based on codon usage supports that the standard
genetic code does not prefer extreme environments. Scientific Reports, 2021, 11, 10963. 1.6 3

22621 First report of <i>Phyllactinia chubutiana</i>, nom. cons., on <i>Vallesia glabra</i> (Apocynaceae) in
Mexico. Botany, 2021, 99, 281-287. 0.5 1

22622 The Good and the Bad: Ecological Interaction Measurements Between the Urinary Microbiota and
Uropathogens. Frontiers in Microbiology, 2021, 12, 659450. 1.5 12

22623 Expression Profiles of Digestive Genes in the Gut and Salivary Glands of Tarnished Plant Bug
(Hemiptera: Miridae). Journal of Insect Science, 2021, 21, . 0.6 5

22624 Ancient horse genomes reveal the timing and extent of dispersals across the Bering Land Bridge.
Molecular Ecology, 2021, 30, 6144-6161. 2.0 30

22625 A Winâ€“Loss Interaction on Fe0 Between Methanogens and Acetogens From a Climate Lake. Frontiers in
Microbiology, 2021, 12, 638282. 1.5 7

22626 Characteristics of the AT-Hook Motif Containing Nuclear Localized (AHL) Genes in Carrot Provides
Insight into Their Role in Plant Growth and Storage Root Development. Genes, 2021, 12, 764. 1.0 4

22628
Antioxidant and antimicrobial activity displayed by a fungal endophyte Alternaria alternata isolated
from Picrorhiza kurroa from Garhwal Himalayas, India. Biocatalysis and Agricultural Biotechnology,
2021, 33, 101955.

1.5 23

22629 Proteomic fingerprinting facilitates biodiversity assessments in understudied ecosystems: A case
study on integrated taxonomy of deep sea copepods. Molecular Ecology Resources, 2021, 21, 1936-1951. 2.2 8

22630 Genetic characterisation of Campylobacter concisus: Strategies for improved genomospecies
discrimination. Systematic and Applied Microbiology, 2021, 44, 126187. 1.2 4

22632 Detection of Babesia odocoilei in Humans with Babesiosis Symptoms. Diagnostics, 2021, 11, 947. 1.3 22



1245

Citation Report

# Article IF Citations

22633 De novo transcriptome sequencing assisted identification of terpene synthases from black pepper
(Piper nigrum) berry. Physiology and Molecular Biology of Plants, 2021, 27, 1153-1161. 1.4 6

22634 Antifungal Activity of Endophytic Bacteria Associated with Sweet Sorghum (Sorghum bicolor).
Journal of Mathematical and Fundamental Sciences, 2021, 53, 16-30. 0.3 1

22636 Molecular characterization and phylogenetic analysis of crabs (Crustacea: Decapoda: Brachyura)
based on mitochondrial COI and 16S rRNA genes. Conservation Genetics Resources, 2021, 13, 291-301. 0.4 0

22637

Streptococcus vicugnae sp. nov., isolated from faeces of alpacas (Vicugna pacos) and cattle (Bos) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 632 Td (taurus), Streptococcus zalophi sp. nov., and Streptococcus pacificus sp. nov., isolated from

respiratory tract of California sea lions (Zalophus californianus). International Journal of
Systematic and Evolutionary Microbiology, 2021, 71, .

0.8 16

22638 Analysis of diverse eukaryotes suggests the existence of an ancestral mitochondrial apparatus derived
from the bacterial type II secretion system. Nature Communications, 2021, 12, 2947. 5.8 19

22640 Phylogeny, Diversity, and Distribution of Micryletta (Anura: Microhylidae) in Myanmar. Ichthyology
and Herpetology, 2021, 109, . 0.3 5

22641 Genome-wide identification, characterization and expression analysis of the carotenoid cleavage
oxygenase (CCO) gene family in Saccharum. Plant Physiology and Biochemistry, 2021, 162, 196-210. 2.8 20

22642
Development of Lentiviral Vectors Pseudotyped With Influenza B Hemagglutinins: Application in
Vaccine Immunogenicity, mAb Potency, and Sero-Surveillance Studies. Frontiers in Immunology, 2021,
12, 661379.

2.2 6

22643 Inhibition of a nutritional endosymbiont by glyphosate abolishes mutualistic benefit on cuticle
synthesis in Oryzaephilus surinamensis. Communications Biology, 2021, 4, 554. 2.0 21

22644 Protein Structure Prediction: Conventional and Deep Learning Perspectives. Protein Journal, 2021, 40,
522-544. 0.7 36

22645 Changes of gut microbiome composition and metabolites associated with hypertensive heart failure
rats. BMC Microbiology, 2021, 21, 141. 1.3 27

22646 Genomic and biological characterization of a novel partitivirus infecting Fusarium equiseti. Virus
Research, 2021, 297, 198386. 1.1 11

22647
Reducing Data Deficiencies: Preliminary Elasmobranch Fisheries Surveys in India, Identify Range
Extensions and Large Proportions of Female and Juvenile Landings. Frontiers in Marine Science, 2021, 8,
.

1.2 3

22648 Potential syntrophic relationship between coral-associated Prosthecochloris and its companion
sulfate-reducing bacterium unveiled by genomic analysis. Microbial Genomics, 2021, 7, . 1.0 5

22649 How co-distribution of two related azaleas (Rhododendron) developed in the Japanese archipelago:
insights from evolutionary and demographic analyses. Tree Genetics and Genomes, 2021, 17, 1. 0.6 0

22650
Disentangling taxonomy of Biacetabulum (Cestoda, Caryophyllidea), parasites of catostomid fishes in
North America: proposal of Megancestus gen. n. to accommodate B. carpiodi. Parasitology Research,
2021, 120, 1993-2001.

0.6 2

22651
Diversity and function of rhizosphere microorganisms between wild and cultivated medicinal plant
Glycyrrhiza uralensis Fisch under different soil conditions. Archives of Microbiology, 2021, 203,
3657-3665.

1.0 12

22652 Detection of Flaviviral-Like DNA Sequences in Aedes aegypti (Diptera: Culicidae) Collected From
Argentina. Journal of Medical Entomology, 2021, 58, 2406-2411. 0.9 2



1246

Citation Report

# Article IF Citations

22653
Arsenic speciation, the abundance of arsenite-oxidizing bacteria and microbial community structures
in groundwater, surface water, and soil from a gold mine. Journal of Environmental Science and
Health - Part A Toxic/Hazardous Substances and Environmental Engineering, 2021, 56, 769-785.

0.9 6

22654 Newly-designed primer pairs for the detection of type 2 porcine reproductive and respiratory
syndrome virus genes. Journal of Virological Methods, 2021, 291, 114071. 1.0 3

22655 Characterization of the human TARDBP gene promoter. Scientific Reports, 2021, 11, 10438. 1.6 4

22656 Integrative taxonomy reveals a rare and new cusk-eel species of Luciobrotula (Teleostei, Ophidiidae)
from the Solomon Sea, West Pacific. European Journal of Taxonomy, 0, 750, 52-69. 0.6 1

22657 Expanded Genomic Sampling Refines Current Understanding of the Distribution and Evolution of
Sulfur Metabolisms in the Desulfobulbales. Frontiers in Microbiology, 2021, 12, 666052. 1.5 15

22658 Performance and microbial community structure of a full-scale ANITATMMox bioreactor for treating
reject water located in Finland. Chemosphere, 2021, 271, 129526. 4.2 9

22659 Expression and splicing dynamics of WRKY family genes along physiological exigencies of tea plant
(Camellia sinensis). Biologia (Poland), 2021, 76, 2491-2499. 0.8 6

22660 Diversification of the calponin family proteins by gene amplification and repeat expansion of
calponinâ€•like motifs. Cytoskeleton, 2021, 78, 199-205. 1.0 2

22661 DNA barcoding aids in identification of adulterants of Trillium govanianum Wall. ex D. Don. Journal
of Applied Research on Medicinal and Aromatic Plants, 2021, 23, 100305. 0.9 7

22662 Binary Metabolic Phenotypes and Phenotype Diversity Metrics for the Functional Characterization of
Microbial Communities. Frontiers in Microbiology, 2021, 12, 653314. 1.5 5

22665 Return of the walking dead: First verified record of the shrew Crocidura leucodon (Hermann, 1780) in
Hamburg, Germany. Evolutionary Systematics, 2021, 5, 121-128. 0.2 1

22666 Complete Genome Sequence of Xylella taiwanensis and Comparative Analysis of Virulence Gene
Content With Xylella fastidiosa. Frontiers in Microbiology, 2021, 12, 684092. 1.5 6

22668 First detection of rabbit haemorrhagic disease virus (RHDV2) in Singapore. Transboundary and
Emerging Diseases, 2022, 69, 1521-1528. 1.3 4

22670 Multiple Mammarenaviruses Circulating in Angolan Rodents. Viruses, 2021, 13, 982. 1.5 10

22672
Genome-wide identification of citrus calmodulin-like genes and their expression in response to
arbuscular mycorrhizal fungi colonization and drought. Canadian Journal of Plant Science, 2022, 102,
112-123.

0.3 2

22673 &lt;i&gt;Neoboletus infuscatus&lt;/i&gt;, a new tropical bolete from Hainan, southern China.
Mycoscience, 2021, 62, 205-211. 0.3 3

22674 A parsimonious approach for recognizing SARSâ€•CoVâ€•2 and host interactions. Journal of Medical
Virology, 2021, 93, 4576-4584. 2.5 2

22675 HIV-1 Infection Alters the Viral Composition of Plasma in Men Who Have Sex with Men. MSphere, 2021,
6, . 1.3 16



1247

Citation Report

# Article IF Citations

22676 Importation, circulation, and emergence of variants of SARS-CoV-2 in the South Indian state of
Karnataka. Wellcome Open Research, 2021, 6, 110. 0.9 14

22677 CBP/p300 homologs CBP2 and CBP3 play distinct roles in planarian stem cell function. Developmental
Biology, 2021, 473, 130-143. 0.9 15

22678 Genetic variant of TTLL11 gene and subsequent ciliary defects are associated with idiopathic scoliosis
in a 5-generation UK family. Scientific Reports, 2021, 11, 11026. 1.6 16

22679
Molecular evidence of three closely related species of Biacetabulum Hunter, 1927 (Cestoda:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 627 Td (Caryophyllidea): a case of recent speciation in different fish hosts (Catostomidae)?. Parasitology, 2021,

148, 1040-1056.
0.7 5

22680 Occurrence of Legionella spp. in Man-Made Water Sources: Isolates Distribution and Phylogenetic
Characterization in the Emilia-Romagna Region. Pathogens, 2021, 10, 552. 1.2 11

22681 Staphylococcus epidermidis clones express Staphylococcus aureus-type wall teichoic acid to shift
from a commensal to pathogen lifestyle. Nature Microbiology, 2021, 6, 757-768. 5.9 37

22683 FoldAffinity: binding affinities from nDSF experiments. Scientific Reports, 2021, 11, 9572. 1.6 28

22684 Insight into the function and evolution of the Woodâ€“Ljungdahl pathway in <i>Actinobacteria</i>.
ISME Journal, 2021, 15, 3005-3018. 4.4 55

22685 Automated analysis of genomic sequences facilitates high-throughput and comprehensive description
of bacteria. ISME Communications, 2021, 1, . 1.7 228

22686 Ectopic expression of <i>Triticum polonicum VRT-A2</i> underlies elongated glumes and grains in
hexaploid wheat in a dosage-dependent manner. Plant Cell, 2021, 33, 2296-2319. 3.1 36

22687 The transcription factor FvHmg1 negatively regulates fruiting body development in Winter Mushroom
Flammulina velutipes. Gene, 2021, 785, 145618. 1.0 12

22688 Influenza Vaccination of Swine Reduces Public Health Risk at the Swine-Human Interface. MSphere,
2021, 6, e0117020. 1.3 6

22689 Mutations in <scp><i>HID1</i></scp> Cause Syndromic Infantile Encephalopathy and Hypopituitarism.
Annals of Neurology, 2021, 90, 143-158. 2.8 3

22690 Phylogenomic Characterization of a Novel <i>Corynebacterium</i> Species Associated with Fatal
Diphtheritic Stomatitis in Endangered Yellow-Eyed Penguins. MSystems, 2021, 6, e0032021. 1.7 10

22691 Integrated Multi-omics Investigations Reveal the Key Role of Synergistic Microbial Networks in
Removing Plasticizer Di-(2-Ethylhexyl) Phthalate from Estuarine Sediments. MSystems, 2021, 6, e0035821. 1.7 18

22692 Physcraper: a Python package for continually updated phylogenetic trees using the Open Tree of Life.
BMC Bioinformatics, 2021, 22, 355. 1.2 2

22693 Extra-Heavy Crude Oil Degradation by Alternaria sp. Isolated from Deep-Sea Sediments of the Gulf of
Mexico. Applied Sciences (Switzerland), 2021, 11, 6090. 1.3 10

22695 Assessment of proteinâ€“protein interfaces in cryo-EM derived assemblies. Nature Communications,
2021, 12, 3399. 5.8 20



1248

Citation Report

# Article IF Citations

22696 St. Louis Encephalitis Virus in the Southwestern United States: A Phylogeographic Case for a
Multi-Variant Introduction Event. Frontiers in Genetics, 2021, 12, 667895. 1.1 5

22697
Evidence of cryptic diversity in freshwater Macrobrachium prawns from Indochinese riverine systems
revealed by DNA barcode, species delimitation and phylogenetic approaches. PLoS ONE, 2021, 16,
e0252546.

1.1 7

22698 Methylobrevis albus sp. nov., isolated from freshwater lake sediment. Archives of Microbiology, 2021,
203, 4549-4556. 1.0 7

22699 The Chromosome-Level Genome of <i>Triplophysa dalaica</i> (Cypriniformes: Cobitidae) Provides
Insights into Its Survival in Extremely Alkaline Environment. Genome Biology and Evolution, 2021, 13, . 1.1 7

22700 An approach for estimating haplotype diversity from sequences with unequal lengths. Methods in
Ecology and Evolution, 2021, 12, 1658-1667. 2.2 3

22701 Updated-extended molecular time and molecular phylogeny of Gundelia species native to Turkey. Plant
Systematics and Evolution, 2021, 307, 1. 0.3 0

22702 A qPCR assay for sensitive and rapid detection of African A-lineage honey bees (Apis mellifera).
Apidologie, 2021, 52, 767-781. 0.9 2

22703 Characterization of a carbapenem-resistant Citrobacter amalonaticus coharbouring bla IMP-4 and
qnrs1 genes. Journal of Medical Microbiology, 2021, 70, . 0.7 3

22704 SPX-related genes regulate phosphorus homeostasis in the marine phytoplankton, Phaeodactylum
tricornutum. Communications Biology, 2021, 4, 797. 2.0 17

22706 Identification of phage recombinase function unit in genus Corynebacterium. Applied Microbiology
and Biotechnology, 2021, 105, 5067-5075. 1.7 4

22707 Genome-wide identification of AP2/EREBP in Fragaria vesca and expression pattern analysis of the
FvDREB subfamily under drought stress. BMC Plant Biology, 2021, 21, 295. 1.6 13

22708 Bacteria Isolated From the Antarctic Sponge Iophon sp. Reveals Mechanisms of Symbiosis in
Sporosarcina, Cellulophaga, and Nesterenkonia. Frontiers in Microbiology, 2021, 12, 660779. 1.5 5

22710 Low nitrogen availability inhibits the phosphorus starvation response in maize (Zea mays ssp. mays L.).
BMC Plant Biology, 2021, 21, 259. 1.6 16

22711 Species Delimitation of Scavenger Flies in the Valley of Mexico. Journal of Medical Entomology, 2021,
58, 2206-2215. 0.9 2

22712 Taxonomy and phylogeny of the basidiomycetous hyphomycete genus Hormomyces. Fungal Systematics
and Evolution, 2021, 7, 177-196. 0.9 5

22713 The B Chromosomes of Prochilodus lineatus (Teleostei, Characiformes) Are Highly Enriched in
Satellite DNAs. Cells, 2021, 10, 1527. 1.8 11

22714 The Functional Consequences of the Novel Ribosomal Pausing Site in SARS-CoV-2 Spike Glycoprotein
RNA. International Journal of Molecular Sciences, 2021, 22, 6490. 1.8 12

22715 The first complete Zoroastrian-Parsi mitochondrial reference genome and genetic signatures of an
endogamous non-smoking population. Meta Gene, 2021, 28, 100882. 0.3 1



1249

Citation Report

# Article IF Citations

22717 Correlations Between Intestinal Microbial Community and Hematological Profile in Native Tibetans
and Han Immigrants. Frontiers in Microbiology, 2021, 12, 615416. 1.5 8

22718 Seasonal host and ecological drivers may promote restricted water as a viral vector. Science of the
Total Environment, 2021, 773, 145446. 3.9 4

22719 Detection of â€˜ancestralâ€™ western lineage of Citrus tristeza virus virulent genotype in declining
Arunachal Wakro orange. Tropical Plant Pathology, 2021, 46, 493-505. 0.8 1

22720 18S rRNA variability maps reveal three highly divergent, conserved motifs within Rotifera. Bmc
Ecology and Evolution, 2021, 21, 118. 0.7 6

22721 Ecophysiology of the Cosmopolitan OM252 Bacterioplankton ( <i>Gammaproteobacteria</i> ).
MSystems, 2021, 6, e0027621. 1.7 5

22722 Cunninghamella saisamornae (Cunninghamellaceae, Mucorales), a new soil fungus from northern
Thailand. Phytotaxa, 2021, 509, . 0.1 1

22723 Annotation of chitin biosynthesis genes in Diaphorina citri, the Asian citrus psyllid. GigaByte, 0, 2021,
1-12. 0.0 8

22724 Functional Characterization of the Cnidarian Antiviral Immune Response Reveals Ancestral
Complexity. Molecular Biology and Evolution, 2021, 38, 4546-4561. 3.5 18

22725 Effect of co-application of Trichoderma spp. with organic composts on plant growth enhancement,
soil enzymes and fungal community in soil. Archives of Microbiology, 2021, 203, 4281-4291. 1.0 21

22726 Endosymbiont Capture, a Repeated Process of Endosymbiont Transfer with Replacement in
Trypanosomatids Angomonas spp.. Pathogens, 2021, 10, 702. 1.2 2

22727 Systematic analysis of the genus<i>Eriocaulon</i>L. in India based on molecular and morphological
evidence. Systematics and Biodiversity, 2021, 19, 693-723. 0.5 5

22728
Description and phylogenetic position of three new species of Stauroneis Ehrenberg
(Bacillariophyceae: Stauroneidaceae) from the Indian Subcontinent. European Journal of Phycology, 0,
, 1-20.

0.9 2

22729 Structural basis of omega-3 fatty acid transport across the bloodâ€“brain barrier. Nature, 2021, 595,
315-319. 13.7 61

22730 Gapless indica rice genome reveals synergistic contributions of active transposable elements and
segmental duplications to rice genome evolution. Molecular Plant, 2021, 14, 1745-1756. 3.9 50

22731 Inferring trophic conditions in managed aquifer recharge systems from metagenomic data. Science of
the Total Environment, 2021, 772, 145512. 3.9 2

22732
Roseobacters in a Sea of Poly- and Paraphyly: Whole Genome-Based Taxonomy of the Family
Rhodobacteraceae and the Proposal for the Split of the â€œRoseobacter Cladeâ€• Into a Novel Family,
Roseobacteraceae fam. nov.. Frontiers in Microbiology, 2021, 12, 683109.

1.5 263

22733 Genetic diversity and expanded host range of astroviruses detected in small mammals in Singapore.
One Health, 2021, 12, 100218. 1.5 3

22734 Subtle environmental variation affects phenotypic differentiation of shallow divergent treefrog
lineages in Amazonia. Biological Journal of the Linnean Society, 2021, 134, 177-197. 0.7 3



1250

Citation Report

# Article IF Citations

22735 Green and Red Brazilian Propolis: Antimicrobial Potential and Antiâ€•Virulence against ATCC and
Clinically Isolated Multidrugâ€•Resistant Bacteria. Chemistry and Biodiversity, 2021, 18, e2100307. 1.0 10

22736
Integrating Genetics, Morphology, and Fungal Host Specificity in Conservation Studies of a
Vulnerable, Selfing, Mycoheterotrophic Orchid (Corallorhiza bentleyi Freudenst.). Castanea, 2021, 86,
.

0.2 2

22737 A Combined Morphological and Molecular Evolutionary Analysis of Karst-Environment Adaptation
for the Genus Urophysa (Ranunculaceae). Frontiers in Plant Science, 2021, 12, 667988. 1.7 2

22738
Transposon-mediated insertional mutagenesis unmasks recessive insecticide resistance in the aphid
<i>Myzus persicae</i>. Proceedings of the National Academy of Sciences of the United States of
America, 2021, 118, .

3.3 18

22739 Insight into the adaptive evolution of mitochondrial genomes in intertidal chitons. Journal of
Molluscan Studies, 2021, 87, . 0.4 4

22740
A new Leuconostoc citreum strain discovered in the traditional sweet potato sour liquid
fermentation as a novel bioflocculant for highly efficient starch production. Food Research
International, 2021, 144, 110327.

2.9 5

22741 Interspecific Molecular Variation of Lolium L. Based on ISSR, SCoT and ITS. Iranian Journal of Science
and Technology, Transaction A: Science, 2021, 45, 1263-1272. 0.7 5

22742 Two novel Phytophthora species from the southern tip of Africa. Mycological Progress, 2021, 20,
755-767. 0.5 11

22743 Coxsackievirus B4: an underestimated pathogen associated with a hand, foot, and mouth disease
outbreak. Archives of Virology, 2021, 166, 2225-2234. 0.9 7

22744
A Single Nucleotide Polymorphism in lptG Increases Tolerance to Bile Salts, Acid, and Staining of
Calcofluor-Binding Polysaccharides in Salmonella enterica Serovar Typhimurium E40. Frontiers in
Microbiology, 2021, 12, 671453.

1.5 1

22745 Sequence of the supernumerary B chromosome of maize provides insight into its drive mechanism and
evolution. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 25

22747
Streptozotocin activates inflammation-associated signalling and antioxidant response in the lobster
cockroach; Nauphoeta cinerea (Blattodea: Blaberidae). Chemico-Biological Interactions, 2021, 345,
109563.

1.7 1

22748 Thermal Performance Curves of Multiple Isolates of Batrachochytrium dendrobatidis, a Lethal
Pathogen of Amphibians. Frontiers in Veterinary Science, 2021, 8, 687084. 0.9 9

22749 Antifungal Peptides from a <i>Burkholderia</i> Strain Suppress Basal Stem Rot Disease of Oil Palm.
Phytopathology, 2022, 112, 238-248. 1.1 2

22750 Genome-Wide Analysis of Codon Usage Patterns of SARS-CoV-2 Virus Reveals Global Heterogeneity of
COVID-19. Biomolecules, 2021, 11, 912. 1.8 23

22751 Gleditsia saxatilis (Fabaceae), a new species from limestone areas of Guangxi, China based on
morphological and molecular evidence. Phytotaxa, 2021, 508, . 0.1 0

22755 The diversification of termites: Inferences from a complete speciesâ€•level phylogeny. Zoologica Scripta,
2021, 50, 769-779. 0.7 2

22756 Baorangia duplicatopora (Boletaceae, Boletales), a new bolete from tropical China. Phytotaxa, 2021,
508, . 0.1 2



1251

Citation Report

# Article IF Citations

22757 Lack of âˆ†5 Desaturase Activity Impairs EPA and DHA Synthesis in Fish Cells from Red Sea Bream and
Japanese Flounder. Marine Biotechnology, 2021, 23, 472-481. 1.1 5

22759 Crystal structure of an archaeal CorB magnesium transporter. Nature Communications, 2021, 12, 4028. 5.8 23

22760 Assessing Biosynthetic Gene Cluster Diversity of Specialized Metabolites in the Conserved Gut
Symbionts of Herbivorous Turtle Ants. Frontiers in Microbiology, 2021, 12, 678100. 1.5 10

22761 Molecular characterization and aggressiveness of the <i>Ralstonia solanacearum</i> species complex
from <i>Eucalyptus</i> spp. in Brazil. Forest Pathology, 2021, 51, e12704. 0.5 0

22762
A New Host Record for Clinostomum cf. marginatum (Trematoda: Digenea: Clinostomidae) from the
Endemic Salado Salamander, Eurycea chisholmensis (Caudata: Plethodontidae), from the Edwards
Plateau, Texas, U.S.A.. Comparative Parasitology, 2021, 88, .

0.0 0

22763 Molecular characterization of <i>Hedera</i> (Araliaceae) from Atlantic Iberian Peninsula. Plant
Biosystems, 2022, 156, 769-775. 0.8 1

22764 Ethylene-regulated immature fruit abscission is associated with higher expression of <i>CoACO</i>
genes in <i>Camellia oleifera</i>. Royal Society Open Science, 2021, 8, 202340. 1.1 6

22765 Recent Applications of Deep Learning Methods on Evolution- and Contact-Based Protein Structure
Prediction. International Journal of Molecular Sciences, 2021, 22, 6032. 1.8 11

22766 Testing cophylogeny between coral reef invertebrates and their bacterial and archaeal symbionts.
Molecular Ecology, 2021, 30, 3768-3782. 2.0 11

22767
N-(3-{4-[3-(trifluoromethyl)phenyl]piperazin-1-yl}propyl)-1H-indazole-3-carboxamide (D2AAK3) as a
potential antipsychotic: In vitro, in silico and in vivo evaluation of a multi-target ligand.
Neurochemistry International, 2021, 146, 105016.

1.9 10

22768
Bacillus thuringiensis chimeric proteins Cry1A.2 and Cry1B.2 to control soybean lepidopteran pests:
New domain combinations enhance insecticidal spectrum of activity and novel receptor
contributions. PLoS ONE, 2021, 16, e0249150.

1.1 12

22769 Comparative Genomics and Molecular Analysis of Epidermophyton floccosum. Mycopathologia, 2021,
186, 487-497. 1.3 5

22770 Patterns of transmission and horizontal gene transfer in the Dioscorea sansibarensis leaf symbiosis
revealed by whole-genome sequencing. Current Biology, 2021, 31, 2666-2673.e4. 1.8 6

22771 Effects of Dispersants and Biosurfactants on Crude-Oil Biodegradation and Bacterial Community
Succession. Microorganisms, 2021, 9, 1200. 1.6 15

22772 Identification of a Novel Class of Photolyases as Possible Ancestors of Their Family. Molecular
Biology and Evolution, 2021, 38, 4505-4519. 3.5 8

22773 Sialic Acids as Receptors for Pathogens. Biomolecules, 2021, 11, 831. 1.8 27

22774 Phylogenomics illuminates the evolution of bobtail and bottletail squid (order Sepiolida).
Communications Biology, 2021, 4, 819. 2.0 24

22775
Biochar and fertilizer improved the growth and quality of the ice plant (Mesembryanthemum) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 67 Td (crystallinum L.) shoots in a coastal soil of Yellow River Delta, China. Science of the Total

Environment, 2021, 775, 144893.
3.9 40



1252

Citation Report

# Article IF Citations

22776 Phylogenetic comparison and splice site conservation of eukaryotic U1 snRNP-specific U1-70K gene
family. Scientific Reports, 2021, 11, 12760. 1.6 4

22777 Late Relapse and Reinfection in HCV Patients Treated with Direct-Acting Antiviral (DAA) Drugs. Viruses,
2021, 13, 1151. 1.5 7

22778 Discovery of Known and Novel Viruses in Wild and Cultivated Blueberry in Florida through Viral
Metagenomic Approaches. Viruses, 2021, 13, 1165. 1.5 6

22779 Structural and Functional Impacts of Microbiota on Pyropia yezoensis and Surrounding Seawater in
Cultivation Farms along Coastal Areas of the Yellow Sea. Microorganisms, 2021, 9, 1291. 1.6 9

22780 Orthobunyaviruses in the Caribbean: Melao and Oropouche virus infections in school children in
Haiti in 2014. PLoS Neglected Tropical Diseases, 2021, 15, e0009494. 1.3 8

22781 Engineering yeast metabolism for the discovery and production of polyamines and polyamine
analogues. Nature Catalysis, 2021, 4, 498-509. 16.1 26

22782 Systematics of the shrimp genus <i>Atya</i> (Decapoda, Atyidae) in the light of multigeneâ€•based
phylogenetic and species delimitation inference. Zoologica Scripta, 2021, 50, 780-794. 0.7 2

22784 High-throughput sequencing yields a complete mitochondrial genome of the <i>Cryptotympana
atrata</i> (Insecta: Hemiptera: Cicadidae). Mitochondrial DNA Part B: Resources, 2021, 6, 1883-1885. 0.2 0

22785
Functional and genomic characterization of Komagataeibacter uvaceti FXV3, a multiple stress
resistant bacterium producing increased levels of cellulose. Biotechnology Reports (Amsterdam,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 417 Td (Netherlands), 2021, 30, e00606.2.1 10

22786 Genome and Evolutionary Analysis of Nosema ceranae: A Microsporidian Parasite of Honey Bees.
Frontiers in Microbiology, 2021, 12, 645353. 1.5 12

22787 Natural host range, incidence on overwintering cotton and diversity of cotton leafroll dwarf virus
in Georgia USA. Crop Protection, 2021, 144, 105604. 1.0 13

22788 The response of tartary buckwheat and 19 bZIP genes to abscisic acid (ABA). Molecular Biology Reports,
2021, 48, 4341-4350. 1.0 5

22789 Genomic Analysis of Pasteurella atlantica Provides Insight on Its Virulence Factors and Phylogeny and
Highlights the Potential of Reverse Vaccinology in Aquaculture. Microorganisms, 2021, 9, 1215. 1.6 4

22790 DNA barcoding for Arecaceae and Fabaceae species identification of two plant collections. Acta
Horticulturae, 2021, , 218-226. 0.1 0

22791 Genome-wide identification and expression analysis of LBD transcription factor genes in Moso
bamboo (Phyllostachys edulis). BMC Plant Biology, 2021, 21, 296. 1.6 24

22792 Identification and Functional Characterization of Genes Encoding Phenylacetaldehyde Reductases
That Catalyze the Last Step in the Biosynthesis of Hydroxytyrosol in Olive. Plants, 2021, 10, 1268. 1.6 2

22793 Regulation of the Actin Cytoskeleton via Rho GTPase Signalling in Dictyostelium and Mammalian Cells:
A Parallel Slalom. Cells, 2021, 10, 1592. 1.8 11

22794 Zoonotic vaccinia virus strains belonging to different genetic clades exhibit immunomodulation
abilities that are proportional to their virulence. Virology Journal, 2021, 18, 124. 1.4 4



1253

Citation Report

# Article IF Citations

22795
Longitudinal Changes in Diet Cause Repeatable and Largely Reversible Shifts in Gut Microbial
Communities of Laboratory Mice and Are Observed across Segments of the Entire Intestinal Tract.
International Journal of Molecular Sciences, 2021, 22, 5981.

1.8 10

22796 Tropane alkaloids and terpenes synthase genes of <i>Datura stramonium</i> (Solanaceae). PeerJ, 2021,
9, e11466. 0.9 2

22797 Intertypic reassortment of mammalian orthoreovirus identified in wastewater in Japan. Scientific
Reports, 2021, 11, 12583. 1.6 5

22798 Five new species of Moelleriella infecting scale insects (Coccidae) in Thailand. Mycological Progress,
2021, 20, 847. 0.5 1

22799
Comparative Genomic Insights Into the Taxonomic Classification, Diversity, and Secondary Metabolic
Potentials of Kitasatospora, a Genus Closely Related to Streptomyces. Frontiers in Microbiology, 2021,
12, 683814.

1.5 11

22800 Two new species of the Balkan genus Paladilhiopsis PavloviÄ‡, 1913 (Caenogastropoda, Moitessieriidae).
ZooKeys, 2021, 1046, 157-176. 0.5 2

22801 Evolution of Interbacterial Antagonism in Bee Gut Microbiota Reflects Host and Symbiont
Diversification. MSystems, 2021, 6, . 1.7 13

22802
Genome-Wide Identification, Diversification, and Expression Analysis of Lectin Receptor-Like Kinase
(LecRLK) Gene Family in Cucumber under Biotic Stress. International Journal of Molecular Sciences,
2021, 22, 6585.

1.8 12

22803 Genome-Inferred Correspondence between Phylogeny and Metabolic Traits in the Wild
<i>Drosophila</i> Gut Microbiome. Genome Biology and Evolution, 2021, 13, . 1.1 5

22804 Taxonomic and Functional Variations Induced by an Overloading Event in Anaerobic Codigestion of
Municipal Wastewater Sludge with Fats, Oils, and Grease. ACS ES&T Engineering, 2021, 1, 1205-1216. 3.7 5

22805 Maternal genetic structure in ancient Shandong between 9500 and 1800Â years ago. Science Bulletin,
2021, 66, 1129-1135. 4.3 10

22806 Balancing selection maintains ancient polymorphisms at conserved enhancers for the olfactory
receptor genes of a Chinese marine fish. Molecular Ecology, 2021, 30, 4023-4038. 2.0 3

22807 Gastropod first intermediate hosts for two species of Monorchiidae Odhner, 1911 (Trematoda): I canâ€™t
believe itâ€™s not bivalves!. International Journal for Parasitology, 2021, 51, 1035-1046. 1.3 9

22808 A new species of &lt;I&gt;Larinia&lt;/I&gt; (Araneae: Araneidae) from Thailand. Acta Arachnologica, 2021,
70, 11-16. 0.0 0

22809
Molecular population genetics of <i>Sex-lethal</i> (<i>Sxl</i>) in the <i>Drosophila melanogaster</i>
species group: a locus that genetically interacts with <i>Wolbachia pipientis</i> in <i>Drosophila
melanogaster</i>. G3: Genes, Genomes, Genetics, 2021, 11, .

0.8 2

22811 The riverine thruway hypothesis: rivers as a key mediator of gene flow for the aquatic paradoxical
frog Pseudis tocantins (Anura, Hylidae). Landscape Ecology, 2021, 36, 3049-3060. 1.9 11

22812 Patterns of host tree use within a lineage of saproxlic snout-less weevils (Coleoptera: Curculionidae:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Scolytinae: Scolytini). Molecular Phylogenetics and Evolution, 2021, 159, 107107.1.2 6

22813 OCT1 â€“ a yeast mitochondrial thiolase involved in the 3-oxoadipate pathway. FEMS Yeast Research, 2021,
21, . 1.1 2



1254

Citation Report

# Article IF Citations

22814 A new species of pikeblenny (Blenniiformes: Chaenopsidae: Chaenopsis ) from the tropical eastern
Pacific and a key to all species. Journal of Fish Biology, 2021, 99, 888-895. 0.7 0

22815 Functional insights into two Ocimum kilimandscharicum 4-coumarate-CoA ligases involved in
phenylpropanoid biosynthesis. International Journal of Biological Macromolecules, 2021, 181, 202-210. 3.6 8

22816 Concerted evolution reveals co-adapted amino acid substitutions in Na+K+-ATPase of frogs that prey
on toxic toads. Current Biology, 2021, 31, 2530-2538.e10. 1.8 20

22817
Analysis of Methylation Dynamics Reveals a Tissue-Specific, Age-Dependent Decline in 5-Methylcytosine
Within the Genome of the Vertebrate Aging Model Nothobranchius furzeri. Frontiers in Molecular
Biosciences, 2021, 8, 627143.

1.6 7

22818 Overcoming Culture Restriction for SARS-CoV-2 in Human Cells Facilitates the Screening of
Compounds Inhibiting Viral Replication. Antimicrobial Agents and Chemotherapy, 2021, 65, e0009721. 1.4 58

22819 Selective enrichment of comammox from activated sludge using antibiotics. Water Research, 2021, 197,
117087. 5.3 31

22820 The epidemiology of Mayaro virus in the Americas: A systematic review and key parameter estimates for
outbreak modelling. PLoS Neglected Tropical Diseases, 2021, 15, e0009418. 1.3 27

22821 Genomic and Phenotypic Characterization of Chloracidobacterium Isolates Provides Evidence for
Multiple Species. Frontiers in Microbiology, 2021, 12, 704168. 1.5 3

22822 Cryptic But Ubiquitous: Claviradulomyceae fam. nov. with Five Novel Species of the Lenticel Fungus
Claviradulomyces from Brazil. Cryptogamie, Mycologie, 2021, 42, . 0.2 0

22823 The archaeal protein SepF is essential for cell division in Haloferax volcanii. Nature Communications,
2021, 12, 3469. 5.8 22

22824 Deadwood-Inhabiting Bacteria Show Adaptations to Changing Carbon and Nitrogen Availability During
Decomposition. Frontiers in Microbiology, 2021, 12, 685303. 1.5 21

22825 Phylogenomic Analysis Reveals Dispersal-Driven Speciation and Divergence with Gene Flow in Lesser
Sunda Flying Lizards (Genus <i>Draco</i>). Systematic Biology, 2021, 71, 221-241. 2.7 11

22826 A recessive gene pepy-1 encoding Pelota confers resistance to begomovirus isolates of PepYLCIV and
PepYLCAV in Capsicum annuum. Theoretical and Applied Genetics, 2021, 134, 2947-2964. 1.8 27

22827 Two new species of Unikaryon (Microsporidia) hyperparasitic in microphallid metacercariae (Digenea)
from Florida intertidal crabs. Journal of Invertebrate Pathology, 2021, 182, 107582. 1.5 6

22828 Unexpected Discovery of Hypermutator Phenotype Sounds the Alarm for Quality Control Strains.
Genome Biology and Evolution, 2021, 13, . 1.1 2

22829 A Chromosome-Level Genome Assembly of the Mandarin Fish (Siniperca chuatsi). Frontiers in Genetics,
2021, 12, 671650. 1.1 8

22830 CYP77B1 a fatty acid epoxygenase specific to flowering plants. Plant Science, 2021, 307, 110905. 1.7 5

22831
Gene-Gene Interactions Dictate Ciprofloxacin Resistance in Pseudomonas aeruginosa and Facilitate
Prediction of Resistance Phenotype from Genome Sequence Data. Antimicrobial Agents and
Chemotherapy, 2021, 65, e0269620.

1.4 16



1255

Citation Report

# Article IF Citations

22832 A refined genome phage display methodology delineates the human antibody response in patients with
Chagas disease. IScience, 2021, 24, 102540. 1.9 10

22833 Characterization of the complete chloroplast genome of an annual herb, <i>Chenopodium album</i>
(Amaranthaceae). Mitochondrial DNA Part B: Resources, 2021, 6, 2107-2108. 0.2 0

22835 Genomic insights into the sessile life and biofouling of barnacles (Crustacea: Cirripedia). Heliyon,
2021, 7, e07291. 1.4 7

22837 Identification of diverse novel genomoviruses in gut of wild birds. Biosafety and Health, 2021, 3,
136-141. 1.2 2

22838 Characterization of the mitochondrial genome of the plain flowerpecker, <i>Dicaeum concolor</i>
(Dicaeidae) from Yunnan Province, China. Mitochondrial DNA Part B: Resources, 2021, 6, 2086-2087. 0.2 0

22840 Genomic Determinants Encode the Reactivity and Regioselectivity of Flavin-Dependent Halogenases in
Bacterial Genomes and Metagenomes. MSystems, 2021, 6, e0005321. 1.7 2

22842 Protein-based condensation mechanisms drive the assembly of RNA-rich P granules. ELife, 2021, 10, . 2.8 16

22844 Bioinformatic Analysis of the Campylobacter jejuni Type VI Secretion System and Effector Prediction.
Frontiers in Microbiology, 2021, 12, 694824. 1.5 10

22845 The Dispensable Roles of X-Linked Ubl4a and Its Autosomal Counterpart Ubl4b in Spermatogenesis
Represent a New Evolutionary Type of X-Derived Retrogenes. Frontiers in Genetics, 2021, 12, 689902. 1.1 0

22846 Comparative Genomics of Prophages Sato and Sole Expands the Genetic Diversity Found in the Genus
Betatectivirus. Microorganisms, 2021, 9, 1335. 1.6 1

22847 Zetaproteobacteria Pan-Genome Reveals Candidate Gene Cluster for Twisted Stalk Biosynthesis and
Export. Frontiers in Microbiology, 2021, 12, 679409. 1.5 9

22848 ORFograph: search for novel insecticidal protein genes in genomic and metagenomic assembly graphs.
Microbiome, 2021, 9, 149. 4.9 3

22849 Molecular characterization and phylogenetic analyses of <i>Lophodermella</i> needle pathogens
(Rhytismataceae) on <i>Pinus</i> species in the USA and Europe. PeerJ, 2021, 9, e11435. 0.9 5

22850
Parasitic copepods Caligus lacustris (Copepoda: Caligidae) on the rainbow trout Oncorhynchus
mykiss in cage aquaculture: morphology, population demography, and first insights into phylogenetic
relationships. Parasitology Research, 2021, 120, 2455-2467.

0.6 2

22851 Cloning, characterization, and expression analysis of two MAPKKK genes in Chrysanthemum. Pakistan
Journal of Botany, 2022, 54, . 0.2 1

22852 Chromosome-Scale Genome Assembly of the Resurrection Plant <i>Acanthochlamys bracteata</i>
(Velloziaceae). Genome Biology and Evolution, 2021, 13, . 1.1 6

22853 Population matched (pm) germline allelic variants of immunoglobulin (IG) loci: Relevance in
infectious diseases and vaccination studies in human populations. Genes and Immunity, 2021, 22, 172-186. 2.2 14

22854
Genome Assembly of the Cold-Tolerant Leaf Beetle<i>Gonioctena quinquepunctata</i>, an Important
Resource for Studying Its Evolution and Reproductive Barriers between Species. Genome Biology and
Evolution, 2021, 13, .

1.1 2



1256

Citation Report

# Article IF Citations

22855

Reclassification of Facklamia ignava, Facklamia sourekii and Facklamia tabacinasalis as Falseniella
ignava gen. nov., comb. nov., Hutsoniella sourekii gen. nov., comb. nov., and Ruoffia tabacinasalis gen.
nov., comb. nov., and description of Ruoffia halotolerans sp. nov., isolated from hypersaline Inland
Sea of Qatar. Antonie Van Leeuwenhoek, 2021, 114, 1181-1193.

0.7 28

22856 Brachybacterium subflavum sp. nov., a novel actinobacterium isolated from the foregut of grass carp.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 7

22857 Structure of plant photosystem I-plastocyanin complex reveals strong hydrophobic interactions.
Biochemical Journal, 2021, 478, 2371-2384. 1.7 15

22858 Ecomorphological divergence and lack of gene flow in two sympatric Balkan slow worms (Squamata:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Anguidae). Biological Journal of the Linnean Society, 2021, 134, 443-460.0.7 4

22859 Global phylogeography of the smooth hammerhead shark: Glacial refugia and historical migration
patterns. Aquatic Conservation: Marine and Freshwater Ecosystems, 2021, 31, 2348-2368. 0.9 6

22860 Microbiomes attached to fresh perennial ryegrass are temporally resilient and adapt to changing
ecological niches. Microbiome, 2021, 9, 143. 4.9 9

22861 Twelve New Taxa of Xylaria Associated with Termite Nests and Soil from Northeast Thailand. Biology,
2021, 10, 575. 1.3 8

22862
Chemogenomic approach to identifying nematode chemoreceptor drug targets in the
entomopathogenic nematode Heterorhabditis bacteriophora. Computational Biology and Chemistry,
2021, 92, 107464.

1.1 0

22863 The nearly complete genome of Ginkgo biloba illuminates gymnosperm evolution. Nature Plants, 2021,
7, 748-756. 4.7 98

22864 The Evolution of Interdependence in a Four-Way Mealybug Symbiosis. Genome Biology and Evolution,
2021, 13, . 1.1 9

22866 The effect of recombination on the evolution of a population of <i>Neisseria meningitidis</i>. Genome
Research, 2021, 31, 1258-1268. 2.4 4

22867 Crenobiont, stygophile and stygobiont molluscs in the hydrographic area of the TrebiÅ¡njica River
Basin. ZooKeys, 2021, 1047, 61-89. 0.5 6

22868
Comparative Analyses of the Gut Microbiome of Two Fox Species, the Red Fox (Vulpes Vulpes) and
Corsac Fox (Vulpes Corsac), that Occupy Different Ecological Niches. Microbial Ecology, 2022, 83,
753-765.

1.4 15

22869 Genome Analysis of a Verrucomicrobial Endosymbiont With a Tiny Genome Discovered in an Antarctic
Lake. Frontiers in Microbiology, 2021, 12, 674758. 1.5 18

22870 Diverse Trajectories Drive the Expression of a Giant Virus in the Oomycete Plant Pathogen
Phytophthora parasitica. Frontiers in Microbiology, 2021, 12, 662762. 1.5 12

22871 Rhizobia and endophytic bacteria isolated from rainforest fragments within an iron ore mining site of
the Eastern Brazilian Amazon. Brazilian Journal of Microbiology, 2021, 52, 1461-1474. 0.8 5

22872
A new species of tree hyrax (Procaviidae:<i>Dendrohyrax</i>) from West Africa and the significance of
the Nigerâ€“Volta interfluvium in mammalian biogeography. Zoological Journal of the Linnean Society,
2022, 194, 527-552.

1.0 11

22873 Genomic insights into the adaptation and evolution of the nautilus, an ancient but evolving â€œliving
fossilâ€•. Molecular Ecology Resources, 2022, 22, 15-27. 2.2 15



1257

Citation Report

# Article IF Citations

22874 Taxonomy and okadaic acid production of a strain of Prorocentrum lima (Dinophyceae) isolated from
the Bay of Bengal, North Indian Ocean. Toxicon, 2021, 196, 32-43. 0.8 4

22876 Spatial abundance and distribution of picocyanobacterial communities in two contrasting lakes
revealed using environmental DNA metabarcoding. FEMS Microbiology Ecology, 2021, 97, . 1.3 7

22878 Integrative systematics of the tooth-tailed scorpions, Odontobuthus (Buthidae), with descriptions of
three new species from the Iranian Plateau. Zoological Journal of the Linnean Society, 0, , . 1.0 0

22879 The DEAD-box RNA helicase RhlE2 is a global regulator of<i>Pseudomonas aeruginosa</i>lifestyle and
pathogenesis. Nucleic Acids Research, 2021, 49, 6925-6940. 6.5 12

22880 TNFRSF13B polymorphisms counteract microbial adaptation to natural IgA. JCI Insight, 2021, 6, . 2.3 1

22881
Comparison of mitochondrial genome and development of specific PCR primers for identifying two
scuticociliates, Pseudocohnilembus persalinus and Uronema marinum. Parasites and Vectors, 2021, 14,
318.

1.0 4

22882 Extremely Halophilic Biohydrogen Producing Microbial Communities from High-Salinity Soil and Salt
Evaporation Pond. Fuels, 2021, 2, 241-252. 1.3 2

22883
A WIDESPREAD NOVEL GAMMAHERPESVIRUS IN APPARENTLY HEALTHY WILD QUOKKAS (SETONIX) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (BRACHYURUS): A THREATENED AND ENDEMIC WALLABY OF WESTERN AUSTRALIA. Journal of Zoo and

Wildlife Medicine, 2021, 52, 592-603.
0.3 1

22884 Novel clades of soil biphenyl degraders revealed by integrating isotope probing, multi-omics, and
single-cell analyses. ISME Journal, 2021, 15, 3508-3521. 4.4 14

22885 Prognostic implications of troponin T variations in inherited cardiomyopathies using systems biology.
Npj Genomic Medicine, 2021, 6, 47. 1.7 5

22886 Structural insights into an atypical secretory pathway kinase crucial for Toxoplasma gondii invasion.
Nature Communications, 2021, 12, 3788. 5.8 12

22887 Triterpenoid saponin biosynthesis genes and their expression patterns during the development of sea
cucumber Apostichopus japonicus. Journal of Oceanology and Limnology, 0, , 1. 0.6 2

22888 Curation Guidelines for <i>de novo</i> Generated Transposable Element Families. Current Protocols,
2021, 1, e154. 1.3 25

22889
Impact of specimen type on findings for bacterial composition within the intestinal tract of dogs and
cats with and without chronic enteropathy. American Journal of Veterinary Research, 2021, 82,
494-501.

0.3 0

22890 Neurotropic Astroviruses in Animals. Viruses, 2021, 13, 1201. 1.5 11

22891 Intuitionistic fuzzy approach improve protein multiple sequence alignment. Network Modeling
Analysis in Health Informatics and Bioinformatics, 2021, 10, 1. 1.2 0

22894 A Baseline Evaluation of Bioinformatics Capacity in Tanzania Reveals Areas for Training. Frontiers in
Education, 2021, 6, . 1.2 1

22895 A chemosystematic investigation of selected &lt;italic&gt;Stichococcus&lt;/italic&gt;-like organisms
(Trebouxiophyta). Algae, 2021, 36, 123-135. 0.9 6



1258

Citation Report

# Article IF Citations

22896 Strain diversity of plantâ€•associated <i>Lactiplantibacillus plantarum</i>. Microbial Biotechnology,
2021, 14, 1990-2008. 2.0 20

22897
Proteome-wide prediction of bacterial carbohydrate-binding proteins as a tool for understanding
commensal and pathogen colonisation of the vaginal microbiome. Npj Biofilms and Microbiomes, 2021,
7, 49.

2.9 11

22898 The complete chloroplast genome of <i>Euphorbia hirta</i> (Euphorbiaceae), aÂ commonly used
medicinal plant in China. Mitochondrial DNA Part B: Resources, 2021, 6, 2166-2168. 0.2 0

22899 A catalog of the diversity and ubiquity of bacterial microcompartments. Nature Communications,
2021, 12, 3809. 5.8 55

22901 Herded and hunted goat genomes from the dawn of domestication in the Zagros Mountains.
Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 32

22902 Evolution of bacterial steroid biosynthesis and its impact on eukaryogenesis. Proceedings of the
National Academy of Sciences of the United States of America, 2021, 118, . 3.3 36

22903 The landscape of antibody binding in SARS-CoV-2 infection. PLoS Biology, 2021, 19, e3001265. 2.6 58

22904 Chromosomeâ€•scale genome assembly of areca palm (<i>Areca catechu</i>). Molecular Ecology
Resources, 2021, 21, 2504-2519. 2.2 20

22906 Apple Ripening Is Controlled by a NAC Transcription Factor. Frontiers in Genetics, 2021, 12, 671300. 1.1 29

22907 Procaryotic Diversity and Hydrogenotrophic Methanogenesis in an Alkaline Spring (La Crouen, New) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (Caledonia). Microorganisms, 2021, 9, 1360.1.6 5

22908
Rapid radiation of angraecoids (Orchidaceae, Angraecinae) in tropical Africa characterised by multiple
karyotypic shifts under major environmental instability. Molecular Phylogenetics and Evolution, 2021,
159, 107105.

1.2 7

22909 Complete genome sequence of Arthrobacter sp. PAMC25564 and its comparative genome analysis for
elucidating the role of CAZymes in cold adaptation. BMC Genomics, 2021, 22, 403. 1.2 11

22910 Identification of a Sulfatase that Detoxifies Glucosinolates in the Phloem-Feeding Insect Bemisia tabaci
and Prefers Indolic Glucosinolates. Frontiers in Plant Science, 2021, 12, 671286. 1.7 10

22913
Phylogenetic affinities of Forticulcitinae (Haploporidae) parasites of mullet from the Americas, with
the description of three new species and notes on the genera and key species. Systematic Parasitology,
2021, 98, 455-476.

0.5 1

22914 Chromosomal Integration of Huge and Complex blaNDM-Carrying Genetic Elements in
Enterobacteriaceae. Frontiers in Cellular and Infection Microbiology, 2021, 11, 690799. 1.8 12

22916 Microbial metagenome-assembled genomes of the Fram Strait from short and long read sequencing
platforms. PeerJ, 2021, 9, e11721. 0.9 14

22917 Full-Genome Sequences of Alphacoronaviruses and Astroviruses from Myotis and Pipistrelle Bats in
Denmark. Viruses, 2021, 13, 1073. 1.5 15

22918 Thermal Sensitivity of Heat Sensor TRPA1 Correlates With Temperatures Inducing Heat Avoidance
Behavior in Terrestrial Ectotherms. Frontiers in Ecology and Evolution, 2021, 9, . 1.1 5



1259

Citation Report

# Article IF Citations

22919 Integrative description of Hypsibius repentinus sp. nov. (Eutardigrada: Hypsibiidae) from Sweden.
Zoosystematica Rossica, 2021, 30, 101-115. 0.2 2

22920 Potato Virus Y Biological Strain Group Y<sup>D</sup>: Hypersensitive Resistance Genes Elicited and
Phylogenetic Placement. Plant Disease, 2021, 105, 3600-3609. 0.7 4

22921 The reduced genome of a heritable symbiont from an ectoparasitic feather feeding louse. Bmc Ecology
and Evolution, 2021, 21, 108. 0.7 7

22922 Conversion of the Sensor Kinase DcuS to the Fumarate Sensitive State by Interaction of the
Bifunctional Transporter DctA at the TM2/PASC-Linker Region. Microorganisms, 2021, 9, 1397. 1.6 4

22923 Is mRNA decapping by ApaH like phosphatases present in eukaryotes beyond the Kinetoplastida?. Bmc
Ecology and Evolution, 2021, 21, 131. 0.7 2

22924 Comparative Genomics Identifies Putative Interspecies Mechanisms Underlying Crbn-Sall4-Linked
Thalidomide Embryopathy. Frontiers in Genetics, 2021, 12, 680217. 1.1 2

22925
Genome analysis of Pseudomonas sp. OF001 and Rubrivivax sp. A210 suggests multicopper oxidases
catalyze manganese oxidation required for cylindrospermopsin transformation. BMC Genomics, 2021,
22, 464.

1.2 1

22926 Genomic diversity, chromosomal rearrangements, and interspecies hybridization in the Ogataea
polymorpha species complex. G3: Genes, Genomes, Genetics, 2021, 11, . 0.8 2

22927 <i>FGF</i> gene family characterization provides insights into its adaptive evolution in Carnivora.
Ecology and Evolution, 2021, 11, 9837-9847. 0.8 3

22928
The ocular pyogranulomatous lesion in a Gentoo penguin (Pygoscelis papua) from the Antarctic
Peninsula: evaluation of microbiological and histopathological analysis outcomes. Veterinary
Research Communications, 2021, 45, 143-158.

0.6 9

22929 A near comprehensive phylogenetic framework gives new insights toward a natural classification of
the African genus Cyrtorchis (Angraecinae, Orchidaceae). Taxon, 2021, 70, 720. 0.4 1

22930 Insights into the genomic evolution of insects from cricket genomes. Communications Biology, 2021,
4, 733. 2.0 41

22934 Helarchaeota and co-occurring sulfate-reducing bacteria in subseafloor sediments from the Costa
Rica Margin. ISME Communications, 2021, 1, . 1.7 16

22935 Phylogeny and Evolutionary History of Respiratory Complex I Proteins in Melainabacteria. Genes, 2021,
12, 929. 1.0 1

22936 DNA barcodes and morphology reveal two new species of Monodiamesa Kieffer (Diptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (Chironomidae: Prodiamesinae) in Tibetan Plateau. Zootaxa, 2021, 4990, 81-103.0.2 2

22937 OpiumPlex is a novel microsatellite system for profiling opium poppy (Papaver somniferum L.).
Scientific Reports, 2021, 11, 12799. 1.6 5

22939 A preliminary phylogenetic study of Paraphlomis (Lamiaceae) based on molecular and morphological
evidence. Plant Diversity, 2021, 43, 206-215. 1.8 9

22942 A chromosome-level genome assembly of the blackspotted croaker (Protonibea diacanthus).
Aquaculture and Fisheries, 2022, 7, 616-622. 1.2 1



1260

Citation Report

# Article IF Citations

22943 Comparative Genomics of 42 Arcanobacterium phocae Strains. Antibiotics, 2021, 10, 740. 1.5 1

22944 efam: an <i>e</i>xpanded, metaproteome-supported HMM profile database of viral protein
<i>fam</i>ilies. Bioinformatics, 2021, 37, 4202-4208. 1.8 15

22945
Extensive C-&gt;U transition biases in the genomes of a wide range of mammalian RNA viruses; potential
associations with transcriptional mutations, damage- or host-mediated editing of viral RNA. PLoS
Pathogens, 2021, 17, e1009596.

2.1 32

22946 Construction of DNA Tools for Hyperexpression in <i>Marchantia</i> Chloroplasts. ACS Synthetic
Biology, 2021, 10, 1651-1666. 1.9 11

22947 Ancient mitochondrial genomes from the Argentinian Pampas inform the early peopling of the
Southern Cone of South America. IScience, 2021, 24, 102553. 1.9 11

22948 Linking a Gene Cluster to Atranorin, a Major Cortical Substance of Lichens, through Genetic
Dereplication and Heterologous Expression. MBio, 2021, 12, e0111121. 1.8 33

22949
Species diversity and mycotoxin production by members of the Fusarium tricinctum species complex
associated with Fusarium head blight of wheat and barley in Italy. International Journal of Food
Microbiology, 2021, 358, 109298.

2.1 29

22950 Diverse Viruses Carrying Genes for Microbial Extremotolerance in the Atacama Desert Hyperarid Soil.
MSystems, 2021, 6, . 1.7 27

22951 Co-occurrence and patterns of phosphate solubilizing, salt and metal tolerant and
antibiotic-resistant bacteria in diverse soils. 3 Biotech, 2021, 11, 356. 1.1 4

22952 Divergence and introgression in small apes, the genus Hylobates, revealed by reduced representation
sequencing. Heredity, 2021, 127, 312-322. 1.2 5

22953 <i>Gaeumannomyces nanograminis</i>, sp. nov., a hyphopodiate fungus identified from diseased roots
of ultradwarf bermudagrass in the United States. Mycologia, 2021, 113, 1-11. 0.8 2

22954 A Comprehensive Phylogenetic and Bioinformatics Survey of Lectins in the Fungal Kingdom. Journal of
Fungi (Basel, Switzerland), 2021, 7, 453. 1.5 19

22955 A chromosome-level genome assembly of rugged rose (Rosa rugosa) provides insights into its
evolution, ecology, and floral characteristics. Horticulture Research, 2021, 8, 141. 2.9 29

22956 Timer-based proteomic profiling of the ubiquitin-proteasome system reveals a substrate receptor of
the GID ubiquitin ligase. Molecular Cell, 2021, 81, 2460-2476.e11. 4.5 39

22957 Metagenomic Exploration of Bacterial Community Structure of Earthwormsâ€™ Gut. Journal of Pure and
Applied Microbiology, 2021, 15, 1156-1172. 0.3 5

22958 Rapid genotyping of tilapia lake virus (TiLV) using Nanopore sequencing. Journal of Fish Diseases, 2021,
44, 1491-1502. 0.9 10

22959 Cryogenian Origin and Subsequent Diversification of the Plant Cell-Wall Enzyme XTH Family. Plant and
Cell Physiology, 2021, 62, 1874-1889. 1.5 20

22960 A new cryptic species of the Pristimantis lacrimosus group (Anura, Strabomantidae) from the eastern
slopes of the Ecuadorian Andes. Evolutionary Systematics, 0, 5, 151-175. 0.2 7



1261

Citation Report

# Article IF Citations

22961 Variability of Mitochondrial DNA Control Region and Phylogeography of Russet Ground Squirrel
(Spermophilus major, Sciuridae, Rodentia). Russian Journal of Genetics, 2021, 57, 825-835. 0.2 3

22962 Two Apriona Species Sharing a Host Niche Have Different Gut Microbiome Diversity. Microbial
Ecology, 2022, 83, 1059-1072. 1.4 10

22963 Functional Characterization of the Oxantel-Sensitive Acetylcholine Receptor from Trichuris muris.
Pharmaceuticals, 2021, 14, 698. 1.7 6

22964 Pairwise learning for predicting pollination interactions based on traits and phylogeny. Ecological
Modelling, 2021, 451, 109508. 1.2 7

22965 Plant PIEZO homologs modulate vacuole morphology during tip growth. Science, 2021, 373, 586-590. 6.0 58

22966 Coral symbionts evolved a functional polycistronic flavodiiron gene. Photosynthesis Research, 2022,
151, 113-124. 1.6 8

22967 A new species of the deep-sea shrimp genus Spongicoloides (Decapoda: Spongicolidae) from the South
China Sea. Zootaxa, 2021, 5005, 276-290. 0.2 0

22968 Rapid ecosystem-scale consequences of acute deoxygenation on a Caribbean coral reef. Nature
Communications, 2021, 12, 4522. 5.8 42

22969
PHYLOGEOGRAPHIC AND GENETIC DIVERSITY OF PORCELLIONIDES PRUINOSUS AND PORCELLIO LAEVIS BY
USING THE MITOCHONDRIAL CYTOCHROME C OXIDASE SUBUNIT 1 SEQUENCE. Egyptian Journal of
Zoology, 2021, .

0.0 0

22970 Dissecting the chromosome-level genome of the Asian Clam (Corbicula fluminea). Scientific Reports,
2021, 11, 15021. 1.6 5

22971 Mitochondrial Genomes from Two Specialized Subfamilies of Reduviidae (Insecta: Hemiptera) Reveal
Novel Gene Rearrangements of True Bugs. Genes, 2021, 12, 1134. 1.0 8

22972 Genome-Wide Identification, Structure Characterization, and Expression Pattern Profiling of the
Aquaporin Gene Family in Betula pendula. International Journal of Molecular Sciences, 2021, 22, 7269. 1.8 4

22973
Comparison of Silks from Pseudoips prasinana and Bombyx mori Shows Molecular Convergence in
Fibroin Heavy Chains but Large Differences in Other Silk Components. International Journal of
Molecular Sciences, 2021, 22, 8246.

1.8 7

22975 A Mechanically Transmitted DNA Mycovirus Is Targeted by the Defence Machinery of Its Host, Botrytis
cinerea. Viruses, 2021, 13, 1315. 1.5 27

22976
Nanopore metagenomic sequencing of influenza virus directly from respiratory samples: diagnosis,
drug resistance and nosocomial transmission, United Kingdom, 2018/19 influenza season.
Eurosurveillance, 2021, 26, .

3.9 17

22977 Putative mobilized colistin resistance genes in the human gut microbiome. BMC Microbiology, 2021, 21,
220. 1.3 6

22978 Effects of fermented Broussonetia papyrifera on growth, intestinal antioxidant, inflammation and
microbiota of grass carp (Ctenopharyngodon idella). Aquaculture Reports, 2021, 20, 100673. 0.7 7

22980 Evolutionary history of Hemerocallis in Japan inferred from chloroplast and nuclear phylogenies and
levels of interspecific gene flow. Molecular Phylogenetics and Evolution, 2021, 164, 107264. 1.2 14



1262

Citation Report

# Article IF Citations

22981 Exploring the Individual Bacterial Microbiota of Questing Ixodes ricinus Nymphs. Microorganisms,
2021, 9, 1526. 1.6 2

22982 Community structure and activity potentials of archaeal communities in hadal sediments of the
Mariana and Mussau trenches. Marine Life Science and Technology, 2022, 4, 150-161. 1.8 6

22983 DNA transposons mediate duplications via transposition-independent and -dependent mechanisms in
metazoans. Nature Communications, 2021, 12, 4280. 5.8 9

22985 Using target capture to address conservation challenges: Populationâ€•level tracking of a
globallyâ€•traded herbal medicine. Molecular Ecology Resources, 2022, 22, 212-224. 2.2 11

22986 High-Quality Genome Assembly and Comprehensive Transcriptome of the Painted Lady
Butterfly<i>Vanessa cardui</i>. Genome Biology and Evolution, 2021, 13, . 1.1 10

22987 The complete mitochondrial genome of the wood tiger moth (<i>Arctia plantaginis</i>) and
phylogenetic analyses within Arctiinae. Mitochondrial DNA Part B: Resources, 2021, 6, 2171-2173. 0.2 0

22988
Performance and scaling behavior of bioinformatic applications in virtualization environments to
create awareness for the efficient use of compute resources. PLoS Computational Biology, 2021, 17,
e1009244.

1.5 7

22989 A chromosome-level genome assembly of Cairina moschata and comparative genomic analyses. BMC
Genomics, 2021, 22, 581. 1.2 4

22990 CAZyme prediction in ascomycetous yeast genomes guides discovery of novel xylanolytic species with
diverse capacities for hemicellulose hydrolysis. Biotechnology for Biofuels, 2021, 14, 150. 6.2 10

22991 Analysis of the Taxonomy and Pathogenic Factors of Pectobacterium aroidearum L6 Using
Whole-Genome Sequencing and Comparative Genomics. Frontiers in Microbiology, 2021, 12, 679102. 1.5 11

22992
Monitoring of Antimicrobial Resistance to Aminoglycosides and Macrolides in Campylobacter coli and
Campylobacter jejuni From Healthy Livestock in Spain (2002â€“2018). Frontiers in Microbiology, 2021, 12,
689262.

1.5 9

22993 Molecular Systematics of the Native Seagrass, Ruppia cf. Maritima (Ruppiaceae, Alismatales), on Hawaiâ€˜i
Island1. Pacific Science, 2021, 75, . 0.2 1

22994 Accurate large-scale phylogeny-aware alignment using BAli-Phy. Bioinformatics, 2021, 37, 4677-4683. 1.8 2

22995 Phormidepistatin from the Cyanobacterium UIC 10484: Assessing the Phylogenetic Distribution of the
Statine Pharmacophore. Journal of Natural Products, 2021, 84, 2256-2264. 1.5 2

22996
Screening of Biological Effectiveness of Endophytic Fungi Associated with Plectranthus amboinicus:
A focus on Aspergillus terreus. International Journal of Pharmaceutical Sciences Review and
Research, 2021, 69, .

0.1 0

22997 Characterization and Molecular Identification of Poly Urethane Degrading Bacteria. Journal of Pure
and Applied Microbiology, 2021, 15, 1291-1300. 0.3 0

22998 The Development of the Gut Microbiota and Short-Chain Fatty Acids of Layer Chickens in Different
Growth Periods. Frontiers in Veterinary Science, 2021, 8, 666535. 0.9 28

22999
Bacteria associated with wood tissues of Escaâ€•diseased grapevines: functional diversity and synergy
with <i>Fomitiporia mediterranea</i> to degrade wood components. Environmental Microbiology,
2021, 23, 6104-6121.

1.8 19



1263

Citation Report

# Article IF Citations

23000 Characterization of a novel strain ofÂ Tribonema minusÂ demonstrating high biomass productivity in
outdoor raceway ponds. Bioresource Technology, 2021, 331, 125007. 4.8 11

23001
Dynamic changes in microbial community structure in farming pond water and their effect on the
intestinal microbial community profile in juvenile common carp (Cyprinus carpio L.). Genomics, 2021,
113, 2547-2560.

1.3 9

23002
Improved genome assembly of Chinese shrimp (<i>Fenneropenaeus chinensis</i>) suggests adaptation
to the environment during evolution and domestication. Molecular Ecology Resources, 2022, 22,
334-344.

2.2 14

23003
Virulence and antimicrobial resistance genes are enriched in the plasmidome of clinical Escherichia
coli isolates compared with wastewater isolates from western Kenya. Infection, Genetics and
Evolution, 2021, 91, 104784.

1.0 5

23004
Morphological and Molecular Characterisation of a New Species of Parastrongyloides (Rhabditida:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 587 Td (Strongyloididae) from the Short-Beaked Echidna Tachyglossus aculeatus from Western Australia.

Acta Parasitologica, 2021, , 1.
0.4 0

23005 An astonishing wealth of new proteasome homologs. Bioinformatics, 2021, 37, 4694-4703. 1.8 3

23006 A Novel Family of RNA-Binding Proteins Regulate Polysaccharide Metabolism in <i>Bacteroides
thetaiotaomicron</i>. Journal of Bacteriology, 2021, 203, e0021721. 1.0 6

23007 Fish taxonomic, functional, and phylogenetic diversity and their vulnerabilities in the largest river in
southeastern China. Ecology and Evolution, 2021, 11, 11533-11548. 0.8 10

23008
Molecular and morphological analyses reveal pseudocryptic diversity in<i>Micromelo
undatus</i>(BruguiÃ¨re, 1792) (Gastropoda: Heterobranchia: Aplustridae). Systematics and Biodiversity,
2021, 19, 834-858.

0.5 5

23009 Integrating GWAS and transcriptomics to identify genes involved in seed dormancy in rice. Theoretical
and Applied Genetics, 2021, 134, 3553-3562. 1.8 6

23010 Molecular Dynamics Simulations Reveal Interactions of an IgG1 Antibody With Selected Fc Receptors.
Frontiers in Chemistry, 2021, 9, 705931. 1.8 4

23011 Comparative Transcriptome and Endophytic Bacterial Community Analysis of Morchella conica SH.
Frontiers in Microbiology, 2021, 12, 682356. 1.5 3

23012 Evolutionary History of DNA Methylation Related Genes in Bivalvia: New Insights From Mytilus
galloprovincialis. Frontiers in Ecology and Evolution, 2021, 9, . 1.1 3

23013 Exceptional ancient DNA preservation and fibre remains of a Sasanian saltmine sheep mummy in
ChehrÄ•bÄ•d, Iran. Biology Letters, 2021, 17, 20210222. 1.0 7

23014 Expression of several Phytophthora cinnamomi putative RxLRs provides evidence for virulence roles
in avocado. PLoS ONE, 2021, 16, e0254645. 1.1 6

23015 The CCCH zinc finger family of soybean (Glycine max L.): genome-wide identification, expression,
domestication, GWAS and haplotype analysis. BMC Genomics, 2021, 22, 511. 1.2 9

23016 Localised expression of OsIAA29 suggests a key role for auxin in regulating development of the dorsal
aleurone of early rice grains. Planta, 2021, 254, 40. 1.6 10

23019 Native range surveys for host-specific Acacia auriculiformis biocontrol agents â€“ A role for DNA
barcoding. Biological Control, 2021, 158, 104594. 1.4 10



1264

Citation Report

# Article IF Citations

23020 Quaternary climatic fluctuations influence the demographic history of two species of sky-island
endemic amphibians in the Neotropics. Molecular Phylogenetics and Evolution, 2021, 160, 107113. 1.2 15

23021 Quantifying the effects of hydrogen on carbon assimilation in a seafloor microbial community
associated with ultramafic rocks. ISME Journal, 2022, 16, 257-271. 4.4 12

23022
Identification and genetic characterization of an isolate of bovine adenovirus 7 from the United
States, a putative member of a new species in the genus Atadenovirus. Archives of Virology, 2021, 166,
2835-2839.

0.9 3

23023 Exploring the Microdiversity Within Marine Bacterial Taxa: Toward an Integrated Biogeography in the
Southern Ocean. Frontiers in Microbiology, 2021, 12, 703792. 1.5 9

23024 Increased Virulence of Outer Membrane Porin Mutants of Mycobacterium abscessus. Frontiers in
Microbiology, 2021, 12, 706207. 1.5 3

23025 Analysis of CRISPR systems of types II-A, I-E and I-C in strains of Lacticaseibacillus. International Dairy
Journal, 2021, 118, 105027. 1.5 1

23026 A conserved role for arrow in posterior axis patterning across Arthropoda. Developmental Biology,
2021, 475, 91-105. 0.9 14

23027 The mitochondrial genome of a minute springtail species <i>Megalothorax incertus</i> (Collembola:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (Neelipleona: Neelidae). Mitochondrial DNA Part B: Resources, 2021, 6, 2430-2432.0.2 2

23028
Analysis of Bacterial Communities on North Sea Macroalgae and Characterization of the Isolated
Planctomycetes Adhaeretor mobilis gen. nov., sp. nov., Roseimaritima multifibrata sp. nov., Rosistilla
ulvae sp. nov. and Rubripirellula lacrimiformis sp. nov.. Microorganisms, 2021, 9, 1494.

1.6 34

23029 Ostreibacterium oceani gen. nov., sp. nov., isolated from oyster, and description of Ostreibacteriaceae
fam. nov.. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 8

23030 A newly developed PCRâ€•based method revealed distinct Fusobacterium nucleatum subspecies infection
patterns in colorectal cancer. Microbial Biotechnology, 2021, 14, 2176-2186. 2.0 15

23031 Transmission dynamics and forecasts of the COVID-19 pandemic in Mexico, March-December 2020. PLoS
ONE, 2021, 16, e0254826. 1.1 11

23032 The methylome of the model arbuscular mycorrhizal fungus, Rhizophagus irregularis, shares
characteristics with early diverging fungi and Dikarya. Communications Biology, 2021, 4, 901. 2.0 17

23033 Metagenomic and viromic data mining reveals viral threats in biologically treated domestic
wastewater. Environmental Science and Ecotechnology, 2021, 7, 100105. 6.7 23

23034 Gene tree and species tree reconciliation with endosymbiotic gene transfer. Bioinformatics, 2021, 37,
i120-i132. 1.8 5

23035 Three new species of Australian anthiadine fishes, with comments on the monophyly of Pseudanthias
Bleeker (Teleostei: Serranidae). Zootaxa, 2021, 4996, 49-82. 0.2 2

23036
Genome-wide Identification and Expression Analysis of NAC Transcription Factor Family Genes during
Fruit and Kernel Development in Siberian Apricot. Journal of the American Society for Horticultural
Science, 2021, 146, 276-285.

0.5 2

23037 Responses of cucumber (<i>Cucumis sativus</i> L.) rhizosphere microbial community to some
agronomic management practices. FEMS Microbiology Ecology, 2021, 97, . 1.3 4



1265

Citation Report

# Article IF Citations

23038 Roles of interleukins in antibacterial immune defense of the brood pouch in the lined seahorse
Hippocampus erectus. Journal of Oceanology and Limnology, 2022, 40, 235-244. 0.6 4

23039
Characterization of Nucleotide Binding ÂSite-Encoding Genes in Sweetpotato, &lt;b&gt;&lt;i&gt;Ipomoea
batatas&lt;/i&gt;&lt;/b&gt;(L.) Lam., and Their Response to Biotic and Abiotic Stresses. Cytogenetic and
Genome Research, 2021, 161, 257-271.

0.6 7

23040
Root Endophytes and Ginkgo biloba Are Likely to Share and Compensate Secondary Metabolic
Processes, and Potentially Exchange Genetic Information by LTR-RTs. Frontiers in Plant Science, 2021,
12, 704985.

1.7 12

23042
Direct Molecular Evidence for an Ancient, Conserved Developmental Toolkit Controlling
Posttranscriptional Gene Regulation in Land Plants. Molecular Biology and Evolution, 2021, 38,
4765-4777.

3.5 1

23043 Oxygen-dependent changes in binding partners and post-translational modifications regulate the
abundance and activity of HIF-1Î±/2Î±. Science Signaling, 2021, 14, . 1.6 26

23044 Analyses of Virulence Genes of Clavibacter michiganensis subsp. michiganensis Strains Reveal
Heterogeneity and Deletions That Correlate with Pathogenicity. Microorganisms, 2021, 9, 1530. 1.6 4

23045 Chromosomal evolution in seagrasses: Is the chromosome number decreasing?. Aquatic Botany, 2021,
173, 103410. 0.8 5

23046 Sandaracinobacteroides hominis gen. nov., sp. nov., isolated from human skin. Archives of
Microbiology, 2021, 203, 5067-5074. 1.0 12

23047
Is mimicry a diversification-driver in ants? Biogeography, ecology, ethology, genetics and morphology
define a second West-Palaearctic <i>Colobopsis</i> species (Hymenoptera: Formicidae). Zoological
Journal of the Linnean Society, 2022, 194, 1424-1450.

1.0 9

23048
Assessment of total bacterial diversity in whiteleg shrimps and its aquaculture environment in
Pangkajene and Banyuwangi, Indonesia. Asia-Pacific Journal of Molecular Biology and Biotechnology,
0, , 26-37.

0.2 0

23049 The Welwitschia genome reveals aÂ unique biology underpinning extreme longevity in deserts. Nature
Communications, 2021, 12, 4247. 5.8 51

23050 Amelioration of metabolic disorders by a mushroom-derived polyphenols correlates with the
reduction of Ruminococcaceae in gut of DIO mice. Food Science and Human Wellness, 2021, 10, 442-451. 2.2 17

23051 Pliocene origins, Pleistocene refugia, and postglacial range expansions in southern devil scorpions
(Vaejovidae: Vaejovis carolinianus). Organisms Diversity and Evolution, 2021, 21, 575-590. 0.7 0

23052 The clinical importance of tandem exon duplication-derived substitutions. Nucleic Acids Research,
2021, 49, 8232-8246. 6.5 11

23053
Improving the phylogenetic resolution of Malaysian and Javan mahseer (Cyprinidae), Tor tambroides
and Tor tambra: Whole mitogenomes sequencing, phylogeny and potential mitogenome markers. Gene,
2021, 791, 145708.

1.0 16

23054 The complete mitochondrial genome of a non-biting midge <i>Polypedilum unifascium</i> (Tokunaga,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (1938) (Diptera: Chironomidae). Mitochondrial DNA Part B: Resources, 2021, 6, 2212-2213.0.2 10

23055
Update on Distribution and Conservation Status of Amphibians in the Democratic Peopleâ€™s Republic of
Korea: Conclusions Based on Field Surveys, Environmental Modelling, Molecular Analyses and Call
Properties. Animals, 2021, 11, 2057.

1.0 18

23056 African lates perches (Teleostei, Latidae, Lates): Paraphyly of Nile perch and recent colonization of
Lake Tanganyika. Molecular Phylogenetics and Evolution, 2021, 160, 107141. 1.2 9



1266

Citation Report

# Article IF Citations

23057 Allele mining in diverse accessions of tropical grasses to improve forage quality and reduce
environmental impact. Annals of Botany, 2021, 128, 627-637. 1.4 8

23058 Genomic analysis of field pennycress (Thlaspi arvense) provides insights into mechanisms of
adaptation to high elevation. BMC Biology, 2021, 19, 143. 1.7 23

23059 Evolution of Subfamily I.1 Lipases in Pseudomonas aeruginosa. Current Microbiology, 2021, 78,
3494-3504. 1.0 6

23060 Non-adaptive evolutionary processes governed the diversification of a temperate conifer lineage after
its migration into the tropics. Molecular Phylogenetics and Evolution, 2021, 160, 107125. 1.2 9

23061 Genome-Wide Characterization of B-Box Gene Family and Its Roles in Responses to Light Quality and
Cold Stress in Tomato. Frontiers in Plant Science, 2021, 12, 698525. 1.7 31

23062

Description of three new Alteromonas species Alteromonas antoniana sp. nov., Alteromonas
lipotrueae sp. nov. and Alteromonas lipotrueiana sp. nov. isolated from marine environments, and
proposal for reclassification of the genus Salinimonas as Alteromonas. Systematic and Applied
Microbiology, 2021, 44, 126226.

1.2 39

23063 Microzooplankton diversity and potential role in carbon cycling of contrasting Southern Ocean
productivity regimes. Journal of Marine Systems, 2021, 219, 103531. 0.9 9

23064 Safety assessment of Streptococcus salivarius DB-B5 as a probiotic candidate for oral health. Food
and Chemical Toxicology, 2021, 153, 112277. 1.8 7

23065 Ancient saltern metagenomics: tracking changes in microbes and their viruses from the underground
to the surface. Environmental Microbiology, 2021, 23, 3477-3498. 1.8 6

23066 Chromosomalâ€•scale genome assembly of Eleutherococcus senticosus provides insights into
chromosome evolution in Araliaceae. Molecular Ecology Resources, 2021, 21, 2204-2220. 2.2 10

23067 Excluding spatial sampling bias does not eliminate oversplitting in DNAâ€•based species delimitation
analyses. Ecology and Evolution, 2021, 11, 10327-10337. 0.8 8

23069
Phylogeny and taxonomy of &lt;i&gt;Phyllactinia&lt;/i&gt; species (powdery mildew:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 307 Td (&lt;i&gt;Erysiphaceae&lt;/i&gt;) occurring on the ash trees (&lt;i&gt;Fraxinus&lt;/i&gt; spp.).

Mycoscience, 2021, 62, 268-280.
0.3 4

23070 A chromosome-level genome assembly of the yellowfin seabream (Acanthopagrus latus; Hottuyn, 1782)
provides insights into its osmoregulation and sex reversal. Genomics, 2021, 113, 1617-1627. 1.3 13

23071 Circular DNA viruses identified in short-finned pilot whale and orca tissue samples. Virology, 2021,
559, 156-164. 1.1 4

23072 Assessment of the global circulation and endemicity of dengue. Transboundary and Emerging Diseases,
2021, , . 1.3 0

23073 Discovery and Characterization of Epemicins A and B, New 30-Membered Macrolides from
<i>Kutzneria</i> sp. CA-103260. ACS Chemical Biology, 2021, 16, 1456-1468. 1.6 8

23074 Genome sequence of Apostasia ramifera provides insights into the adaptive evolution in orchids. BMC
Genomics, 2021, 22, 536. 1.2 9

23075 A chromosome-level genome assembly of the miiuy croaker (Miichthys miiuy) using nanopore
sequencing and Hi-C. Aquaculture and Fisheries, 2024, 9, 218-225. 1.2 4



1267

Citation Report

# Article IF Citations

23076 G-Quadruplex in Gene Encoding Large Subunit of Plant RNA Polymerase II: A Billion-Year-Old Story.
International Journal of Molecular Sciences, 2021, 22, 7381. 1.8 13

23077 A sliver of the past: The decimation of the genetic diversity of the Mexican wolf. Molecular Ecology,
2021, 30, 6340-6354. 2.0 6

23078 Citizen science data opens multiple avenues for iridovirus research and prompts first detection of
Invertebrate iridescent virus 31 in Australia. Journal of Invertebrate Pathology, 2021, 183, 107619. 1.5 0

23079
Phylogenomic systematics of the spotted skunks (Carnivora, Mephitidae, Spilogale): Additional species
diversity and Pleistocene climate change as a major driver of diversification. Molecular Phylogenetics
and Evolution, 2022, 167, 107266.

1.2 9

23080 A Diverse Viral Community from Predatory Wasps in Their Native and Invaded Range, with a New Virus
Infectious to Honey Bees. Viruses, 2021, 13, 1431. 1.5 10

23081 Evolution of a neuromuscular sexual dimorphism in the Drosophila montium species group. Scientific
Reports, 2021, 11, 15272. 1.6 3

23082 Genetic Diversity and Population Structure of Vibrio parahaemolyticus Isolated From Clinical and
Food Sources. Frontiers in Microbiology, 2021, 12, 708795. 1.5 6

23083 Sequence of the Mitochondrial Genome of Lactuca virosa Suggests an Unexpected Role in Lactuca
sativaâ€™s Evolution. Frontiers in Plant Science, 2021, 12, 697136. 1.7 4

23084 SNN-SB: Combining Partial Alignment Using Modified SNN Algorithm with Segment-Based for Multiple
Sequence Alignments. Journal of Physics: Conference Series, 2021, 1962, 012048. 0.3 0

23085 Rotavirus A Genome Segments Show Distinct Segregation and Codon Usage Patterns. Viruses, 2021, 13,
1460. 1.5 8

23086 Microbial Profiles of Retail Pacific Oysters (Crassostrea gigas) From Guangdong Province, China.
Frontiers in Microbiology, 2021, 12, 689520. 1.5 8

23087
De Novo Sequencing and High-Contiguity Genome Assembly of Moniezia expansa Reveals Its Specific
Fatty Acid Metabolism and Reproductive Stem Cell Regulatory Network. Frontiers in Cellular and
Infection Microbiology, 2021, 11, 693914.

1.8 3

23088 The Wild Sugarcane and Sorghum Kinomes: Insights Into Expansion, Diversification, and Expression
Patterns. Frontiers in Plant Science, 2021, 12, 668623. 1.7 18

23089 Genomics and transcriptomics yields a system-level view of the biology of the pathogen Naegleria
fowleri. BMC Biology, 2021, 19, 142. 1.7 18

23091 Evolution of hes gene family in vertebrates: the hes5 cluster genes have specifically increased in
frogs. Bmc Ecology and Evolution, 2021, 21, 147. 0.7 3

23092
A New Method for Standardizing Inland Fish Community Surveys: Characterizing Habitat Associated
with Small-Bodied Fish Species, Abundance, and Size Distributions in a Highly Modified Estuary.
Frontiers in Environmental Science, 2021, 9, .

1.5 0

23094 The sequenced genomes of nonflowering land plants reveal the innovative evolutionary history of
peptide signaling. Plant Cell, 2021, 33, 2915-2934. 3.1 30

23095 Nationwide genomic atlas of soil-dwelling Listeria reveals effects of selection and population
ecology on pangenome evolution. Nature Microbiology, 2021, 6, 1021-1030. 5.9 54



1268

Citation Report

# Article IF Citations

23096 A chromosome-scale genome sequence of pitaya (Hylocereus undatus) provides novel insights into the
genome evolution and regulation of betalain biosynthesis. Horticulture Research, 2021, 8, 164. 2.9 44

23097 Insulin signaling regulates longevity through protein phosphorylation in Caenorhabditis elegans.
Nature Communications, 2021, 12, 4568. 5.8 38

23098 Genome analysis of cotton leafroll dwarf virus reveals variability in the silencing suppressor
protein, genotypes and genomic recombinants in the USA. PLoS ONE, 2021, 16, e0252523. 1.1 10

23099 Maternal genetic origin of the late and final Neolithic human populations from presentâ€•day Poland.
American Journal of Physical Anthropology, 2021, 176, 223-236. 2.1 3

23100 Ribosome heterogeneity in <i>Drosophila melanogaster</i> gonads through paralog-switching.
Nucleic Acids Research, 2022, 50, 2240-2257. 6.5 28

23101 â€œCandidatus Chlorobium masyuteum,â€• a Novel Photoferrotrophic Green Sulfur Bacterium Enriched
From a Ferruginous Meromictic Lake. Frontiers in Microbiology, 2021, 12, 695260. 1.5 8

23102 Evolutionary history and functional characterization of Lj-TICAM-a and Lj-TICAM-b formed via
lineage-specific tandem duplication in lamprey (Lampetra japonica). Genomics, 2021, 113, 2756-2768. 1.3 3

23105 Phylogenetic relationships among subclades within the Trinity bristle snail species complex, riverine
barriers, and re-classification. California Fish and Wildlife Journal, 2021, , 107-145. 0.2 4

23108 Identification and Characterization of DAMs Mutations Associated With Early Blooming in Sweet
Cherry, and Validation of DNA-Based Markers for Selection. Frontiers in Plant Science, 2021, 12, 621491. 1.7 9

23109 Natural Selection Shapes Maintenance of Orthologous sRNAs in Divergent Host-Restricted Bacterial
Genomes. Molecular Biology and Evolution, 2021, 38, 4778-4791. 3.5 2

23110
Genome-wide analysis of the B3 transcription factors reveals that RcABI3/VP1 subfamily plays
important roles in seed development and oil storage in castor bean (Ricinus communis). Plant
Diversity, 2022, 44, 201-212.

1.8 8

23112 Seeing the Forest through the (Phylogenetic) Trees: Functional Characterisation of Grapevine Terpene
Synthase (VviTPS) Paralogues and Orthologues. Plants, 2021, 10, 1520. 1.6 1

23114 Characterization, Pathogenicity, Phylogeny, and Comparative Genomic Analysis of<i>Pseudomonas
tolaasii</i>Strains Isolated from Various Mushrooms in China. Phytopathology, 2022, 112, 521-534. 1.1 2

23115 Full Genome Evolutionary Studies of Wheat Streak Mosaic-Associated Viruses Using High-Throughput
Sequencing. Frontiers in Microbiology, 2021, 12, 699078. 1.5 13

23117 Draft Genome Sequences of the Three <i>Massilia</i> Strains AB1, ST3, and ZL223. Microbiology
Resource Announcements, 2021, 10, e0045121. 0.3 1

23118 Phylogenomics of the bumblebee catfishes (Siluriformes: Pseudopimelodidae) using ultraconserved
elements. Journal of Zoological Systematics and Evolutionary Research, 0, , . 0.6 7

23121 Adaptation-Driven Evolution of Sirtuin 1 (SIRT1), a Key Regulator of Metabolism and Aging, in Marmot
Species. Frontiers in Ecology and Evolution, 2021, 9, . 1.1 0

23122 Evolution of a Ïƒâ€“(c-di-GMP)â€“anti-Ïƒ switch. Proceedings of the National Academy of Sciences of the
United States of America, 2021, 118, . 3.3 11



1269

Citation Report

# Article IF Citations

23123 The Chloroplast Phylogenomics and Systematics of Zoysia (Poaceae). Plants, 2021, 10, 1517. 1.6 6

23125 Relict groups of spiny frogs indicate Late Paleogene-Early Neogene trans-Tibet dispersal of
thermophile faunal elements. PeerJ, 2021, 9, e11793. 0.9 7

23126 Chromosomeâ€•level genome assembly of <i>ScapharcaÂ kagoshimensis</i> reveals the expanded molecular
basis of heme biosynthesis in ark shells. Molecular Ecology Resources, 2022, 22, 295-306. 2.2 5

23127 Revealing the full biosphere structure and versatile metabolic functions in the deepest ocean
sediment of the Challenger Deep. Genome Biology, 2021, 22, 207. 3.8 27

23128 Analysis of geographic centrality and genetic diversity in the declining grasshopper species
Bryodemella tuberculata (Orthoptera: Oedipodinae). Biodiversity and Conservation, 2021, 30, 2773-2796. 1.2 3

23129 Microplastics accumulate fungal pathogens in terrestrial ecosystems. Scientific Reports, 2021, 11,
13214. 1.6 95

23130 Halobaculum halophilum sp. nov. and Halobaculum salinum sp. nov., isolated from salt lake and saline
soil. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 10

23131 Genomic evidence for the parallel regression of melatonin synthesis and signaling pathways in
placental mammals. Open Research Europe, 0, 1, 75. 2.0 3

23132 Diverse Profile of Fermentation Byproducts From Thin Stillage. Frontiers in Bioengineering and
Biotechnology, 2021, 9, 695306. 2.0 16

23135 A New Species of the Loricariid Catfish Genus Loricariichthys (Teleostei: Siluriformes) from Eastern
Brazil. Ichthyology and Herpetology, 2021, 109, . 0.3 2

23137 Portobelamides A and B and Caciqueamide, Cytotoxic Peptidic Natural Products from a Caldora sp.
Marine Cyanobacterium. Journal of Natural Products, 2021, 84, 2081-2093. 1.5 2

23138 The Taxonomic Status of Florida Caiman: A Molecular Reappraisal. Journal of Herpetology, 2021, 55, . 0.2 1

23139 Diversity and biogeography of Mediterranean freshwater blennies (Blenniidae, Salaria ). Diversity and
Distributions, 2021, 27, 1832-1847. 1.9 6

23140 Demographic Attritions, Elevational Refugia, and the Resilience of Insect Populations to Projected
Global Warming. American Naturalist, 2021, 198, 113-127. 1.0 5

23141 Two NLR immune receptors acquired high-affinity binding to a fungal effector through convergent
evolution of their integrated domain. ELife, 2021, 10, . 2.8 38

23142 Regulation of polyphosphate glucokinase gene expression through cotranscriptional processing in
<i>Mycobacterium tuberculosis</i> H37Rv. Journal of Biochemistry, 2021, 170, 593-609. 0.9 0

23143 Increasing Frequency and Transmission of HIV-1 Non-B Subtypes Among Men Who Have Sex With Men in
the Swiss HIV Cohort Study. Journal of Infectious Diseases, 2022, 225, 306-316. 1.9 5

23145 Antibiotic-Induced Dysbiosis of Microbiota Promotes Chicken Lipogenesis by Altering Metabolomics in
the Cecum. Metabolites, 2021, 11, 487. 1.3 18



1270

Citation Report

# Article IF Citations

23146 The Cotton Mealybug Is Spreading along the Mediterranean: First Pest Detection in Italian Tomatoes.
Insects, 2021, 12, 675. 1.0 8

23147 Neanthes goodayi sp. nov. (Annelida, Nereididae), a remarkable new annelid species living inside
deep-sea polymetallic nodules. European Journal of Taxonomy, 0, 760, 160-185. 0.6 12

23148 Evolutionarily recent dual obligatory symbiosis among adelgids indicates a transition between
fungus- and insect-associated lifestyles. ISME Journal, 2022, 16, 247-256. 4.4 16

23149 Insights Into the Phylogenetic Distribution, Diversity, Structural Attributes, and Substrate Specificity
of Putative Cyanobacterial Orthocaspases. Frontiers in Microbiology, 2021, 12, 682306. 1.5 3

23150 High-precision and cost-efficient sequencing for real-time COVID-19 surveillance. Scientific Reports,
2021, 11, 13669. 1.6 15

23151
Evolution of the MLO gene families in octoploid strawberry (<i>Fragaria</i> Ã—<i>ananassa</i>) and
progenitor diploid species identified potential genes for strawberry powdery mildew resistance.
Horticulture Research, 2021, 8, 153.

2.9 11

23152
Robust and efficient software for referenceâ€•free genomic diversity analysis of
genotypingâ€•byâ€•sequencing data on diploid and polyploid species. Molecular Ecology Resources, 2022, 22,
439-454.

2.2 6

23153 Co-circulation of multiple influenza A reassortants in swine harboring genes from seasonal human
and swine influenza viruses. ELife, 2021, 10, . 2.8 16

23154 A study of the composition of the Obsoletus complex and genetic diversity of Culicoides obsoletus
populations in Spain. Parasites and Vectors, 2021, 14, 351. 1.0 2

23157 Molecular fossils illuminate the evolution of retroviruses following a macroevolutionary
transition from land to water. PLoS Pathogens, 2021, 17, e1009730. 2.1 6

23158
Description of the marine predator <i>Sericomyxa perlucida</i> gen. et sp. nov., a cultivated
representative of the deepest branching lineage of vampyrellid amoebae (Vampyrellida, Rhizaria).
Journal of Eukaryotic Microbiology, 2021, 68, e12864.

0.8 6

23159
The <i>Pseudoalteromonas</i> multipartite genome: distribution and expression of pangene
categories, and a hypothesis for the origin and evolution of the chromid. G3: Genes, Genomes,
Genetics, 2021, 11, .

0.8 6

23160 Identification and a full genome analysis of novel camel hepatitis E virus strains obtained from
Bactrian camels in Mongolia. Virus Research, 2021, 299, 198355. 1.1 14

23161 Two mitochondrial genomes of Taiwanese rhinoceros beetles, Oryctes rhinoceros and Eophileurus
chinensis (Coleoptera: Scarabaeidae). Mitochondrial DNA Part B: Resources, 2021, 6, 2260-2262. 0.2 4

23162 Exiguobacterium algae sp. nov. and Exiguobacterium qingdaonense sp. nov., two novel moderately
halotolerant bacteria isolated from the coastal algae. Antonie Van Leeuwenhoek, 2021, 114, 1399-1406. 0.7 12

23163 Identifying and Characterizing Trans Women in the Swiss HIV Cohort Study as an Epidemiologically
Distinct Risk Group. Clinical Infectious Diseases, 2022, 74, 1468-1475. 2.9 3

23164
Evolution of Renal-Disease Factor APOL1 Results in <i>Cis</i> and <i>Trans</i> Orientations at the
Endoplasmic Reticulum That Both Show Cytotoxic Effects. Molecular Biology and Evolution, 2021, 38,
4962-4976.

3.5 9

23165 Two new endophytic species enrich the Coniochaeta endophytica / C. prunicola clade: Coniochaeta
lutea sp. nov. and C. palaoa sp. nov.. Plant and Fungal Systematics, 2021, 66, 66-78. 0.7 3



1271

Citation Report

# Article IF Citations

23166 Toward an understanding of tree frog (Hyla japonica) for predator deterrence. Amino Acids, 2021, 53,
1405-1413. 1.2 2

23167
Impact of cellulose properties on enzymatic degradation by bacterial GH48 enzymes: Structural and
mechanistic insights from processive Bacillus licheniformis Cel48B cellulase. Carbohydrate Polymers,
2021, 264, 118059.

5.1 6

23168 Inopinatum lactosum gen. & comb. nov., the first yeast-like fungus in Leotiomycetes. International
Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 4

23169
Genome-wide analyses of human noroviruses provide insights on evolutionary dynamics and evidence
of coexisting viral populations evolving under recombination constraints. PLoS Pathogens, 2021, 17,
e1009744.

2.1 29

23170 Condensation of pericentrin proteins in human cells illuminates phase separation in centrosome
assembly. Journal of Cell Science, 2021, 134, . 1.2 29

23171 Kinship networks of seed exchange shape spatial patterns of plant virus diversity. Nature
Communications, 2021, 12, 4505. 5.8 4

23172 Characterization and genome analysis of novel Klebsiella phage BUCT556A with lytic activity against
carbapenemase-producing Klebsiella pneumoniae. Virus Research, 2021, 303, 198506. 1.1 11

23173 Features of the Microbial Composition of the Belozersky Group Soda Lakes (Republic of Buryatia).
Inland Water Biology, 2021, 14, 368-376. 0.2 0

23174
A comparative genomic analysis of Xanthomonas arboricola pv. juglandis strains reveal hallmarks of
mobile genetic elements in the adaptation and accelerated evolution of virulence. Genomics, 2021, 113,
2513-2525.

1.3 9

23175 TRAPID 2.0: a web application for taxonomic and functional analysis of<i>de novo</i>transcriptomes.
Nucleic Acids Research, 2021, 49, e101-e101. 6.5 21

23176 A molecular phylogeny of forktail damselflies (genus Ischnura) reveals a dynamic macroevolutionary
history of female colour polymorphisms. Molecular Phylogenetics and Evolution, 2021, 160, 107134. 1.2 12

23177 Maize <i>Brittle Stalk2-Like3</i>, encoding a COBRA protein, functions in cell wall formation and
carbohydrate partitioning. Plant Cell, 2021, 33, 3348-3366. 3.1 17

23178
Proposal of Carbonactinosporaceae fam. nov. within the class Actinomycetia. Reclassification of
Streptomyces thermoautotrophicus as Carbonactinospora thermoautotrophica gen. nov., comb. nov.
Systematic and Applied Microbiology, 2021, 44, 126223.

1.2 20

23180 Species delimitation in <i>Noccaea densiflora</i> species complex (Brassicaceae) based on
morphological and molecular data. Botany, 2021, 99, 389-402. 0.5 0

23181 The CaCA superfamily genes in Saccharum: comparative analysis and their functional implications in
response to biotic and abiotic stress. BMC Genomics, 2021, 22, 549. 1.2 11

23182 Hidden diversity of Ctenophora revealed by new mitochondrial <i>COI</i> primers and sequences.
Molecular Ecology Resources, 2022, 22, 283-294. 2.2 10

23183 Integrative ichthyological species delimitation in the Greenthroat Darter complex (Percidae:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Etheostomatinae). Zoologica Scripta, 2021, 50, 707-733.0.7 4

23185 Phylogeny and sex chromosome evolution of Palaeognathae. Journal of Genetics and Genomics, 2022,
49, 109-119. 1.7 10



1272

Citation Report

# Article IF Citations

23186 Phylogenomics of Palythoa (Hexacorallia:Â Zoantharia): probing species boundaries in a globally
distributed genus. Coral Reefs, 0, , 1. 0.9 2

23187 A fresh start in ambersnail (Gastropoda: Succineidae) taxonomy: finding a foothold using a
widespread species of Oxyloma. European Journal of Taxonomy, 0, 757, . 0.6 1

23188
Hanseniaspora smithiae sp. nov., a Novel Apiculate Yeast Species From Patagonian Forests That Lacks
the Typical Genomic Domestication Signatures for Fermentative Environments. Frontiers in
Microbiology, 2021, 12, 679894.

1.5 10

23189 Draft Genome of the Mirrorwing Flyingfish (Hirundichthys speculiger). Frontiers in Genetics, 2021, 12,
695700. 1.1 1

23190 Defensive hypervariable regions confer superinfection exclusion in microviruses. Proceedings of the
National Academy of Sciences of the United States of America, 2021, 118, . 3.3 13

23191 Dynamic change in bacterial communities in the integrated riceâ€“fish farming system in Sleman,
Yogyakarta, Indonesia. Aquaculture Research, 2021, 52, 5566-5578. 0.9 12

23192 Mitogenomics, Phylogeny and Morphology Reveal Ophiocordyceps pingbianensis Sp. Nov., an
Entomopathogenic Fungus from China. Life, 2021, 11, 686. 1.1 5

23193 New Tardigrade Opsins and Differential Expression Analyses Show Ontogenic Variation in Light
Perception. Genome Biology and Evolution, 2021, 13, . 1.1 2

23195 Binding Properties of Photosynthetic Herbicides with the QB Site of the D1 Protein in Plant
Photosystem II: A Combined Functional and Molecular Docking Study. Plants, 2021, 10, 1501. 1.6 22

23196 Local intestinal microbiota response and systemic effects of feeding black soldier fly larvae to
replace soybean meal in growing pigs. Scientific Reports, 2021, 11, 15088. 1.6 15

23197
Molecular and Morphological Characterization of Colaconema formosanum sp. nov.
(Colaconemataceae, Rhodophyta)â€”A New Endophytic Filamentous Red Algal Species from Taiwan.
Journal of Marine Science and Engineering, 2021, 9, 809.

1.2 6

23198 In Silico Analysis of Potential Outer Membrane Beta-Barrel Proteins in Aeromonas hydrophila
Pangenome. International Journal of Peptide Research and Therapeutics, 2021, , 1-9. 0.9 1

23199 <i>Salmonella enterica</i> BcfH Is a Trimeric Thioredoxin-Like Bifunctional Enzyme with Both Thiol
Oxidase and Disulfide Isomerase Activities. Antioxidants and Redox Signaling, 2021, 35, 21-39. 2.5 7

23200 DNA barcoding reveals the temporal community composition of drifting fish eggs in the lower
Hongshui River, China. Ecology and Evolution, 2021, 11, 11507-11514. 0.8 5

23201 <i>CCD</i> <sup>2</sup>: design constructs for protein expression, the easy way. Acta
Crystallographica Section D: Structural Biology, 2021, 77, 992-1000. 1.1 1

23202 Atelerix algirus, the North African Hedgehog: Suitable Wild Host for Infected Ticks and Fleas and
Reservoir of Vector-Borne Pathogens in Tunisia. Pathogens, 2021, 10, 953. 1.2 9

23203 Expression of Melocactus glaucescens SERK1 sheds new light on the mechanism of areolar activation
in cacti. Plant Cell, Tissue and Organ Culture, 2021, 147, 437-451. 1.2 2

23205 Genetic and phylogenetic analysis of dissimilatory iodate-reducing bacteria identifies potential niches
across the worldâ€™s oceans. ISME Journal, 2022, 16, 38-49. 4.4 21



1273

Citation Report

# Article IF Citations

23207 An Ecological Basis for Dual Genetic Code Expansion in Marine Deltaproteobacteria. Frontiers in
Microbiology, 2021, 12, 680620. 1.5 4

23209
Molecular detection of putative pathogens to determine any role in a causal relationship with
abnormal vertical growth syndrome of macadamia. European Journal of Plant Pathology, 2021, 161,
427-437.

0.8 4

23210 Comparative analysis of two paradigm bacteriophytochromes reveals opposite functionalities in
two-component signaling. Nature Communications, 2021, 12, 4394. 5.8 22

23211 Two isoforms of the essential <i>C. elegans</i> Argonaute CSR-1 differentially regulate sperm and
oocyte fertility. Nucleic Acids Research, 2021, 49, 8836-8865. 6.5 23

23212 Another blow to the conserved gene order in Annelida: Evidence from mitochondrial genomes of the
calcareous tubeworm genus Hydroides. Molecular Phylogenetics and Evolution, 2021, 160, 107124. 1.2 17

23213
From the river to the ocean: mitochondrial DNA analyses provide evidence of spectacled caimans
(<i>Caiman crocodilus</i> Linnaeus 1758) mainlandâ€“insular dispersal. Biological Journal of the
Linnean Society, 2021, 134, 486-497.

0.7 5

23214 Rapid Radiation and Rampant Reticulation: Phylogenomics of South American<i>Liolaemus</i>Lizards.
Systematic Biology, 2022, 71, 286-300. 2.7 20

23215 Pseudomonas lactucae sp. nov., a pathogen causing bacterial rot of lettuce in Japan. International
Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 6

23216 Lactobacillus corticis sp. nov., isolated from hardwood bark. International Journal of Systematic and
Evolutionary Microbiology, 2021, 71, . 0.8 9

23217 Genome based reclassification of Deinococcus swuensis as a heterotypic synonym of Deinococcus
radiopugnans. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 5

23218

Reticulibacter mediterranei gen. nov., sp. nov., within the new family Reticulibacteraceae fam. nov.,
and Ktedonospora formicarum gen. nov., sp. nov., Ktedonobacter robiniae sp. nov., Dictyobacter
formicarum sp. nov. and Dictyobacter arantiisoli sp. nov., belonging to the class Ktedonobacteria.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, .

0.8 35

23219
Combination of nuclear and mitochondrial markers as a useful tool to identify Ctenophthalmus
species and subspecies (Siphonaptera: Ctenophthalmidae). Organisms Diversity and Evolution, 2021, 21,
547-559.

0.7 2

23220 LPA2 protein is involved in photosystemÂ II assembly in <i>Chlamydomonas reinhardtii</i>. Plant Journal,
2021, 107, 1648-1662. 2.8 11

23221 Detection of Breinlia sp. (Nematoda) in the Leadbeater's possum (Gymnobelideus leadbeateri).
International Journal for Parasitology: Parasites and Wildlife, 2021, 15, 249-254. 0.6 3

23222 Geometric morphometric analysis of spore shapes improves identification of fungi. PLoS ONE, 2021, 16,
e0250477. 1.1 1

23225 From Roots to Leaves: The Capacity of <i>Micromonospora</i> to Colonize Different Legume Tissues.
Phytobiomes Journal, 2022, 6, 35-44. 1.4 7

23226 Harris Hawks Optimizer for Solving Multiple Sequence Alignment. Journal of Physics: Conference
Series, 2021, 1997, 012008. 0.3 0

23227 The potential prebiotic effect of 2â€•Butyloctanol on the human axillary microbiome. International
Journal of Cosmetic Science, 2021, 43, 627-635. 1.2 2



1274

Citation Report

# Article IF Citations

23228 Structural basis of PETISCO complex assembly during piRNA biogenesis in <i>C. elegans</i>. Genes and
Development, 2021, 35, 1304-1323. 2.7 14

23229 Genomic islands targeting dusA in Vibrio species are distantly related to Salmonella Genomic Island 1
and mobilizable by IncC conjugative plasmids. PLoS Genetics, 2021, 17, e1009669. 1.5 8

23230 Complete genome sequencing and comparative genome analysis of the extremely halophilic archaea,
<i>Haloterrigena daqingensis</i>. Biotechnology and Applied Biochemistry, 2022, 69, 1482-1488. 1.4 3

23231 Comparative genomics and in silico gene evaluation involved in the probiotic potential of
Bifidobacterium longum 51A. Gene, 2021, 795, 145781. 1.0 7

23233 Virome analysis of ticks in a forest region of Liaoning, China: characterization of a novel hepe-like
virus sequence. Virology Journal, 2021, 18, 163. 1.4 11

23234 Overexpression of the CaHB12 transcription factor in cotton (Gossypium hirsutum) improves drought
tolerance. Plant Physiology and Biochemistry, 2021, 165, 80-93. 2.8 11

23235 Identification of One Critical Amino Acid Residue of the Nucleoprotein as a Determinant for <i>In
Vitro</i> Replication Fitness of Influenza D Virus. Journal of Virology, 2021, 95, e0097121. 1.5 3

23236 Technology dictates algorithms: recent developments in read alignment. Genome Biology, 2021, 22, 249. 3.8 51

23237
High-Level Diversity of Basal Fungal Lineages and the Control of Fungal Community Assembly by
Stochastic Processes in Mangrove Sediments. Applied and Environmental Microbiology, 2021, 87,
e0092821.

1.4 26

23238 The effects of smoking and drinking on the oral and esophageal microbiota of healthy people. Annals
of Translational Medicine, 2021, 9, 1244-1244. 0.7 6

23239 Identification of a novel pegivirus in pet cats (Felis silvestris catus) in Japan. Virus Research, 2021, 301,
198452. 1.1 3

23240 Reticulate evolution in Conidae: Evidence of nuclear and mitochondrial introgression. Molecular
Phylogenetics and Evolution, 2021, 161, 107182. 1.2 6

23241
Paraphyly and evolutionary independent lineages in Gymnotus pantherinus (Gymnotiformes:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 267 Td (Gymnotidae) in the Brazilian Atlantic Forest Coastal Streams. Molecular Phylogenetics and Evolution,

2021, 161, 107159.
1.2 1

23242 The morphogenesis of different giant viruses as additional evidence for a common origin of
Nucleocytoviricota. Current Opinion in Virology, 2021, 49, 102-110. 2.6 9

23243 Rapid adaptive radiation in a hillstream cyprinid fish in the East African White Nile River basin.
Molecular Ecology, 2021, 30, 5530-5550. 2.0 9

23244 Inhibiting Type VI Secretion System Activity with a Biomimetic Peptide Designed To Target the Baseplate
Wedge Complex. MBio, 2021, 12, e0134821. 1.8 8

23245 Phylotranscriptomics points to multiple independent origins of multicellularity and cellular
differentiation in the volvocine algae. BMC Biology, 2021, 19, 182. 1.7 15

23246 Identification and Differentiation of Pseudomonas Species in Field Samples Using an <i>rpoD</i>
Amplicon Sequencing Methodology. MSystems, 2021, 6, e0070421. 1.7 10



1275

Citation Report

# Article IF Citations

23247 Fossil-calibrated time tree of Podarcis wall lizards provides limited support for biogeographic
calibration models. Molecular Phylogenetics and Evolution, 2021, 161, 107169. 1.2 15

23248 A simple method for the cultivation of the â€œunculturableâ€• asterinaceous fungi
(Asterinales/Dothideomycetes). Journal of Microbiological Methods, 2021, 187, 106272. 0.7 2

23249 Prevalence and Evolution of Noroviruses between 1966 and 2019, Implications for Vaccine Design.
Pathogens, 2021, 10, 1012. 1.2 6

23250 Identification of a pathway for electron uptake in Shewanella oneidensis. Communications Biology,
2021, 4, 957. 2.0 39

23251 Cheilanthes ecuadorensis: A New Species of Cheilanthes s. s. (Pteridaceae) from Northern South
America. Systematic Botany, 2021, 46, 249-259. 0.2 0

23252 Loss of smarcad1a accelerates tumorigenesis of malignant peripheral nerve sheath tumors in
zebrafish. Genes Chromosomes and Cancer, 2021, 60, 743-761. 1.5 3

23253 Exploring the evolutionary process of alkannin/shikonin <i>O</i>-acyltransferases by a reliable
<i>Lithospermum erythrorhizon</i> genome. DNA Research, 2021, 28, . 1.5 5

23254 Maximum antigen diversification in a lyme bacterial population and evolutionary strategies to
overcome pathogen diversity. ISME Journal, 2022, 16, 447-464. 4.4 8

23255 Characterization of Martelella soudanensis sp. nov., Isolated from a Mine Sediment. Microorganisms,
2021, 9, 1736. 1.6 1

23256 Wholeâ€•genome analysis of <scp><i>Klebsiella pneumoniae</i></scp> from bovine mastitis milk in the
U.S.. Environmental Microbiology, 2022, 24, 1183-1199. 1.8 13

23257 Formylglycine-Generating Enzyme-Like Proteins Constitute a Novel Family of Widespread Type VI
Secretion System Immunity Proteins. Journal of Bacteriology, 2021, 203, e0028121. 1.0 5

23258 A Unique Gene Module in Thermococcales Archaea Centered on a Hypervariable Protein Containing
Immunoglobulin Domains. Frontiers in Microbiology, 2021, 12, 721392. 1.5 1

23259 Atypical porcine pestivirusâ€”A widespread virus in the Swedish wild boar population. Transboundary
and Emerging Diseases, 2022, 69, 2349-2360. 1.3 5

23261
Genome-based reclassification of Caldicellulosiruptor lactoaceticus and Caldicellulosiruptor
kristjanssonii as later heterotypic synonyms of Caldicellulosiruptor acetigenus. International
Journal of Systematic and Evolutionary Microbiology, 2021, 71, .

0.8 11

23262 Haplotype-resolved genome of diploid ginger (<i>Zingiber officinale</i>) and its unique gingerol
biosynthetic pathway. Horticulture Research, 2021, 8, 189. 2.9 53

23263 Clandestinovirus: A Giant Virus With Chromatin Proteins and a Potential to Manipulate the Cell Cycle
of Its Host Vermamoeba vermiformis. Frontiers in Microbiology, 2021, 12, 715608. 1.5 17

23264 Immunogenicity of a new gorilla adenovirus vaccine candidate for COVID-19. Molecular Therapy, 2021,
29, 2412-2423. 3.7 41

23265 Genome Size Dynamics in Marine Ribbon Worms (Nemertea, Spiralia). Genes, 2021, 12, 1347. 1.0 2



1276

Citation Report

# Article IF Citations

23266 Diversity of maize (Zea mays L.) rhizobacteria with potential to promote plant growth. Brazilian
Journal of Microbiology, 2021, 52, 1807-1823. 0.8 6

23267 First Description of a Satellite DNA in Manateesâ€™ Centromeric Regions. Frontiers in Genetics, 2021, 12,
694866. 1.1 11

23268 A New Contact Killing Toxin Permeabilizes Cells and Belongs to a Broadly Distributed Protein Family.
MSphere, 2021, 6, e0031821. 1.3 5

23269 Prevalence of Hantaviruses Harbored by Murid Rodents in Northwestern Ukraine and Discovery of a
Novel Puumala Virus Strain. Viruses, 2021, 13, 1640. 1.5 3

23272
Genome-wide characterization and expression profiling of the Phospholipase C (PLC) gene family in
three orchids of economic importance. Journal of Genetic Engineering and Biotechnology, 2021, 19,
124.

1.5 5

23273
Identification of Tse8 as a Type VI secretion system toxin from Pseudomonas aeruginosa that targets
the bacterial transamidosome to inhibit protein synthesis in prey cells. Nature Microbiology, 2021, 6,
1199-1210.

5.9 30

23274 Phylogenetic Occurrence of the Phenylpropanoid Pathway and Lignin Biosynthesis in Plants. Frontiers
in Plant Science, 2021, 12, 704697. 1.7 49

23275 A Widespread Bacterial Secretion System with Diverse Substrates. MBio, 2021, 12, e0195621. 1.8 30

23276 Comparative transcriptome provides insights into the selection adaptation between wild and farmed
foxes. Ecology and Evolution, 2021, 11, 13475-13486. 0.8 2

23277 Silicon-rich soil amendments impact microbial community composition and the composition of arsM
bearing microbes. Plant and Soil, 2021, 468, 147-164. 1.8 7

23278 Rephine.r: a pipeline for correcting gene calls and clusters to improve phage pangenomes and
phylogenies. PeerJ, 2021, 9, e11950. 0.9 2

23279 Shewanella cyperi sp. nov., a facultative anaerobic bacterium isolated from mangrove sediment.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 8

23280 Phylotaxogenomics for the Reappraisal of the Genus Roseomonas With the Creation of Six New
Genera. Frontiers in Microbiology, 2021, 12, 677842. 1.5 182

23281 DNAâ€“MBF1 study using molecular dynamics simulations. European Biophysics Journal, 2021, 50,
1055-1067. 1.2 2

23282 Effect of HLA genotype on intravesical recurrence after bacillus Calmetteâ€“GuÃ©rin therapy for
non-muscle-invasive bladder cancer. Cancer Immunology, Immunotherapy, 2022, 71, 727-736. 2.0 9

23286 The Crystal Structure of the Ca2+-ATPase 1 from Listeria monocytogenes reveals a Pump Primed for
Dephosphorylation. Journal of Molecular Biology, 2021, 433, 167015. 2.0 5

23287 Iron Oxidation by a Fused Cytochrome-Porin Common to Diverse Iron-Oxidizing Bacteria. MBio, 2021,
12, e0107421. 1.8 34

23288 Metabolic potential of the imperfect denitrifier <i>Candidatus</i> Desulfobacillus denitrificans in an
anammox bioreactor. MicrobiologyOpen, 2021, 10, e1227. 1.2 4



1277

Citation Report

# Article IF Citations

23289 Bacterial abundance and community composition in green, brown and red water from intensive
catfish (Clarias sp.) culture ponds in Yogyakarta, Indonesia. Biodiversitas, 2021, 22, . 0.2 0

23290 Addition of <i>Trichocladium canadense</i> to an anaerobic membrane bioreactor: evaluation of the
microbial composition and reactor performance. Biofouling, 2021, 37, 711-723. 0.8 9

23291 An angiosperm NLR Atlas reveals that NLR gene reduction is associated with ecological specialization
and signal transduction component deletion. Molecular Plant, 2021, 14, 2015-2031. 3.9 57

23292 A remarkable legion of guests: Diversity and host specificity of army ant symbionts. Molecular
Ecology, 2021, 30, 5229-5246. 2.0 11

23293 Diversity and transmission of Aleutian mink disease virus in feral and farmed American mink and native
mustelids. Virus Evolution, 2021, 7, veab075. 2.2 8

23294
Genetic variation of two weevil pests of sweet potato, Cylas formicarius (Coleoptera: Brentidae) and
Euscepes postfasciatus (Coleoptera: Curculionidae), in Japan based on mitochondrial DNA. Applied
Entomology and Zoology, 2021, 56, 483-496.

0.6 0

23295 Lycophyte transcriptomes reveal two whole-genome duplications in Lycopodiaceae: Insights into the
polyploidization of Phlegmariurus. Plant Diversity, 2022, 44, 262-270. 1.8 6

23296 Toward a global DNA barcode reference library of the intolerant nonbiting midge genus
<i>Rheocricotopus</i> Brundin, 1956. Ecology and Evolution, 2021, 11, 12161-12172. 0.8 4

23297 Scattered migrating colony formation in the filamentous cyanobacterium, Pseudanabaena sp.
NIES-4403. BMC Microbiology, 2021, 21, 227. 1.3 7

23298
Targeting SARS-CoV-2 Nsp3 macrodomain structure with insights from human poly(ADP-ribose)
glycohydrolase (PARG) structures with inhibitors. Progress in Biophysics and Molecular Biology,
2021, 163, 171-186.

1.4 39

23299 Hb adaptation to hypoxia in high-altitude fishes: Fresh evidence from schizothoracinae fishes in the
Qinghai-Tibetan Plateau. International Journal of Biological Macromolecules, 2021, 185, 471-484. 3.6 8

23300 Secreted pectin monooxygenases drive plant infection by pathogenic oomycetes. Science, 2021, 373,
774-779. 6.0 106

23301 Reassessing Banana Phylogeny and Organelle Inheritance Modes Using Genome Skimming Data.
Frontiers in Plant Science, 2021, 12, 713216. 1.7 5

23302
Captive Common Marmosets (Callithrix jacchus) Are Colonized throughout Their Lives by a
Community of <i>Bifidobacterium</i> Species with Species-Specific Genomic Content That Can Support
Adaptation to Distinct Metabolic Niches. MBio, 2021, 12, e0115321.

1.8 8

23305 Remdesivir inhibits the polymerases of the novel filoviruses Lloviu and Bombali virus. Antiviral
Research, 2021, 192, 105120. 1.9 8

23306 Diploid genomic architecture of Nitzschia inconspicua, an elite biomass production diatom. Scientific
Reports, 2021, 11, 15592. 1.6 12

23307 Biological control activity of Trichoderma asperelloides PSU-P1 against gummy stem blight in
muskmelon (Cucumis melo). Physiological and Molecular Plant Pathology, 2021, 115, 101663. 1.3 17

23308
Finding needles in a haystackâ€”Extensive diversity in the eustigmatophyceae revealed by community
metabarcode analysis targeting the <i>rbc</i>L gene using lineageâ€•directed primers. Journal of
Phycology, 2021, 57, 1636-1647.

1.0 11



1278

Citation Report

# Article IF Citations

23309 Sphingomonas aliaeris sp. nov., a new species isolated from pork steak packed under modified
atmosphere. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 13

23310
Genome-based studies indicate that the Enterococcus faecium Clade B strains belong to Enterococcus
lactis species and lack of the hospital infection associated markers. International Journal of
Systematic and Evolutionary Microbiology, 2021, 71, .

0.8 35

23311 A cross-sectional overview of SARS-CoV-2 genome variations in Turkey. Turkish Journal of
Biochemistry, 2021, . 0.3 1

23312 The complete chloroplast genome of <i>Sisymbrium altissimum</i>. Mitochondrial DNA Part B:
Resources, 2021, 6, 2752-2753. 0.2 0

23313 Enhanced Recovery of Microbial Genes and Genomes From a Marine Water Column Using Long-Read
Metagenomics. Frontiers in Microbiology, 2021, 12, 708782. 1.5 17

23314 Comprehensive genomic survey, structural classification and expression analysis of C2H2-type zinc
finger factor in wheat (Triticum aestivum L.). BMC Plant Biology, 2021, 21, 380. 1.6 10

23316 Diversification of LytM Protein Functions in Polar Elongation and Cell Division of Agrobacterium
tumefaciens. Frontiers in Microbiology, 2021, 12, 729307. 1.5 11

23317 Enhancement in Bell Pepper (Capsicum annuum L.) Plants with Application of Roholtiella sp.
(Nostocales) under Soilless Cultivation. Agronomy, 2021, 11, 1624. 1.3 8

23318 The Changes in the p53 Protein across the Animal Kingdom Point to Its Involvement in Longevity.
International Journal of Molecular Sciences, 2021, 22, 8512. 1.8 9

23319 The structural basis for highâ€•affinity uptake of ligninâ€•derived aromatic compounds by proteobacterial
TRAP transporters. FEBS Journal, 2022, 289, 436-456. 2.2 3

23320 Targeted High-Resolution Taxonomic Identification of Bifidobacterium longum subsp. infantis Using
Human Milk Oligosaccharide Metabolizing Genes. Nutrients, 2021, 13, 2833. 1.7 9

23321 Irrigation has a higher impact on soil bacterial abundance, diversity and composition than nitrogen
fertilization. Scientific Reports, 2021, 11, 16901. 1.6 26

23322 Uncovering the Worldwide Diversity and Evolution of the Virome of the Mosquitoes Aedes aegypti
and Aedes albopictus. Microorganisms, 2021, 9, 1653. 1.6 23

23323 The structural basis of bacterial manganese import. Science Advances, 2021, 7, . 4.7 17

23324 Butyryl/Caproyl-CoA:Acetate CoA-transferase: cloning, expression and characterization of the key
enzyme involved in medium-chain fatty acid biosynthesis. Bioscience Reports, 2021, 41, . 1.1 9

23325 Diversity of Deep-Sea Scale-Worms (Annelida, Polynoidae) in the Clarion-Clipperton Fracture Zone.
Frontiers in Marine Science, 2021, 8, . 1.2 5

23326
Genetic Background and Antibiotic Resistance Profiles of K. pneumoniae NDM-1 Strains Isolated from
UTI, ABU, and the GI Tract, from One Hospital in Poland, in Relation to Strains Nationally and
Worldwide. Genes, 2021, 12, 1285.

1.0 4

23330 Revealing the community and metabolic potential of active methanotrophs by targeted metagenomics
in the Zoige wetland of the Tibetan Plateau. Environmental Microbiology, 2021, 23, 6520-6535. 1.8 8



1279

Citation Report

# Article IF Citations

23331 Blockage of bacterial FimH prevents mucosal inflammation associated with Crohnâ€™s disease.
Microbiome, 2021, 9, 176. 4.9 22

23332 Identification of Genetically Related HCV Infections Among Self-Described Injecting Partnerships.
Clinical Infectious Diseases, 2022, 74, 993-1003. 2.9 3

23334 Tight Adherence (Tad) Pilus Genes Indicate Putative Niche Differentiation in Phytoplankton Bloom
Associated Rhodobacterales. Frontiers in Microbiology, 2021, 12, 718297. 1.5 16

23335 The Malagasy enigmatic genus Apodocephala (Asteraceae), a new member of the tribe Athroismeae.
Willdenowia, 2021, 51, . 0.5 0

23336 Expanding the Search for Sperm Transmission Elements in the Mitochondrial Genomes of Bivalve
Mollusks. Genes, 2021, 12, 1211. 1.0 4

23337 Phylogeny and taxonomy of &lt;i&gt;Podosphaera filipendulae&lt;/i&gt; (&lt;i&gt;Erysiphaceae&lt;/i&gt;)
revisited. Mycoscience, 2021, 62, 390-394. 0.3 2

23341 Ankyrin repeats in context with human population variation. PLoS Computational Biology, 2021, 17,
e1009335. 1.5 5

23342 Genome-scale sequencing and analysis of human, wolf, and bison DNA from 25,000-year-old sediment.
Current Biology, 2021, 31, 3564-3574.e9. 1.8 34

23343 Bacterial controlled mitigation of dysbiosis in a seaweed disease. ISME Journal, 2022, 16, 378-387. 4.4 21

23344 Characterization of a microbial consortium with potential for biological degradation of cactus pear
biomass for biofuel production. Heliyon, 2021, 7, e07854. 1.4 4

23345 The Cardamine enshiensis genome reveals whole genome duplication and insight into selenium
hyperaccumulation and tolerance. Cell Discovery, 2021, 7, 62. 3.1 15

23346 Evolution of the primate glutamate taste sensor from a nucleotide sensor. Current Biology, 2021, 31,
4641-4649.e5. 1.8 28

23347 A chromosomeâ€•scale assembly of the bilberry genome identifies a complex locus controlling berry
anthocyanin composition. Molecular Ecology Resources, 2022, 22, 345-360. 2.2 28

23348 Hemiselmis aquamarina sp. nov. (Cryptomonadales, Cryptophyceae), A Cryptophyte with A Novel
Phycobiliprotein Type (Cr-PC 564). Protist, 2021, 172, 125832. 0.6 4

23349 Evolutionary history of H5 highly pathogenic avian influenza viruses (clade 2.3.4.4c) circulating in
Taiwan during 2015â€“2018. Infection, Genetics and Evolution, 2021, 92, 104885. 1.0 5

23350
Metagenomic analysis of nepoviruses: diversity, evolution and identification of a genome region in
members of subgroup A that appears to be important for host range. Archives of Virology, 2021, 166,
2789-2801.

0.9 5

23351 Two new species of Amanita section Roanokenses with a radicating basal bulb. Mycological Progress,
2021, 20, 967-979. 0.5 1

23352 Does Differential Receptor Distribution Underlie Variable Responses to a Neuropeptide in the Lobster
Cardiac System?. International Journal of Molecular Sciences, 2021, 22, 8703. 1.8 0



1280

Citation Report

# Article IF Citations

23353
Genome-Wide Analysis of the Amino Acid Auxin Permease (AAAP) Gene Family and Identification of an
AAAP Gene Associated with the Growth and Reproduction of the Brown Planthopper, Nilaparvata
lugens (StÃ¥l). Insects, 2021, 12, 746.

1.0 0

23355 Amanita annulata, a new species of Amanita section Vaginatae with an annulus from southwestern
China. Phytotaxa, 2021, 514, 261-274. 0.1 2

23356 Endophytic bacterial community diversity in two citrus cultivars with different citrus canker disease
resistance. Archives of Microbiology, 2021, 203, 5453-5462. 1.0 3

23357 Contrasting Host-Parasite Population Structure: Morphology and Mitogenomics of a Parasitic
Flatworm on Pelagic Deepwater Cichlid Fishes from Lake Tanganyika. Biology, 2021, 10, 797. 1.3 9

23358 Plastome variation and phylogeny of Taxillus (Loranthaceae). PLoS ONE, 2021, 16, e0256345. 1.1 10

23359
Development of an Illumina-based analysis method to study bradyrhizobial population structureâ€”case
study on nitrogen-fixing rhizobia associating with cowpea or peanut. Applied Microbiology and
Biotechnology, 2021, 105, 6943-6957.

1.7 3

23360 An in-silico analysis reveals 7,7â€²-bializarin as a promising DNA gyrase B inhibitor on Gram-positive and
Gram-negative bacteria. Computers in Biology and Medicine, 2021, 135, 104626. 3.9 8

23361
Genomeâ€•informed characterisation of antigenic drift in the haemagglutinin gene of equine influenza
strains circulating in the United States from 2012 to 2017. Transboundary and Emerging Diseases, 2021,
, .

1.3 5

23363 The diversity and antibacterial activity of culturable actinobacteria isolated from the rhizosphere
soil of Deschampsia antarctica (Galindez Island, Maritime Antarctic). Polar Biology, 2021, 44, 1859-1868. 0.5 5

23364 Methyl jasmonate elicitation of common bean seedlings induces nucleotidase activity and the
expression of several nucleotidase genes in radicles. Biologia Plantarum, 0, 65, 246-254. 1.9 0

23365 Numerical Characterization of DNA Sequences for Alignment-free Sequence Comparison â€“ A Review.
Combinatorial Chemistry and High Throughput Screening, 2021, 24, . 0.6 0

23366 PetM Is Essential for the Stabilization and Function of the Cytochrome <i>b6f</i> Complex in
<i>Arabidopsis</i>. Plant and Cell Physiology, 2021, 62, 1603-1614. 1.5 5

23367 New highâ€•quality peach (<i>Prunus persica</i> L. Batsch) genome assembly to analyze the molecular
evolutionary mechanism of volatile compounds in peach fruits. Plant Journal, 2021, 108, 281-295. 2.8 31

23368 Phytochemistry reflects different evolutionary history in traditional classes versus specialized
structural motifs. Scientific Reports, 2021, 11, 17247. 1.6 9

23369 Small pigmented eukaryote assemblages of the western tropical North Atlantic around the Amazon
River plume during spring discharge. Scientific Reports, 2021, 11, 16200. 1.6 4

23370 Emergence of Erythromycin Resistance Methyltransferases in Campylobacter coli Strains in France.
Antimicrobial Agents and Chemotherapy, 2021, 65, e0112421. 1.4 13

23371 Evolution and origin of sliding clamp in bacteria, archaea and eukarya. PLoS ONE, 2021, 16, e0241093. 1.1 5

23372 A new species of the genus Acyrtus on the eastern Pacific : A cornerstone for the evolution and
biogeography of the genus. Journal of Fish Biology, 2021, 99, 1550-1560. 0.7 1



1281

Citation Report

# Article IF Citations

23373 Feline Leukemia Virus (FeLV) Endogenous and Exogenous Recombination Events Result in Multiple
FeLV-B Subtypes during Natural Infection. Journal of Virology, 2021, 95, e0035321. 1.5 15

23374 Species delimitation of the northeastern Anatolian Symphytum (Boraginaceae) taxa. Phytotaxa, 2021,
516, . 0.1 0

23375

Serpentinimonas gen. nov., Serpentinimonas raichei sp. nov., Serpentinimonas barnesii sp. nov. and
Serpentinimonas maccroryi sp. nov., hyperalkaliphilic and facultative autotrophic bacteria isolated
from terrestrial serpentinizing springs. International Journal of Systematic and Evolutionary
Microbiology, 2021, 71, .

0.8 20

23376 Paracoccus onubensis sp. nov., a novel alphaproteobacterium isolated from the wall of a show cave.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 11

23378 Fox Cluster determinants for iron biooxidation in the extremely thermoacidophilic Sulfolobaceae.
Environmental Microbiology, 2022, 24, 850-865. 1.8 3

23379 Distribution and diversity of dimetal-carboxylate halogenases in cyanobacteria. BMC Genomics, 2021,
22, 633. 1.2 5

23380 Genus-level evolutionary relationships of FAR proteins reflect the diversity of lifestyles of free-living
and parasitic nematodes. BMC Biology, 2021, 19, 178. 1.7 4

23381 Degradation of host translational machinery drives tRNA acquisition in viruses. Cell Systems, 2021, 12,
771-779.e5. 2.9 32

23382 Evolutionary and functional relationships in the ribosome biogenesis SBDS and EFL1 protein families.
Molecular Genetics and Genomics, 2021, 296, 1263-1278. 1.0 0

23383 Characterization of SARS-CoV-2 worldwide transmission based on evolutionary dynamics and specific
viral mutations in the spike protein. Infectious Diseases of Poverty, 2021, 10, 112. 1.5 8

23384 Comparison of 16S and whole genome dog microbiomes using machine learning. BioData Mining, 2021,
14, 41. 2.2 4

23386 Persistence of Multiple Paramyxoviruses in a Closed Captive Colony of Fruit Bats (Eidolon helvum).
Viruses, 2021, 13, 1659. 1.5 6

23390 Deciphering Symbiotic Interactions of â€œ <i>Candidatus</i> Aenigmarchaeotaâ€• with Inferred Horizontal
Gene Transfers and Co-occurrence Networks. MSystems, 2021, 6, e0060621. 1.7 11

23391
Veronia nyctiphanis gen. nov., sp. nov., Isolated from the Stomach of the Euphausiid Nyctiphanes
simplex (Hansen, 1911) in the Gulf of California, and Reclassification of Enterovibrio pacificus as
Veronia pacifica comb. nov.. Current Microbiology, 2021, 78, 3782-3790.

1.0 16

23392 Mitogenomes of Accipitriformes and Cathartiformes Were Subjected to Ancestral and Recent
Duplications Followed by Gradual Degeneration. Genome Biology and Evolution, 2021, 13, . 1.1 1

23393 Parallelism in Endocarp Form Sheds Light on Fruit Syndrome Evolution in <i>Viburnum</i>. Systematic
Botany, 2021, 46, 504-517. 0.2 2

23394 Evidence for Host Jumping and Diversification of Marine Cephaloidophorid Gregarines (Apicomplexa)
Between Two Distantly Related Animals, viz., Crustaceans and Salps. Protist, 2021, 172, 125822. 0.6 1

23395 Temperature Influences on Interactions Among Aflatoxigenic Species of Aspergillus Section Flavi
During Maize Colonization. Frontiers in Fungal Biology, 2021, 2, . 0.9 4



1282

Citation Report

# Article IF Citations

23396 First detection of critically endangered scalloped hammerhead sharks (Sphyrna lewini) in Guam,
Micronesia, in five decades using environmental DNA. Ecological Indicators, 2021, 127, 107649. 2.6 20

23397 Delineating virulence of Vibrio campbellii: a predominant luminescent bacterial pathogen in Indian
shrimp hatcheries. Scientific Reports, 2021, 11, 15831. 1.6 17

23398 Genome Analysis of Phytophthora nicotianae JM01 Provides Insights into Its Pathogenicity
Mechanisms. Plants, 2021, 10, 1620. 1.6 4

23399 Distribution of Denitrification among Haloarchaea: A Comprehensive Study. Microorganisms, 2021, 9,
1669. 1.6 6

23400
Pathogenicity and Mefenoxam Sensitivity of Pythium, Globisporangium, and Fusarium Isolates From
Coconut Coir and Rockwool in Marijuana (Cannabis sativa L.) Production. Frontiers in Agronomy,
2021, 3, .

1.5 5

23401 Identification of E484K and other novel SARS-COV-2 variants from the Kingdom of Bahrain. Microbial
Pathogenesis, 2021, 157, 104955. 1.3 3

23402 Shining light on a deep-sea bacterial symbiont population structure with CRISPR. Microbial Genomics,
2021, 7, . 1.0 4

23403
Reinstatement of Indian Ocean <i>Porolithon coarctatum</i> and <i>P.Â gardineri</i> based on
sequencing type specimens, and <i>P.Â epiphyticum</i> <i>sp. nov.</i> (Corallinales, Rhodophyta), with
comments on subfamilies Hydrolithoideae and Metagoniolithoideae. Botanica Marina, 2021, 64, 363-377.

0.6 3

23405 Viral Sequences Recovered From Puma Tooth DNA Reconstruct Statewide Viral Phylogenies. Frontiers
in Ecology and Evolution, 2021, 9, . 1.1 0

23406
Identification and Phenotypic Characterization of Hsp90 Phosphorylation Sites That Modulate
Virulence Traits in the Major Human Fungal Pathogen Candida albicans. Frontiers in Cellular and
Infection Microbiology, 2021, 11, 637836.

1.8 9

23407 Genome-wide identification, characterization of aquaporin gene family and understanding aquaporin
transport system in hot pepper (Capsicum annuum L.). Scientia Horticulturae, 2021, 286, 110206. 1.7 4

23408 Longitudinal Secretion of Paramyxovirus RNA in the Urine of Straw-Coloured Fruit Bats (Eidolon) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (helvum). Viruses, 2021, 13, 1654.1.5 2

23409 Gene-Metabolite Network Analysis Revealed Tissue-Specific Accumulation of Therapeutic Metabolites
in Mallotus japonicus. International Journal of Molecular Sciences, 2021, 22, 8835. 1.8 3

23410 Genes underlying the evolution of tetrapod testes size. BMC Biology, 2021, 19, 162. 1.7 3

23411 Whiptail lizard lineage delimitation and population expansion as windows into the history of
Amazonian open ecosystems. Systematics and Biodiversity, 2021, 19, 957-975. 0.5 2

23413 Gemella massiliensis sp. nov., a new bacterium isolated from the human sputum. Archives of
Microbiology, 2021, 203, 5817-5823. 1.0 2

23414 Molecular diversity of rhizobia-nodulating native Mimosa of Brazilian protected areas. Archives of
Microbiology, 2021, 203, 5533-5545. 1.0 2

23415 Use of DNA metabarcoding of bird pellets in understanding raptor diet on the Qinghai-Tibetan Plateau
of China. Avian Research, 2021, 12, . 0.5 7



1283

Citation Report

# Article IF Citations

23417
Ancient Gene Duplications, Rather Than Polyploidization, Facilitate Diversification of Petal
Pigmentation Patterns in <i>Clarkia gracilis</i> (Onagraceae). Molecular Biology and Evolution, 2021,
38, 5528-5538.

3.5 4

23418 Comparative Genomics of <i>Exiguobacterium</i> Reveals What Makes a Cosmopolitan Bacterium.
MSystems, 2021, 6, e0038321. 1.7 13

23419 Elucidating the Venom Diversity in Sri Lankan Spectacled Cobra (Naja naja) through De Novo Venom
Gland Transcriptomics, Venom Proteomics and Toxicity Neutralization. Toxins, 2021, 13, 558. 1.5 8

23420 Metagenomes, metatranscriptomes and microbiomes of naturally decomposing deadwood. Scientific
Data, 2021, 8, 198. 2.4 6

23421 Analysis of Genetic Diversity in the Traditional Chinese Medicine Plant â€˜Kushenâ€™ (Sophora flavescens) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Ait.). Frontiers in Plant Science, 2021, 12, 704201.1.7 2

23422 Principles of Alternating Access in Multidrug and Toxin Extrusion (MATE) Transporters. Journal of
Molecular Biology, 2021, 433, 166959. 2.0 14

23423
Global population structure of <i>Haemophilus influenzae</i> serotype a (Hia) and emergence of
invasive Hia disease: capsule switching or capsule replacement?. Canadian Journal of Microbiology,
2021, 67, 875-884.

0.8 3

23424 First evidence of enterovirus A71 and echovirus 30 in Uruguay and genetic relationship with strains
circulating in the South American region. PLoS ONE, 2021, 16, e0255846. 1.1 2

23425 Comparative genomics of two inbred lines of the potato cyst nematode Globodera rostochiensis
reveals disparate effector family-specific diversification patterns. BMC Genomics, 2021, 22, 611. 1.2 6

23426
The complete mitogenome of the inarticulate brachiopod <i>Glottidia pyramidata</i> reveals insights
into gene order variation, deviant ATP8 and mtORFans in the Brachiopoda. Mitochondrial DNA Part B:
Resources, 2021, 6, 2701-2703.

0.2 1

23427 Alpha Satellite Insertion Close to an Ancestral Centromeric Region. Molecular Biology and Evolution,
2021, 38, 5576-5587. 3.5 4

23428 Multiple Gene Segments Are Associated with Enhanced Virulence of Clade 2.3.4.4 H5N8 Highly
Pathogenic Avian Influenza Virus in Mallards. Journal of Virology, 2021, 95, e0095521. 1.5 16

23429 Biosynthetic Pathway of Proanthocyanidins in Major Cash Crops. Plants, 2021, 10, 1792. 1.6 7

23430 Delimitation despite discordance: Evaluating the species limits of a confounding species complex in
the face of mitonuclear discordance. Ecology and Evolution, 2021, 11, 12739-12753. 0.8 11

23431 Structural and biochemical characterization of a novel ZntB (CmaX) transporter protein from
Pseudomonas aeruginosa. International Journal of Biological Macromolecules, 2021, 184, 760-767. 3.6 8

23432 DNA methylation atlas and machinery in the developing and regenerating annelid Platynereis dumerilii.
BMC Biology, 2021, 19, 148. 1.7 18

23433 Multiple sequence alignment using enhanced bird swarm align algorithm. Journal of Intelligent and
Fuzzy Systems, 2021, 41, 1097-1114. 0.8 0

23435 Identification of high-affinity phage-displayed VH fragments by use of a quartz crystal microbalance
with dissipation monitoring. Sensors and Actuators B: Chemical, 2021, 340, 129954. 4.0 6



1284

Citation Report

# Article IF Citations

23436
High Taxonomic Diversity in Ship Bilges Presents Challenges for Monitoring Microbial Corrosion and
Opportunity To Utilize Community Functional Profiling. Applied and Environmental Microbiology,
2021, 87, e0089021.

1.4 1

23437 Phylogenetics and infrafamilial classification of Commelinaceae (Commelinales). Botanical Journal of
the Linnean Society, 2022, 198, 117-130. 0.8 2

23438 Characterization of cephalic and non-cephalic sensory cell types provides insight into joint photo-
and mechanoreceptor evolution. ELife, 2021, 10, . 2.8 10

23439 Brucellosis reâ€•emergence after a decade of quiescence in Palestine, 2015â€“2017: A seroprevalence and
molecular characterization study. Transboundary and Emerging Diseases, 2022, 69, . 1.3 8

23441 Comparative Genomics Reveals Thermal Adaptation and a High Metabolic Diversity in â€œ
<i>Candidatus</i> Bathyarchaeiaâ€•. MSystems, 2021, 6, e0025221. 1.7 20

23442 Characterization and Dynamics of Intracellular Gene Transfer in Plastid Genomes of Viola (Violaceae)
and Order Malpighiales. Frontiers in Plant Science, 2021, 12, 678580. 1.7 5

23445 Colonization by the Red Imported Fire Ant, Solenopsis invicta, Modifies Soil Bacterial Communities.
Microbial Ecology, 2022, 84, 240-256. 1.4 6

23446 Interspecies Recombination Has Driven the Macroevolution of Cassava Mosaic Begomoviruses. Journal
of Virology, 2021, 95, e0054121. 1.5 23

23447 Crystal Structure of Inorganic Pyrophosphatase From Schistosoma japonicum Reveals the Mechanism
of Chemicals and Substrate Inhibition. Frontiers in Cell and Developmental Biology, 2021, 9, 712328. 1.8 1

23448 Mixed Acid Fermentation of Carbohydrate-Rich Dairy Manure Hydrolysate. Frontiers in Bioengineering
and Biotechnology, 2021, 9, 724304. 2.0 11

23449 Megabase-scale presence-absence variation with Tripsacum origin was under selection during maize
domestication and adaptation. Genome Biology, 2021, 22, 237. 3.8 21

23450 A new species of Solaropsis Beck, 1837 (Gastropoda: Stylommatophora: Solaropsidae) from the
Brazilian Amazon. Folia Malacologica, 2021, 29, 178-185. 0.1 1

23451 Closely related Lak megaphages replicate in the microbiomes of diverse animals. IScience, 2021, 24,
102875. 1.9 20

23452 Natural infection of Delta mutant of SARSâ€•CoVâ€•2 in Asiatic lions of India. Transboundary and Emerging
Diseases, 2022, 69, 3047-3055. 1.3 38

23453 ANTAGONISTIC INTERACTIONS BETWEEN Trichoderma spp. AND Phytophthora palmivora (Butler) FROM
OIL PALM IN COLOMBIA. European Journal of Plant Pathology, 2021, 161, 751. 0.8 6

23455
Testing the phylogenetic hypotheses of Stevardiinae Gill, 1858 in light of new phenotypic data
(Teleostei: Characidae). Journal of Zoological Systematics and Evolutionary Research, 2021, 59,
2060-2085.

0.6 7

23456 Metagenome-Assembled Genomes of Novel Taxa from an Acid Mine Drainage Environment. Applied and
Environmental Microbiology, 2021, 87, e0077221. 1.4 9

23457
Growth Enhancement of Arabidopsis (Arabidopsis thaliana) and Onion (Allium cepa) With Inoculation
of Three Newly Identified Mineral-Solubilizing Fungi in the Genus Aspergillus Section Nigri. Frontiers
in Microbiology, 2021, 12, 705896.

1.5 10



1285

Citation Report

# Article IF Citations

23458 Population Genomics Reveals Gene Flow and Adaptive Signature in Invasive Weed Mikania micrantha.
Genes, 2021, 12, 1279. 1.0 2

23459 Redondovirus Diversity and Evolution on Global, Individual, and Molecular Scales. Journal of
Virology, 2021, 95, e0081721. 1.5 12

23460 Detection of bat-associated circoviruses in Korean bats. Archives of Virology, 2021, 166, 3013-3021. 0.9 1

23461 Testing the Genomic Shock Hypothesis Using Transposable Element Expression in Yeast Hybrids.
Frontiers in Fungal Biology, 2021, 2, . 0.9 6

23462 Genetic diversity and population structure of Rhipicephalus sanguineus sensu lato across different
regions of Colombia. Parasites and Vectors, 2021, 14, 424. 1.0 13

23463 Risk of transfusion-transmitted hepatitis E virus infection from pool-tested platelets and plasma.
Journal of Hepatology, 2022, 76, 46-52. 1.8 17

23464 Ancient viral genomes reveal introduction of human pathogenic viruses into Mexico during the
transatlantic slave trade. ELife, 2021, 10, . 2.8 23

23466 Dominant Bacterial Phyla from the Human Gut Show Widespread Ability To Transform and Conjugate
Bile Acids. MSystems, 2021, 6, e0080521. 1.7 70

23467 Xanthobacter oligotrophicus sp.nov., isolated from paper mill sewage. International Journal of
Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 5

23468 The Interspecific Fungal Hybrid <i>Verticillium longisporum</i> Displays Subgenome-Specific Gene
Expression. MBio, 2021, 12, e0149621. 1.8 8

23469 Invasive snails, parasite spillback, and potential parasite spillover drive parasitic diseases of
Hippopotamus amphibius in artificial lakes of Zimbabwe. BMC Biology, 2021, 19, 160. 1.7 19

23470 Ancient Gene Capture and Recent Gene Loss Shape the Evolution of Orthopoxvirus-Host Interaction
Genes. MBio, 2021, 12, e0149521. 1.8 74

23472 Classifying Residues in Mechanically Stable and Unstable Substructures Based on a Protein Sequence:
The Case Study of the DnaK Hsp70 Chaperone. Nanomaterials, 2021, 11, 2198. 1.9 3

23473 Single-Strand Conformation Polymorphism Fingerprint Method for Dictyostelids. Frontiers in
Microbiology, 2021, 12, 708685. 1.5 2

23474 Positive selection as a key player for SARS-CoV-2 pathogenicity: Insights into ORF1ab, S and E genes.
Virus Research, 2021, 302, 198472. 1.1 27

23475 Massive gene rearrangement in mitogenomes of phytoseiid mites. International Journal of Biological
Macromolecules, 2021, 186, 33-39. 3.6 10

23476
Biochemical, structural and dynamical studies reveal strong differences in the thermal-dependent
allosteric behavior of two extremophilic lactate dehydrogenases. Journal of Structural Biology,
2021, 213, 107769.

1.3 4

23478 Experimental and computational investigation of enzyme functional annotations uncovers
misannotation in the EC 1.1.3.15 enzyme class. PLoS Computational Biology, 2021, 17, e1009446. 1.5 21



1286

Citation Report

# Article IF Citations

23479 Characterization of a new mitovirus infecting the phytopathogenic fungus Microdochium albescens.
Archives of Virology, 2021, 166, 3455-3459. 0.9 3

23480 Novel structural annotation and functional expression analysis of GTP_EFTU conserved genes in
pepper based on the PacBio sequencing data. Horticultural Plant Journal, 2021, 7, 443-456. 2.3 6

23482
Molecular characterization of the spectacled caiman (<i>Caiman crocodilus</i>) in the upper
Magdalena River basin, Colombia: Demographic and phylogeographic insights. Systematics and
Biodiversity, 2021, 19, 1040-1048.

0.5 5

23483 Microbiome degrading linear alkylbenzene sulfonate in activated sludge. Journal of Hazardous
Materials, 2021, 418, 126365. 6.5 9

23484 Characterization and genomic analysis of the first Oceanospirillum phage, vB_OliS_GJ44, representing
a novel siphoviral cluster. BMC Genomics, 2021, 22, 675. 1.2 7

23485

The widely distributed, edible seaweeds in Peru, <scp><i>Chondracanthus chamissoi</i></scp> and
<scp><i>Chondracanthus chamissoi</i></scp> f. <i>glomeratus</i> (Gigartinaceae, Rhodophyta), are
morphologically diverse but not phylogenetically distinct. Journal of the World Aquaculture
Society, 2021, 52, 1290-1311.

1.2 3

23486
Viruses Without Borders: Global Analysis of the Population Structure, Haplotype Distribution, and
Evolutionary Pattern of Iris Yellow Spot Orthotospovirus (Family Tospoviridae, Genus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 497 Td (Orthotospovirus). Frontiers in Microbiology, 2021, 12, 633710.1.5 3

23487 Genomic Diversity of Pigeon Pea (Cajanus cajan L. Millsp.) Endosymbionts in India and Selection of
Potential Strains for Use as Agricultural Inoculants. Frontiers in Plant Science, 2021, 12, 680981. 1.7 12

23489 Sequence diversity and evolution ofÂ infectiousÂ bursalÂ diseaseÂ virusÂ in Iraq. F1000Research, 2021, 10, 293. 0.8 2

23490
Methylomonas albis sp. nov. and Methylomonas fluvii sp. nov.: Two cold-adapted methanotrophs from
the river Elbe and emended description of the species Methylovulum psychrotolerans. Systematic and
Applied Microbiology, 2021, 44, 126248.

1.2 18

23491 Biodiversity on sale: The shark meat market threatens elasmobranchs in Brazil. Aquatic Conservation:
Marine and Freshwater Ecosystems, 2021, 31, 3437-3450. 0.9 12

23492 Trycycler: consensus long-read assemblies for bacterial genomes. Genome Biology, 2021, 22, 266. 3.8 175

23493 Neutral evolution test of the spike protein of SARS-CoV-2 and its implications in the binding to ACE2.
Scientific Reports, 2021, 11, 18847. 1.6 13

23494
Chromosomeâ€•scale assembly and wholeâ€•genome sequencing of 266 giant panda roundworms provide
insights into their evolution, adaptation and potential drug targets. Molecular Ecology Resources,
2022, 22, 768-785.

2.2 6

23495 Tree phyllospheres are a habitat for diverse populations of <scp>CO</scp>â€•oxidizing bacteria.
Environmental Microbiology, 2021, 23, 6309-6327. 1.8 5

23496 Unraveling the bacterial diversity of Cangar Hot Spring, Indonesia by Next Generation Sequencing of
16S rRNA gene. Biodiversitas, 2021, 22, . 0.2 0

23497 Accurate consistency-based MSA reducing the memory footprint. Computer Methods and Programs in
Biomedicine, 2021, 208, 106237. 2.6 2

23498 Buchwaldoboletus xylophilus and Phlebopus portentosus,&amp;nbsp;two non-ectomycorrhizal
boletes from tropical China. Phytotaxa, 2021, 520, 137-154. 0.1 7



1287

Citation Report

# Article IF Citations

23499 The stem rust fungus Puccinia graminis f. sp. tritici induces centromeric small RNAs during late
infection that are associated with genome-wide DNA methylation. BMC Biology, 2021, 19, 203. 1.7 15

23500 Detection of Cacao Mild Mosaic Virus (CaMMV) Using Nested PCR and Evidence of Uneven Distribution
in Leaf Tissue. Agronomy, 2021, 11, 1842. 1.3 7

23501 Cloning and characterization of Thioredoxin 1 from the Cnidarian <i>Hydra</i>. Journal of
Biochemistry, 2022, 171, 41-51. 0.9 4

23502

Photorhabdus hindustanensis sp. nov., Photorhabdus akhurstii subsp. akhurstii subsp. nov., and
Photorhabdus akhurstii subsp. bharatensis subsp. nov., isolated from Heterorhabditis
entomopathogenic nematodes. International Journal of Systematic and Evolutionary Microbiology,
2021, 71, .

0.8 19

23503 Merging the cryptic genera Radicilingua and Calonitophyllum (Delesseriaceae, Rhodophyta):
molecular phylogeny and taxonomic revision. Algae, 2021, 36, 165-174. 0.9 1

23504 Incipient diploidization of the medicinal plant Perilla within 10,000 years. Nature Communications,
2021, 12, 5508. 5.8 35

23505 Halegenticoccus tardaugens sp. nov., an extremely halophilic archaeon isolated from a saline soil.
Extremophiles, 2021, 25, 483-492. 0.9 6

23506
Evidence from the resurrected family Polyrhabdinidae Kamm, 1922 (Apicomplexa: Gregarinomorpha)
supports the epimerite, an attachment organelle, as a major eugregarine innovation. PeerJ, 2021, 9,
e11912.

0.9 5

23507 A vaccine-induced public antibody protects against SARS-CoV-2 and emerging variants. Immunity, 2021,
54, 2159-2166.e6. 6.6 52

23509 New record of Golovinomyces ambrosiae on Solanum azureum (Solanaceae) in Mexico.. Botany, 0, , . 0.5 1

23510 The genomic basis of army ant chemosensory adaptations. Molecular Ecology, 2021, 30, 6627-6641. 2.0 9

23511
Influence of Pleistocene climatic oscillations on the phylogeography and demographic history of
endemic vulnerable trees (section<i>Magnolia</i>) of the Tropical Montane Cloud Forest in Mexico.
PeerJ, 2021, 9, e12181.

0.9 4

23512 Lineage-Specific Variation in IR Boundary Shift Events, Inversions, and Substitution Rates among
Caprifoliaceae s.l. (Dipsacales) Plastomes. International Journal of Molecular Sciences, 2021, 22, 10485. 1.8 4

23513 A structural model for (GlcNAc)2 translocation via a periplasmic chitooligosaccharide-binding
protein from marine Vibrio bacteria. Journal of Biological Chemistry, 2021, 297, 101071. 1.6 3

23514 Evolution of protective symbiosis in palaemonid shrimps (Decapoda: Caridea) with emphases on host
spectrum and morphological adaptations. Molecular Phylogenetics and Evolution, 2021, 162, 107201. 1.2 14

23515 Specific methylation of (11R)-carlactonoic acid by an Arabidopsis SABATH methyltransferase. Planta,
2021, 254, 88. 1.6 18

23516 The Archean origin of oxygenic photosynthesis and extant cyanobacterial lineages. Proceedings of the
Royal Society B: Biological Sciences, 2021, 288, 20210675. 1.2 48

23517 Chloroplast genomes of five Oedogonium species: genome structure, phylogenetic analysis and
adaptive evolution. BMC Genomics, 2021, 22, 707. 1.2 11



1288

Citation Report

# Article IF Citations

23518 High quality haplotypeâ€•resolved genome assemblies of <i>Populus tomentosa</i> Carr., a stabilized
interspecific hybrid species widespread in Asia. Molecular Ecology Resources, 2022, 22, 786-802. 2.2 19

23519 MOSGA 2: Comparative genomics and validation tools. Computational and Structural Biotechnology
Journal, 2021, 19, 5504-5509. 1.9 4

23521 Canker and wood rot pathogens present in young lemon orchards in southâ€•west Arizona. Plant
Pathology, 0, , . 1.2 3

23522
Deltaproteobacterium Strain KaireiS1, a Mesophilic, Hydrogen-Oxidizing and Sulfate-Reducing
Bacterium From an Inactive Deep-Sea Hydrothermal Chimney. Frontiers in Microbiology, 2021, 12,
686276.

1.5 4

23523 The complete chloroplast genome of Cycas bifida, an extremely small population protected species.
Mitochondrial DNA Part B: Resources, 2021, 6, 2960-2961. 0.2 2

23524 Spontaneous changes in somatic compatibility in Fusarium circinatum. Fungal Biology, 2021, 125,
725-732. 1.1 1

23525 Haploid Genome Analysis Reveals a Tandem Cluster of Four HSP20 Genes Involved in the
High-Temperature Adaptation of Coriolopsis trogii. Microbiology Spectrum, 2021, 9, e0028721. 1.2 7

23526 Genomic Sequence Analysis of Methicillin- and Carbapenem-Resistant Bacteria Isolated from Raw
Sewage. Microbiology Spectrum, 2021, 9, e0012821. 1.2 1

23527 Epidemiological and genetic characterization of measles virus circulating strains at Marseille, France
during 2017â€“2019 measles outbreak. Journal of Infection, 2021, 83, 361-370. 1.7 6

23528 A genomic perspective on an old question: Salmo trouts or Salmo trutta (Teleostei: Salmonidae)?.
Molecular Phylogenetics and Evolution, 2021, 162, 107204. 1.2 33

23529 Restricted Geographic Sampling Yields Low Parasitism Rates but Surprisingly Diverse Host
Associations in Avian Lice (Insecta: Phthiraptera) from South Texas. Diversity, 2021, 13, 430. 0.7 1

23530 An inferred functional impact map of genetic variants in rice. Molecular Plant, 2021, 14, 1584-1599. 3.9 48

23531 First report of Bursaphelenchus leoni Baujard, 1980 (Nematoda: Parasitaphelenchidae) from Pine
Forests of Turkey. KahramanmaraÅŸ SÃ¼tÃ§Ã¼ Ä°mam Ãœniversitesi TarÄ±m Ve DoÄŸa Dergisi, 0, , . 0.2 0

23532 Specification and DNA Barcoding of Thai Traditional Remedy for Chronic Kidney Disease: Pikad
Tri-phol-sa-mut-than. Plants, 2021, 10, 2023. 1.6 2

23533 Novel Symbiotic Association Between Euwallacea Ambrosia Beetle and Fusarium Fungus on Fig Trees in
Japan. Frontiers in Microbiology, 2021, 12, 725210. 1.5 9

23534 The Evolution of Alternative Buoyancy Mechanisms in Freshwater Fish Eggs. Frontiers in Ecology and
Evolution, 2021, 9, . 1.1 6

23535 Relaxed selection on male mitochondrial genes in DUI bivalves eases the need for mitonuclear
coevolution. Journal of Evolutionary Biology, 2021, 34, 1722-1736. 0.8 10

23536 Broad cross-reactivity across sarbecoviruses exhibited by a subset of COVID-19 donor-derived
neutralizing antibodies. Cell Reports, 2021, 36, 109760. 2.9 80



1289

Citation Report

# Article IF Citations

23537 Genetic and Antigenic Characterization of an Influenza A(H3N2) Outbreak in Cambodia and the Greater
Mekong Subregion during the COVID-19 Pandemic, 2020. Journal of Virology, 2021, 95, e0126721. 1.5 15

23539 Phenotypic and genotypic characterization of the new Bacillus cereus phage SWEP1. Archives of
Virology, 2021, 166, 3183-3188. 0.9 8

23540
Exploration of Social Spreading Reveals That This Behavior Is Prevalent among<i>Pedobacter</i>and
Pseudomonas fluorescens Isolates and That There Are Variations in the Induction of the Phenotype.
Applied and Environmental Microbiology, 2021, 87, e0134421.

1.4 0

23542 Four-Step Pathway from Phenylpyruvate to Benzylamine, an Intermediate to the High-Energy Propellant
CL-20. ACS Synthetic Biology, 2021, 10, 2187-2196. 1.9 2

23543 Eight species of Lintonium Stunkard &amp; Nigrelli, 1930 (Digenea: Fellodistomidae) in Australian
tetraodontiform fishes. Systematic Parasitology, 2021, 98, 595-624. 0.5 4

23544
Genome Analysis of Acinetobacter lwoffii Strains Isolated from Permafrost Soils Aged from 15
Thousand to 1.8 Million Years Revealed Their Close Relationships with Present-Day Environmental and
Clinical Isolates. Biology, 2021, 10, 871.

1.3 5

23545
Human respiratory syncytial virus diversity and epidemiology among patients hospitalized with severe
respiratory illness in South Africa, 2012â€“2015. Influenza and Other Respiratory Viruses, 2022, 16,
222-235.

1.5 9

23546 Tracing Eukaryotic Ribosome Biogenesis Factors Into the Archaeal Domain Sheds Light on the
Evolution of Functional Complexity. Frontiers in Microbiology, 2021, 12, 739000. 1.5 11

23547 Anaerobic 3-methylhopanoid production by an acidophilic photosynthetic purple bacterium. Archives
of Microbiology, 2021, 203, 6041-6052. 1.0 5

23548 Comparative Genomics Provides Insight into the Function of Broad-Host Range Sponge Symbionts.
MBio, 2021, 12, e0157721. 1.8 5

23550 Chromosome-Level Genome Assembly and Annotation of the Fiber Flax (Linum usitatissimum) Genome.
Frontiers in Genetics, 2021, 12, 735690. 1.1 15

23551
Colonization and Development of the Fecal Microflora of South China Tiger Cubs
(&lt;b&gt;&lt;i&gt;Panthera tigris amoyensis&lt;/i&gt;&lt;/b&gt;) by Sequencing of the 16S rRNA Gene.
Microbial Physiology, 2022, 32, 18-29.

1.1 4

23552 Multiple sequence alignment quality comparison in T-Coffee, MUSCLE and M-Coffee based on different
benchmarks. Cumhuriyet Science Journal, 2021, 42, 526-535. 0.1 0

23553 Genomic Stability and Genetic Defense Systems in<i>Dolosigranulum pigrum</i>, a Candidate Beneficial
Bacterium from the Human Microbiome. MSystems, 2021, 6, e0042521. 1.7 11

23554 Global Analysis of the Specificities and Targets of Endoribonucleases from Escherichia coli
Toxin-Antitoxin Systems. MBio, 2021, 12, e0201221. 1.8 15

23555

Analysis of major sperm proteins in two nematode species from two classes, Enoplus brevis (Enoplea,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 152 Td (Enoplida) and Panagrellus redivivus (Chromadorea, Rhabditida), reveals similar localization, but less

homology of protein sequences than expected for Nematoda phylum. Organisms Diversity and
Evolution, 2022, 22, 117-130.

0.7 0

23556 A vast pool of lineage-specific microproteins encoded by long non-coding RNAs in plants. Nucleic
Acids Research, 2021, 49, 10328-10346. 6.5 33

23557 Elm zigzag sawfly, <i>Aproceros leucopoda</i> (Hymenoptera: Argidae), recorded for the first time in
North America through community science. Canadian Entomologist, 2022, 154, . 0.4 9



1290

Citation Report

# Article IF Citations

23558 Patterns of Coevolutionary Adaptations across Time and Space in Mouse Gammaretroviruses and
Three Restrictive Host Factors. Viruses, 2021, 13, 1864. 1.5 5

23560 The complete chloroplast genome sequence of <i>Artocarpus gomezianus</i> (Moraceae) from
Xishuangbanna, China. Mitochondrial DNA Part B: Resources, 2021, 6, 2890-2892. 0.2 0

23561 Transcriptome analysis and genetic diversity of Allium victorialis germplasms from the Changbai
Mountains. Mitochondrial DNA Part B: Resources, 2021, 6, 2915-2923. 0.2 1

23562 Structural basis of P[II] rotavirus evolution and host ranges under selection of histo-blood group
antigens. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 9

23563 G-quadruplexes in genomes of viruses infecting eukaryotes or prokaryotes are under different
selection pressures from hosts. Journal of Genetics and Genomics, 2022, 49, 20-29. 1.7 6

23564 Dynamics of integron structures across a wastewater network â€“ Implications to resistance gene
transfer. Water Research, 2021, 206, 117720. 5.3 18

23565 The <i>Euscaphis japonica</i> genome and the evolution of malvids. Plant Journal, 2021, 108, 1382-1399. 2.8 6

23566 Haplotype divergence supports long-term asexuality in the oribatid mite<i>Oppiella nova</i>.
Proceedings of the National Academy of Sciences of the United States of America, 2021, 118, . 3.3 23

23567 Revision of the genus <i>Restingomyces</i>, including two new species from Mexico. Mycologia, 2021,
113, 1-11. 0.8 1

23568
Liste et clÃ© dâ€™identification pour les Anomaloninae de la faune de France, avec la description dâ€™une
espÃ¨ce nouvelle du genre Therion (Hymenoptera, Ichneumonidae). Bulletin De La SociÃ©tÃ©
Entomologique De France, 2021, 126, 253-328.

0.1 2

23569 Comparative Mitogenomic Analysis and the Evolution of Rhizoctonia solani Anastomosis Groups.
Frontiers in Microbiology, 2021, 12, 707281. 1.5 5

23570 The GRAS gene family and its roles in seed development in litchi (Litchi chinensis Sonn). BMC Plant
Biology, 2021, 21, 423. 1.6 8

23571 Testing the potential contribution of<i>Wolbachia</i>to speciation when cytoplasmic incompatibility
becomes associated with hostâ€•related reproductive isolation. Molecular Ecology, 2022, 31, 2935-2950. 2.0 8

23572
Capabilities of bioinformatics tools for optimizing physicochemical features of proteins used in Nano
biosensors: A short overview of the tools related to bioinformatics. Biochemistry and Biophysics
Reports, 2021, 27, 101094.

0.7 1

23573 Molecular phylogenetics of Malesian Diospyros (Ebenaceae) based trnL-F spacer sequences.
Biodiversitas, 2021, 22, . 0.2 0

23574 Evolutionary history of the roan antelope across its African range. Journal of Biogeography, 2021, 48,
2812-2827. 1.4 4

23575 Observations on the population genetic structure of the leaf galling nematode, Ditylenchus
gallaeformans. Phytopathology, 2021, , . 1.1 0

23577
Integrated Assessment of Ocean Acidification Risks to Pteropods in the Northern High Latitudes:
Regional Comparison of Exposure, Sensitivity and Adaptive Capacity. Frontiers in Marine Science, 2021,
8, .

1.2 23



1291

Citation Report

# Article IF Citations

23578
Cell Culture Evolution of a Herpes Simplex Virus 1 (HSV-1)/Varicella-Zoster Virus (VZV) UL34/ORF24
Chimeric Virus Reveals Novel Functions for HSV Genes in Capsid Nuclear Egress. Journal of Virology,
2021, 95, e0095721.

1.5 8

23579 The taxonomic distribution of histamine-secreting bacteria in the human gut microbiome. BMC
Genomics, 2021, 22, 695. 1.2 22

23580 Complete Genome Sequence of Weissella confusa LM1 and Comparative Genomic Analysis. Frontiers in
Microbiology, 2021, 12, 749218. 1.5 6

23581 Chromosome-level genome assembly of <i>Gynostemma pentaphyllum</i> provides insights into
gypenoside biosynthesis. DNA Research, 2021, 28, . 1.5 14

23582 Haemoprotozoan surveillance in peri-urban native and introduced wildlife from Australia. Current
Research in Parasitology and Vector-borne Diseases, 2021, 1, 100052. 0.7 8

23583 Protein-coding repeat polymorphisms strongly shape diverse human phenotypes. Science, 2021, 373,
1499-1505. 6.0 96

23584
Chromosome-scale assembly reveals asymmetric paleo-subgenome evolution and targets for the
acceleration of fungal resistance breeding in the nut crop, pecan. Plant Communications, 2021, 2,
100247.

3.6 10

23585
High-Quality de novo Chromosome-Level Genome Assembly of a Single Bombyx mori With BmNPV
Resistance by a Combination of PacBio Long-Read Sequencing, Illumina Short-Read Sequencing, and Hi-C
Sequencing. Frontiers in Genetics, 2021, 12, 718266.

1.1 5

23586 Isolation and endemism in subterranean aquatic snails: unexpected case of Montenegrospeum bogici
(PeÅ¡iÄ‡ et GlÃ¶er, 2012) (Gastropoda: Truncatelloidea: Hydrobiidae). Hydrobiologia, 2021, 848, 4967-4990. 1.0 7

23587 A high-quality chromosome-level genome of wild <i>Rosa rugosa</i>. DNA Research, 2021, 28, . 1.5 10

23588 Mitochondrial loci enable specific qPCR detection of the pathogen causing contemporary impatiens
downy mildew epidemics. Plant Disease, 2021, , . 0.7 3

23589 Flavobacterium erciyesense sp. nov., a putative non-pathogenic fish symbiont. Archives of
Microbiology, 2021, 203, 5783-5792. 1.0 10

23590 Transient effect of bisphenol A (BPA) and di-(2-ethylhexyl) phthalate (DEHP) on the cosmopolitan
marine diatom Chaetoceros decipiens-lorenzianus. Environmental Pollution, 2021, 285, 117362. 3.7 5

23591 Baseline Hepatitis C Virus NS5A Resistance-Associated Polymorphisms in Patients With and Without
Human Immunodeficiency Virus Coinfection in Mexico. Microbial Drug Resistance, 2021, 27, 1195-1202. 0.9 1

23592
Investigation of the Food-Transmitted Parasites Trichinella spp. and Alaria spp. in Wild Boars in Greece
by Classical and Molecular Methods and Development of a Novel Real-Time PCR for Alaria spp.
Detection. Animals, 2021, 11, 2803.

1.0 1

23593
Characterization of the Î²-tubulin gene family in Ascaris lumbricoides and Ascaris suum and its
implication for the molecular detection of benzimidazole resistance. PLoS Neglected Tropical
Diseases, 2021, 15, e0009777.

1.3 13

23594 Comparative transcriptome analysis at the onset of speciation in a mimetic butterflyâ€”The Ithomiini
<i>Melinaea marsaeus</i>. Journal of Evolutionary Biology, 2021, 34, 1704-1721. 0.8 2

23595 Candida albicans <i>ENT2</i> Contributes to Efficient Endocytosis, Cell Wall Integrity, Filamentation,
and Virulence. MSphere, 2021, 6, e0070721. 1.3 6



1292

Citation Report

# Article IF Citations

23596 Expression of Two Rye CENH3 Variants and Their Loading into Centromeres. Plants, 2021, 10, 2043. 1.6 7

23598 Growth Promotion of Rapeseed (Brassica napus L.) and Blackleg Disease (Leptosphaeria maculans)
Suppression Mediated by Endophytic Bacteria. Agronomy, 2021, 11, 1966. 1.3 10

23599 The PshX subunit of the photochemical reaction center from Heliobacterium modesticaldum acts as a
low-energy antenna. Photosynthesis Research, 2022, 151, 11-30. 1.6 7

23600 Integrative taxonomy of the <i>Selaginella helvetica</i> group based on morphological, molecular
and ecological data. Taxon, 2021, 70, 1163-1187. 0.4 10

23601 Taxonomic Revision of Scaly-toed Geckos (Reptilia: Gekkonidae: Lepidodactylus) in the Northern
Philippines, with Descriptions of Four New Species. Herpetological Monographs, 2021, 35, . 1.1 3

23602
<i>m</i>CNN-ETC: identifying electron transporters and their functional families by using multiple
windows scanning techniques in convolutional neural networks with evolutionary information of
protein sequences. Briefings in Bioinformatics, 2022, 23, .

3.2 7

23603 The evolutionary puzzle solution for the origins of the partial loss of the CÏ„2 exon in notothenioid
fishes. Fish and Shellfish Immunology, 2021, 116, 124-139. 1.6 2

23605 Bioinformatics analysis of rhinovirus capsid proteins VP1-4 sequences for cross-serotype vaccine
development. Journal of Infection and Public Health, 2021, 14, 1603-1611. 1.9 2

23606 All-flesh fruit in tomato is controlled by reduced expression dosage of<i>AFF</i>through a
structural variant mutation in the promoter. Journal of Experimental Botany, 2022, 73, 123-138. 2.4 12

23607 Spread of Mink SARS-CoV-2 Variants in Humans: A Model of Sarbecovirus Interspecies Evolution.
Frontiers in Microbiology, 2021, 12, 675528. 1.5 35

23608 Escherichia coli Nissle 1917 secondary metabolism: aryl polyene biosynthesis and phosphopantetheinyl
transferase crosstalk. Applied Microbiology and Biotechnology, 2021, 105, 7785-7799. 1.7 3

23609 Two <i>TOBAMOVIRUS MULTIPLICATION 2A</i> homologs in tobacco control asymptomatic response to
tobacco mosaic virus. Plant Physiology, 2021, 187, 2674-2690. 2.3 7

23610 Analysis of Four New <i>Enterococcus faecalis</i> Phages and Modeling of a Hyaluronidase Catalytic
Domain from <i>Saphexavirus</i>. Phage, 2021, 2, 131-141. 0.8 3

23611
Phylogenetic diversity and activity screening of cultivable Actinobacteria isolated from marine
sponges and associated environments from the western coast of India. Access Microbiology, 2021, 3,
000242.

0.2 5

23612
The biogeographic history of eelpouts and related fishes: Linking phylogeny, environmental change,
and patterns of dispersal in a globally distributed fish group. Molecular Phylogenetics and Evolution,
2021, 162, 107211.

1.2 5

23613
Molecular Phylogeny of Cryptonanus (Didelphidae: Thylamyini): Evidence for a recent and complex
diversification in South American open biomes. Molecular Phylogenetics and Evolution, 2021, 162,
107213.

1.2 15

23614 In silico drug discovery for a complex immunotherapeutic target - human c-Rel protein. Biophysical
Chemistry, 2021, 276, 106593. 1.5 3

23615 Naturally Occurring Fusarium Species and Mycotoxins in Oat Grains from Manitoba, Canada. Toxins,
2021, 13, 670. 1.5 12



1293

Citation Report

# Article IF Citations

23616 Phylogeography of the Rough Greensnake, Opheodrys aestivus (Squamata: Colubridae), Using
Multilocus Sanger Sequence and Genomic ddRADseq Data. Journal of Herpetology, 2021, 55, . 0.2 0

23617 Association of female reproductive tract microbiota with egg production in layer chickens.
GigaScience, 2021, 10, . 3.3 7

23618 Molecular Advances in Larval Fruit Moth Identification to Facilitate Fruit Export From Western
United States Under Systems Approaches. Annals of the Entomological Society of America, 0, , . 1.3 1

23619 Three diketomorpholines from a Penicillium sp. (strain G1071). Phytochemistry, 2021, 189, 112830. 1.4 4

23620 Infection with intracellular parasite Amoeboaphelidium protococcarum induces shifts in associated
bacterial communities in microalgae cultures. Journal of Applied Phycology, 2021, 33, 2863-2873. 1.5 5

23621 Phallus chiangmaiensis sp. nov. and a Record of P. merulinus in Thailand. Mycobiology, 2021, 49, 1-15. 0.6 0

23622 Hidden service publishing flow homology comparison using profileâ€•hidden markov model.
International Journal of Intelligent Systems, 0, , . 3.3 1

23624 Using High-Throughput Amplicon Sequencing to Evaluate Intragenomic Variation and Accuracy in
Species Identification of Cordyceps Species. Journal of Fungi (Basel, Switzerland), 2021, 7, 767. 1.5 4

23627 Transcript Profiling of MIKCc MADS-Box Genes Reveals Conserved and Novel Roles in Barley
Inflorescence Development. Frontiers in Plant Science, 2021, 12, 705286. 1.7 15

23628 Hitchhiking northwards: on the presence of the invasive skeleton shrimp Caprella scaura in the UK.
Marine Biodiversity, 2021, 51, 1. 0.3 4

23629 Multilocus Phylogenetic Analyses of <i>Colletotrichum gloeosporioides</i> Species Complex Causing
Crown Rot on Strawberry in Florida. Phytopathology, 2022, 112, 898-906. 1.1 6

23630 Novel putative polyethylene terephthalate (PET) plastic degrading enzymes from the environmental
metagenome. Proteins: Structure, Function and Bioinformatics, 2022, 90, 504-511. 1.5 17

23631 Witnessing the structural evolution of an RNA enzyme. ELife, 2021, 10, . 2.8 14

23632 An accurate and exact clustering algorithm for next generation sequencing metagenomic sequences.
Mathematical Methods in the Applied Sciences, 0, , . 1.2 1

23633 Characterization of a Novel Mesophilic CTPâ€•Dependent Riboflavin Kinase and Rational Engineering to
Create Its Thermostable Homologues**. ChemBioChem, 2021, 22, 3414-3424. 1.3 1

23634 Genome-Wide Characterization of the MLO Gene Family in Cannabis sativa Reveals Two Genes as Strong
Candidates for Powdery Mildew Susceptibility. Frontiers in Plant Science, 2021, 12, 729261. 1.7 14

23635 Punctodera achalensis n. sp. (Nematoda: Punctoderidae), a new cyst nematode from Argentina.
European Journal of Plant Pathology, 2021, 161, 397-409. 0.8 2

23636 Comparative Phylogenomic Analysis Reveals Evolutionary Genomic Changes and Novel Toxin Families
in Endophytic <i>Liberibacter</i> Pathogens. Microbiology Spectrum, 2021, 9, e0050921. 1.2 6



1294

Citation Report

# Article IF Citations

23637
Molecular Identification of Juvenile Neoechinorhynchus spp. (Phylum: Acanthocephala) Infecting
Ostracod and Snail Hosts Provides Insight into Acanthocephalan Host Use. Journal of Parasitology,
2021, 107, 739-761.

0.3 7

23639 Evaluation of probiotic characteristics and whole genome analysis of Pediococcus pentosaceus
MR001 for use as probiotic bacteria in shrimp aquaculture. Scientific Reports, 2021, 11, 18334. 1.6 20

23640 Genomic Insights into the Ecological Role and Evolution of a Novel <i>Thermoplasmata</i> Order, â€œ
<i>Candidatus</i> Sysuiplasmatalesâ€•. Applied and Environmental Microbiology, 2021, 87, e0106521. 1.4 3

23641 Tandem duplicate expression patterns are conserved between maize haplotypes of the <i>Î±</i>â€•zein gene
family. Plant Direct, 2021, 5, e346. 0.8 1

23642 Methyl jasmonate elicits distinctive hydrolyzable tannin, flavonoid, and phyto-oxylipin responses in
pomegranate (Punica granatum L.) leaves. Planta, 2021, 254, 89. 1.6 6

23643 Cultivable <i>Winogradskyella</i> species are genomically distinct from the sympatric abundant
candidate species. ISME Communications, 2021, 1, . 1.7 10

23645 Identification of BR biosynthesis genes in cotton reveals that GhCPD-3 restores BR biosynthesis and
mediates plant growth and development. Planta, 2021, 254, 75. 1.6 8

23646 Genome-Wide Characterization of Aquaporins (aqps) in Lateolabrax maculatus: Evolution and
Expression Patterns During Freshwater Acclimation. Marine Biotechnology, 2021, 23, 696-709. 1.1 2

23648 Discovery and Validation of Lmj_04_BRCT Domain, a Novel Therapeutic Target: Identification of
Candidate Drugs for Leishmaniasis. International Journal of Molecular Sciences, 2021, 22, 10493. 1.8 11

23649 Insights into angiosperm evolution, floral development and chemical biosynthesis from the
Aristolochia fimbriata genome. Nature Plants, 2021, 7, 1239-1253. 4.7 51

23650
The genome sequence provides insights into salt tolerance of <i>Achnatherum splendens</i>
(Gramineae), a constructive species of alkaline grassland. Plant Biotechnology Journal, 2022, 20,
116-128.

4.1 18

23651 MtNPF6.5 mediates chloride uptake and nitrate preference in Medicago roots. EMBO Journal, 2021, 40,
e106847. 3.5 14

23652
Comprehensive evaluation of manganese oxides and iron oxides as metal substrate materials for
constructed wetlands from the perspective of water quality and greenhouse effect. Ecotoxicology
and Environmental Safety, 2021, 221, 112451.

2.9 28

23654 Phylogenetic Comparison and Splicing Analysis of the U1 snRNP-specific Protein U1C in Eukaryotes.
Frontiers in Molecular Biosciences, 2021, 8, 696319. 1.6 1

23655 Molecular and functional insights into glutathione Sâ€•transferase genes associated with salt stress in
Halothece sp. PCC7418. Plant, Cell and Environment, 2021, 44, 3583-3596. 2.8 11

23656 Hydrolytic Enzymes Producing Bacterial Endophytes of Some Poaceae Plants. Polish Journal of
Microbiology, 2021, 70, 297-304. 0.6 18

23657 Proteomic Tools for the Analysis of Proteins. Methods in Molecular Biology, 2022, 2364, 363-425. 0.4 1

23659 Phylogenetic incongruence in Cymbidium orchids. Plant Diversity, 2021, 43, 452-461. 1.8 10



1295

Citation Report

# Article IF Citations

23660 Large-scale genomic analysis of antimicrobial resistance in the zoonotic pathogen Streptococcus
suis. BMC Biology, 2021, 19, 191. 1.7 26

23662 Multiple phylogenies reveal a true taxonomic position of Dulcicalothrix alborzica sp. nov.
(Nostocales, Cyanobacteria). Fottea, 2021, 21, 235-246. 0.4 7

23663 Insights into 6S RNA in lactic acid bacteria (LAB). BMC Genomic Data, 2021, 22, 29. 0.7 1

23664 Highly diverse flavobacterial phages isolated from North Sea spring blooms. ISME Journal, 2022, 16,
555-568. 4.4 32

23665
The Evolutionary Conserved Transmembrane BAX Inhibitor Motif (TMBIM) Containing Protein Family
Members 5 and 6 Are Essential for the Development and Survival of Drosophila melanogaster.
Frontiers in Cell and Developmental Biology, 2021, 9, 666484.

1.8 2

23667 Genetic and phenotypic heterogeneity in KIAA0753 â€•related ciliopathies. American Journal of Medical
Genetics, Part A, 2021, , . 0.7 2

23669 Functional and Structural Characterization of Acquired 16S rRNA Methyltransferase NpmB1
Conferring Pan-Aminoglycoside Resistance. Antimicrobial Agents and Chemotherapy, 2021, 65, e0100921. 1.4 9

23670 Structural characterization of NrnC identifies unifying features of dinucleases. ELife, 2021, 10, . 2.8 6

23671 Genomic Investigation of Methicillin-Resistant Staphylococcus aureus ST113 Strains Isolated from
Tertiary Care Hospitals in Pakistan. Antibiotics, 2021, 10, 1121. 1.5 4

23672 Oceaniferula marina gen.nov., sp.nov., an anti-fluoroquinolone bacterium isolated from marine
sediment. Antonie Van Leeuwenhoek, 2021, 114, 1855-1865. 0.7 8

23673 Whole-Genome Sequencing Evaluation of MALDI-TOF MS as a Species Identification Tool for
Streptococcus suis. Journal of Clinical Microbiology, 2021, 59, e0129721. 1.8 8

23674 Reassessing the evolution of the 1-deoxy-D-xylulose 5-phosphate synthase family suggests a possible
novel function for the DXS class 3 proteins. Plant Science, 2021, 310, 110960. 1.7 9

23676 Cryptic Diversity in Cladosporium cladosporioides Resulting from Sequence-Based Species
Delimitation Analyses. Pathogens, 2021, 10, 1167. 1.2 7

23677 Early-Life Microbial Restitution Reduces Colitis Risk Promoted by Antibiotic-Induced Gut Dysbiosis in
Interleukin 10â€“/â€“ Mice. Gastroenterology, 2021, 161, 940-952.e15. 0.6 20

23678 Out of patterns, the euchromatic B chromosome of the grasshopper Abracris flavolineata is not
enriched in high-copy repeats. Heredity, 2021, 127, 475-483. 1.2 10

23679 Lessons for preparedness and reasons for concern from the early COVID-19 epidemic in Iran. Epidemics,
2021, 36, 100472. 1.5 17

23680
Elucidating key plant growthâ€“promoting (PGPR) traits in <i>Burkholderia</i> sp. Nafp2/4â€•1b
(=SARCCâ€•3049) using gnotobiotic assays and wholeâ€•genomeâ€•sequence analysis. Letters in Applied
Microbiology, 2021, 73, 658-671.

1.0 6

23681
Effects of Adding Eubiotic Lignocellulose on the Growth Performance, Laying Performance, Gut
Microbiota, and Short-Chain Fatty Acids of Two Breeds of Hens. Frontiers in Veterinary Science, 2021,
8, 668003.

0.9 10



1296

Citation Report

# Article IF Citations

23682 Breviolum and Cladocopium Are Dominant Among Symbiodiniaceae of the Coral Holobiont Madracis
decactis. Microbial Ecology, 2021, , 1. 1.4 5

23683 Transitions to asexuality and evolution of gene expression in Artemia brine shrimp. Proceedings of the
Royal Society B: Biological Sciences, 2021, 288, 20211720. 1.2 6

23684 The genome of the naturally evolved obesity-prone Ossabaw miniature pig. IScience, 2021, 24, 103081. 1.9 9

23685 Evolution of inwardly rectifying potassium channels and their gene expression in zebrafish embryos.
Developmental Dynamics, 2022, 251, 687-713. 0.8 5

23686 Characterization of mitogenomes from four <i>Mucorales</i> species and insights into pathogenicity.
Mycoses, 2022, 65, 45-56. 1.8 1

23687 Discovery of ancestral L-ornithine and L-lysine decarboxylases reveals parallel, pseudoconvergent
evolution of polyamine biosynthesis. Journal of Biological Chemistry, 2021, 297, 101219. 1.6 10

23688 Evolution of Type IV CRISPR-Cas Systems: Insights from CRISPR Loci in Integrative Conjugative Elements
of <i>Acidithiobacillia</i>. CRISPR Journal, 2021, 4, 656-672. 1.4 21

23689 How mitonuclear discordance and geographic variation have confounded species boundaries in a
widely studied snake. Molecular Phylogenetics and Evolution, 2021, 162, 107194. 1.2 21

23690 A new species of cryptic cyanobacteria isolated from the epidermis of a bottlenose dolphin and as a
bioaerosol. Phycologia, 2021, 60, 603-618. 0.6 2

23691
Major biogeographic barriers in eastern Australia have shaped the population structure of widely
distributed Eucalyptus moluccana and its putative subspecies. Ecology and Evolution, 2021, 11,
14828-14842.

0.8 4

23692 Thermal stress induces tissue damage and a broad shift in regenerative signaling pathways in the
honey bee digestive tract. Journal of Experimental Biology, 2021, 224, . 0.8 12

23693
Molecular epidemiologic characteristics of hemagglutinin from five waves of avian influenza A
(H7N9) virus infection, from 2013 to 2017, in Zhejiang Province, China. Archives of Virology, 2021, 166,
3323-3332.

0.9 0

23694 Molecular genetic diversity of some rabbit breeds based on mitochondrial 16S rRNA sequences. World
Rabbit Science, 2021, 29, 193. 0.1 2

23697 Germline polymorphisms and alternative splicing of human immunoglobulin light chain genes.
IScience, 2021, 24, 103192. 1.9 14

23698
Multi-locus phylogeny with dense Guiana Shield sampling supports new suprageneric classification of
the neotropical three-barbeled catfishes (Siluriformes: Heptapteridae). Molecular Phylogenetics and
Evolution, 2021, 162, 107186.

1.2 8

23699 Phylogeny of Micronesian emperor fishes and evolution of trophic types. Molecular Phylogenetics
and Evolution, 2021, 162, 107207. 1.2 1

23700 Identification and expression analysis of the PbrMLO gene family in pear, and functional verification
of PbrMLO23. Journal of Integrative Agriculture, 2021, 20, 2410-2423. 1.7 2

23701
Comparative genomic analysis of gene clusters of Pseudomonas aeruginosa that define specific
biofilm formation in deciphering target regions for novel treatment options. Scientific African, 2021,
13, e00910.

0.7 1



1297

Citation Report

# Article IF Citations

23702 Phylogenetics and historical biogeography of Solanum section Brevantherum (Solanaceae).
Molecular Phylogenetics and Evolution, 2021, 162, 107195. 1.2 5

23703
Whole-genome analysis uncovers loss of blaZ associated with carriage isolates belonging to
methicillin-resistant Staphylococcus aureus (MRSA) clone ST5-VI in Cape Verde. Journal of Global
Antimicrobial Resistance, 2021, 26, 77-83.

0.9 2

23705
Evaluating the effect of microalga Haematococcus pluvialis bioaugmentation on aerobic membrane
bioreactor in terms of performance, membrane fouling and microbial community structure. Science
of the Total Environment, 2022, 807, 149908.

3.9 22

23706 In silico analysis enabling informed design for genome editing in medicinal cannabis; gene families and
variant characterisation. PLoS ONE, 2021, 16, e0257413. 1.1 4

23707 Taxonomy update for the family Alphasatellitidae: new subfamily, genera, and species. Archives of
Virology, 2021, 166, 3503-3511. 0.9 15

23708 Post-translational activation of Mmp2 correlates with patterns of active collagen degradation
during the development of the zebrafish tail. Developmental Biology, 2021, 477, 155-163. 0.9 4

23709
Genomic diversity of Serratia proteamaculans and Serratia liquefaciens predominant in seafood
products and spoilage potential analyses. International Journal of Food Microbiology, 2021, 354,
109326.

2.1 11

23710 Phylogeny and structural peculiarities of the EB proteins of diatoms. Journal of Structural Biology,
2021, 213, 107775. 1.3 1

23711 Molecular systematics and taxonomic overview of the bird's nest fungi (Nidulariaceae). Fungal
Biology, 2021, 125, 693-703. 1.1 10

23712 High Prevalence of Coinfecting Enteropathogens in Suspected Rotavirus Vaccine Breakthrough Cases.
Journal of Clinical Microbiology, 2021, 59, e0123621. 1.8 9

23713
Transposition and duplication of MADS-domain transcription factor genes in annual and perennial
<i>Arabis</i> species modulates flowering. Proceedings of the National Academy of Sciences of the
United States of America, 2021, 118, .

3.3 6

23714 Diversification of Cynoglossinae genera (Cynoglosseae-Boraginaceae) in the western Iranoâ€“Turanian
bioregion. Botany, 2021, 99, 541-553. 0.5 3

23715 The Contributions to Virulence of the Effectors Eop1 and DspE Differ Between Two Clades of
<i>Erwinia tracheiphila</i> Strains. Molecular Plant-Microbe Interactions, 2021, 34, 1399-1408. 1.4 5

23716 LysM domain-containing proteins modulate stress response and signalling in Triticum aestivum L..
Environmental and Experimental Botany, 2021, 189, 104558. 2.0 27

23717 Weeds Harbor <i>Fusarium</i> Species that Cause Malformation Disease of Economically Important
Trees in Western Mexico. Plant Disease, 2022, 106, 612-622. 0.7 1

23718 Periodically Disturbing the Spatial Structure of Biofilms Can Affect the Production of an Essential
Virulence Factor in <i>Pseudomonas aeruginosa</i>. MSystems, 2021, 6, e0096121. 1.7 7

23719
Distinct suites of preâ€• and postâ€•adaptations indicate independent evolutionary pathways of snapping
claws in the shrimp family Alpheidae (Decapoda: Caridea). Evolution; International Journal of Organic
Evolution, 2021, 75, 2898-2910.

1.1 8

23720 Potential Therapeutic Effect of Micrornas in Extracellular Vesicles from Mesenchymal Stem Cells
against SARS-CoV-2. Cells, 2021, 10, 2393. 1.8 29



1298

Citation Report

# Article IF Citations

23721 MODB: a comprehensive mitochondrial genome database for Mollusca. Database: the Journal of
Biological Databases and Curation, 2021, 2021, . 1.4 1

23722 Genomic basis of high-altitude adaptation in Tibetan Prunus fruit trees. Current Biology, 2021, 31,
3848-3860.e8. 1.8 41

23723 Detection of <i>Campylobacter jejuni</i> diversity by clustered regularly interspaced short
palindromic repeats (CRISPR) from an animal farm. Veterinary Medicine and Science, 2021, 7, 2381-2388. 0.6 3

23724
Virome analysis for identification of viruses associated with asymptomatic infection of purple passion
fruit (<i>Passiflora edulis</i> f. edulis) in Colombia. Journal of Horticultural Science and
Biotechnology, 2022, 97, 187-200.

0.9 3

23725 Recombination Marks the Evolutionary Dynamics of a Recently Endogenized Retrovirus. Molecular
Biology and Evolution, 2021, 38, 5423-5436. 3.5 2

23726 Ancient role of sulfakinin/cholecystokinin-type signalling in inhibitory regulation of feeding
processes revealed in an echinoderm. ELife, 2021, 10, . 2.8 22

23727
Eikenella glucosivorans sp. nov., isolated from a human throat swab, and emendation of the genus
Eikenella to include saccharolytic species. International Journal of Systematic and Evolutionary
Microbiology, 2021, 71, .

0.8 8

23728 The 5-Ketofructose Reductase of <i>Gluconobacter</i> sp. Strain CHM43 Is a Novel Class in the
Shikimate Dehydrogenase Family. Journal of Bacteriology, 2021, 203, e0055820. 1.0 1

23729 CD4 T Cell Responses to Theileria parva in Immune Cattle Recognize a Diverse Set of Parasite Antigens
Presented on the Surface of Infected Lymphoblasts. Journal of Immunology, 2021, 207, ji2100331. 0.4 4

23730 Functional impairment of HIV-specific CD8+ TÂ cells precedes aborted spontaneous control of viremia.
Immunity, 2021, 54, 2372-2384.e7. 6.6 20

23731 <i>Hepatocystis</i> and <i>Nycteria</i> (Haemosporida) parasite infections of bats in the Central
Region of Cameroon. Parasitology, 2022, 149, 51-58. 0.7 4

23732 Description and functional analysis of the transcriptome from malting barley. Genomics, 2021, 113,
3310-3324. 1.3 7

23734 Nanopore sequencing of tomato mottle leaf distortion virus, a new bipartite begomovirus infecting
tomato in Brazil. Archives of Virology, 2021, 166, 3217-3220. 0.9 4

23735 Development and evaluation of a custom bait design based on 469 single-copy protein-coding genes for
exon capture of isopods (Philosciidae: Haloniscus). PLoS ONE, 2021, 16, e0256861. 1.1 2

23736 Prediction of SARS-CoV-2 hosts among Brazilian mammals and new coronavirus transmission chain
using evolutionary bioinformatics. Animal Diseases, 2021, 1, 20. 0.6 1

23737 Simultaneous Expression of UV and Violet SWS1 Opsins Expands the Visual Palette in a Group of
Freshwater Snakes. Molecular Biology and Evolution, 2021, 38, 5225-5240. 3.5 3

23738
Pristimantis achupalla sp. n., a new minute species of direct-developing frog (Amphibia, Anura,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 107 Td (Strabomantidae) inhabiting bromeliads of the montane forest of the Amazonian Andes of Puno, Peru.

PeerJ, 2021, 9, e11878.
0.9 1

23739
Genetic and phenotypic characterization of the fungal pathogen Cytospora plurivora from western
Colorado peach orchards and the development of a ddPCR assay for detection and quantification.
Phytopathology, 2021, , .

1.1 1



1299

Citation Report

# Article IF Citations

23740 Modeling Ocean Color Niche Selection by <i>Synechococcus</i> Blueâ€•Green Acclimaters. Journal of
Geophysical Research: Oceans, 2021, 126, e2021JC017434. 1.0 1

23741 Crystal structure of the complex of DNA with the C-terminal domain of TYE7 from <i>Saccharomyces
cerevisiae</i>. Acta Crystallographica Section F, Structural Biology Communications, 2021, 77, 341-347. 0.4 1

23742 The complete chloroplast genome sequence of Thrixspermum amplexicaule (Orchidaceae, Aeridinae).
Mitochondrial DNA Part B: Resources, 2021, 6, 3036-3037. 0.2 0

23743
Oligotyping and metagenomics reveal distinct Candidatus Accumulibacter communities in side-stream
versus conventional full-scale enhanced biological phosphorus removal (EBPR) systems. Water
Research, 2021, 206, 117725.

5.3 23

23744 Charge substitutions at the voltage-sensing module of domain III enhance actions of site-3 and site-4
toxins on an insect sodium channel. Insect Biochemistry and Molecular Biology, 2021, 137, 103625. 1.2 2

23745 A fucoidan from Sargassum fusiforme with novel structure and its regulatory effects on intestinal
microbiota in high-fat diet-fed mice. Food Chemistry, 2021, 358, 129908. 4.2 26

23746 The population structure of the secovirid lychnis mottle virus based on the RNA2 coding sequences.
Virus Research, 2021, 303, 198468. 1.1 3

23747 Can orchid mycorrhizal fungi be persistently harbored by the plant host?. Fungal Ecology, 2021, 53,
101071. 0.7 10

23748 Phylogeny and evolution of mycophagy in the Zygothrica genus group (Diptera: Drosophilidae).
Molecular Phylogenetics and Evolution, 2021, 163, 107257. 1.2 11

23749 Role for nitrate assimilatory genes in virulence of Ustilago maydis. Fungal Biology, 2021, 125, 764-775. 1.1 2

23750 Complex evolutionary history of felid anelloviruses. Virology, 2021, 562, 176-189. 1.1 13

23751 A taxonomistâ€˜s nightmare â€“ Cryptic diversity in Caribbean intertidal arthropods (Arachnida, Acari,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Oribatida). Molecular Phylogenetics and Evolution, 2021, 163, 107240.1.2 19

23752
Mutations in a Î²-group of solute carrier gene are responsible for egg and eye coloration of the brown
egg 4 (b-4) mutant in the silkworm, Bombyx mori. Insect Biochemistry and Molecular Biology, 2021, 137,
103624.

1.2 4

23753 Identification and expression analysis of the Î²-defensin genes in the goat small intestine. Gene, 2021, 801,
145846. 1.0 3

23754 Comparative and phylogenomic analysis of nuclear and organelle genes in cryptic Coelastrella
vacuolata MACC-549 green algae. Algal Research, 2021, 58, 102380. 2.4 4

23755 The IS630/Tc1/mariner transposons in three ctenophore genomes. Molecular Phylogenetics and
Evolution, 2021, 163, 107231. 1.2 11

23756 Genetic structure of allopatric populations of Lutzomyia longipalpis sensu lato in Brazil. Acta
Tropica, 2021, 222, 106031. 0.9 7

23757 Genome-Wide Identification and Low-Temperature Expression Analysis of bHLH Genes in Prunus mume.
Frontiers in Genetics, 2021, 12, 762135. 1.1 15



1300

Citation Report

# Article IF Citations

23758
Detection of differential selection pressure and functional-specific sites in subunits of vertebrate
neuronal nicotinic acetylcholine receptors. Journal of Biomolecular Structure and Dynamics, 2021, ,
1-10.

2.0 1

23759 In silico comparative genomics analysis of Lactiplantibacillus plantarum DW12, a potential
gamma-aminobutyric acid (GABA)-producing strain. Microbiological Research, 2021, 251, 126833. 2.5 11

23760 Phylogeography of desert hedgehogs (Paraechinus aethiopicus) in Qatar: Implications for its
intra-specific phylogeny and taxonomy. Journal of Arid Environments, 2021, 193, 104584. 1.2 1

23761 Differential expression of PEPCK isoforms is correlated to Aedes aegypti oogenesis and embryogenesis.
Comparative Biochemistry and Physiology - B Biochemistry and Molecular Biology, 2021, 256, 110618. 0.7 4

23762 Metaheuristics for multiple sequence alignment: A systematic review. Computational Biology and
Chemistry, 2021, 94, 107563. 1.1 8

23763 Minc00344 and Mj-NULG1a effectors interact with GmHub10 protein to promote the soybean parasitism
by Meloidogyne incognita and M. javanica. Experimental Parasitology, 2021, 229, 108153. 0.5 7

23764 Transcriptome analysis reveals important candidate gene families related to oligosaccharides
biosynthesis in Morinda officinalis. Plant Physiology and Biochemistry, 2021, 167, 1061-1071. 2.8 8

23765 Shifts from <i>cis</i>-to <i>trans</i>-splicing of five mitochondrial introns in <i>Tolypanthus
maclurei</i>. PeerJ, 2021, 9, e12260. 0.9 11

23767 Genomic analysis of the carboxylesterase family in the salmon louse (Lepeophtheirus salmonis).
Comparative Biochemistry and Physiology Part - C: Toxicology and Pharmacology, 2021, 248, 109095. 1.3 1

23768 Microbiota associated with the large-scale outdoor cultivation of the cyanobacterium
Synechococcus sp. PCC 7002. Algal Research, 2021, 58, 102382. 2.4 12

23769 Genotyping-By-Sequencing diversity analysis of international Vanilla collections uncovers hidden
diversity and enables plant improvement. Plant Science, 2021, 311, 111019. 1.7 17

23770 Evolution of Leaf Fusion in Honeysuckle (Periclymenum, Lonicera). International Journal of Plant
Sciences, 2021, 182, 663-681. 0.6 1

23771 When good mitochondria go bad: Cyto-nuclear discordance in landfowl (Aves: Galliformes). Gene,
2021, 801, 145841. 1.0 17

23772 Exploring untapped potential of Streptomyces spp. in Gurbantunggut Desert by use of highly selective
culture strategy. Science of the Total Environment, 2021, 790, 148235. 3.9 26

23773 Introgression is widespread in the radiation of carnivorous Nepenthes pitcher plants. Molecular
Phylogenetics and Evolution, 2021, 163, 107214. 1.2 8

23774 Autosomal, sex-linked and mitochondrial loci resolve evolutionary relationships among wrens in the
genus Campylorhynchus. Molecular Phylogenetics and Evolution, 2021, 163, 107242. 1.2 5

23775 Potential Achilles heels of SARS-CoV-2 are best displayed by the base order-dependent component of
RNA folding energy. Computational Biology and Chemistry, 2021, 94, 107570. 1.1 6

23776 Linkage of resistance-associated substitutions in GT1 sofosbuvirÂ + NS5A inhibitor failures treated with
glecaprevir/pibrentasvir. Journal of Hepatology, 2021, 75, 820-828. 1.8 1



1301

Citation Report

# Article IF Citations

23777 Discovery of a new light-driven Li+/Na+-pumping rhodopsin with DTG motif. Journal of
Photochemistry and Photobiology B: Biology, 2021, 223, 112285. 1.7 3

23778 KBE009: A Bestatin-Like Inhibitor of the Trypanosoma cruzi Acidic M17 Aminopeptidase with In Vitro
Anti-Trypanosomal Activity. Life, 2021, 11, 1037. 1.1 1

23779 A Greedy Clustering Algorithm for Multiple Sequence Alignment. International Journal of Cognitive
Informatics and Natural Intelligence, 2021, 15, 1-17. 0.4 0

23781
Molecular phylogenetic analysis of the problematic genus Cardicola (Digenea: Aporocotylidae)
indicates massive polyphyly, dramatic morphological radiation and host-switching. Molecular
Phylogenetics and Evolution, 2021, 164, 107290.

1.2 7

23782
Generation and characterisation of a semi-synthetic siderophore-immunogen conjugate and a
derivative recombinant triacetylfusarinine Câ€“specific monoclonal antibody with fungal diagnostic
application. Analytical Biochemistry, 2021, 632, 114384.

1.1 3

23783 A phylogenetic analysis of the Crinum rautanenianum complex (Crininae, Amaryllidaceae) â€“ with a
description of C. luangwense sp. nov.. South African Journal of Botany, 2021, 142, 391-402. 1.2 1

23784 Evolutionary analysis of the anti-viral STAT2 gene of primates and rodents: Signature of different
stages of an arms race. Infection, Genetics and Evolution, 2021, 95, 105030. 1.0 1

23785 The global population structure and beta-lactamase repertoire of the opportunistic pathogen Serratia
marcescens. Genomics, 2021, 113, 3523-3532. 1.3 9

23786 Efficiencies of stationary sampling tools for the tsetse fly Glossina fuscipes fuscipes in western
Kenya. Acta Tropica, 2021, 223, 106092. 0.9 0

23787 Implications derived from S-protein variants of SARS-CoV-2 from six continents. International Journal
of Biological Macromolecules, 2021, 191, 934-955. 3.6 10

23788 Fertile islands lead to more conspicuous spatial heterogeneity of bacteria than soil physicochemical
properties in a desert ecosystem. Catena, 2021, 206, 105526. 2.2 12

23789 The draft genome of the Asian corn borer yields insights into ecological adaptation of a devastating
maize pest. Insect Biochemistry and Molecular Biology, 2021, 138, 103638. 1.2 8

23790 Adaptive selection signatures in river buffalo with emphasis on immune and major histocompatibility
complex genes. Genomics, 2021, 113, 3599-3609. 1.3 5

23791
French Mediterranean and Atlantic populations of the brown algal genus Taonia (Dictyotales) display
differences in phylogeny, surface metabolomes and epibacterial communities. Algal Research, 2021, 59,
102452.

2.4 2

23792 Genetic structure of Fusarium verticillioides populations from maize in Iran. Fungal Genetics and
Biology, 2021, 156, 103613. 0.9 1

23793 Genome-wide analysis of the MADS-box gene family in Rhododendron hainanense Merr. and expression
analysis under heat and waterlogging stresses. Industrial Crops and Products, 2021, 172, 114007. 2.5 20

23794 Schistocins: Novel antimicrobial peptides encrypted in the Schistosoma mansoni Kunitz Inhibitor
SmKI-1. Biochimica Et Biophysica Acta - General Subjects, 2021, 1865, 129989. 1.1 6

23795 Lobophora (Dictyotales, Phaeophyceae) from the western Indian Ocean: diversity and biogeography.
South African Journal of Botany, 2021, 142, 230-246. 1.2 6



1302

Citation Report

# Article IF Citations

23796

Does the transport of larvae throughout the south Atlantic support the genetic and morphometric
diversity of the Sally Lightfoot Crabs Grapsus grapsus (Linnaeus, 1758) and Grapsus adscensionis
(Osbeck, 1765) (Decapoda: Grapsidae) among the oceanic islands?. Journal of Marine Systems, 2021, 223,
103614.

0.9 12

23797 Developmental validation of SpeID: A pyrosequencing-based assay for species identification. Forensic
Science International: Genetics, 2021, 55, 102560. 1.6 5

23798 MiDSystem: A comprehensive online system for de novo assembly and analysis of microbial genomes.
New Biotechnology, 2021, 65, 42-52. 2.4 2

23799 Connectivity, not short-range endemism, characterises the groundwater biota of a northern
Australian karst system. Science of the Total Environment, 2021, 796, 148955. 3.9 13

23800 Novel viruses in hard ticks collected in the Republic of Korea unveiled by metagenomic
high-throughput sequencing analysis. Ticks and Tick-borne Diseases, 2021, 12, 101820. 1.1 4

23801 Nonribosomal peptide synthetases and nonribosomal cyanopeptides synthesis in Microcystis: A
comparative genomics study. Algal Research, 2021, 59, 102432. 2.4 3

23802
Biodegradation of poultry feather waste by keratinase producing Bacillus cereus strain isolated from
poultry farms waste disposal site. Case Studies in Chemical and Environmental Engineering, 2021, 4,
100114.

2.9 4

23803 Keratin intermediate filament chains in the European common wall lizard (Podarcis muralis) and a
potential keratin filament crosslinker. Journal of Structural Biology, 2021, 213, 107793. 1.3 1

23804 Exploring the Î²-tubulin gene family in a benzimidazole-resistant Parascaris univalens population.
International Journal for Parasitology: Drugs and Drug Resistance, 2021, 17, 84-91. 1.4 14

23805 Phylogenomics, divergence time estimation and trait evolution provide a new look into the
Gracilariales (Rhodophyta). Molecular Phylogenetics and Evolution, 2021, 165, 107294. 1.2 22

23806
DNA metabarcoding reveals differences in distribution patterns and ecological preferences among
genetic variants within some key freshwater diatom species. Science of the Total Environment, 2021,
798, 149029.

3.9 20

23807 Environmental preferences of Longitarsus jacobaeae, a biocontrol agent of Jacobaea vulgaris, in
northern Germany. Biological Control, 2021, 164, 104740. 1.4 1

23808 Prevalence of RNA viruses in seeds, plantlets, and adult plants of cape gooseberry (Physalis peruviana)
in Antioquia (Colombia). Physiological and Molecular Plant Pathology, 2021, 116, 101715. 1.3 5

23809 Evaluation of type-B RR dimerization in poplar: A mechanism to preserve signaling specificity?. Plant
Science, 2021, 313, 111068. 1.7 3

23810 NGS-Based Metagenomic Study of Four Traditional Bulgarian Green Cheeses from Tcherni Vit. LWT -
Food Science and Technology, 2021, 152, 112278. 2.5 9

23811 Rates and patterns of molecular evolution in bryophyte genomes, with focus on complex thalloid
liverworts, Marchantiopsida. Molecular Phylogenetics and Evolution, 2021, 165, 107295. 1.2 12

23812 Questioning the source of identified non-foodborne pathogens from food-contact wooden surfaces
used in Hong Kong's urban wet markets. One Health, 2021, 13, 100300. 1.5 4

23813 Oral seeding and niche-adaptation of middle ear biofilms in health. Biofilm, 2021, 3, 100041. 1.5 4



1303

Citation Report

# Article IF Citations

23814 The evolution and biogeographic history of epiphytic thalloid liverworts. Molecular Phylogenetics
and Evolution, 2021, 165, 107298. 1.2 4

23815 Delayed lactose utilization among Shiga toxin-producing Escherichia coli of serogroup O121. Food
Microbiology, 2022, 102, 103903. 2.1 3

23816
Internal transcribed spacer sequencing and metatranscriptomics analysis reveal the fungal
community composition, diversity related environment variables and roles during serofluid dish
fermentation. LWT - Food Science and Technology, 2022, 153, 112450.

2.5 5

23817 A unique microbiome in a highly polluted and alkalic lake in a seasonally frozen area. Environmental
Research, 2022, 204, 112056. 3.7 3

23818 Characterization of MDA5 and microRNA-203 negatively regulates the RLR signaling pathway via
targeting MDA5 in miiuy croaker. Developmental and Comparative Immunology, 2022, 126, 104259. 1.0 7

23819
Using a DNA barcoding approach to facilitate biosecurity: Identifying invasive alien macrophytes
traded within the South African aquarium and pond plant industry. South African Journal of Botany,
2022, 144, 364-376.

1.2 3

23820
A proteomic approach to identify digestive enzymes, their exocytic and microapocrine secretory
routes and their compartmentalization in the midgut of Spodoptera frugiperda. Comparative
Biochemistry and Physiology - B Biochemistry and Molecular Biology, 2022, 257, 110670.

0.7 6

23821 Evolutionary history of CAM photosynthesis in Neotropical<i>Clusia</i>: insights from genomics,
anatomy, physiology and climate. Botanical Journal of the Linnean Society, 2022, 199, 538-556. 0.8 16

23822 The Neighborhood of the Spike Gene Is a Hotspot for Modular Intertypic Homologous and
Nonhomologous Recombination in Coronavirus Genomes. Molecular Biology and Evolution, 2022, 39, . 3.5 30

23823 Complete genome analysis of a divergent isolate of narcissus yellow stripe virus from China. Journal
of Plant Pathology, 2021, 103, 605-609. 0.6 0

23824 Insect derived extra oral GH32 plays a role in susceptibility of wheat to Hessian fly. Scientific Reports,
2021, 11, 2081. 1.6 10

23826 An Intron of Invertebrate Microphthalmia Transcription Factor Gene Is Evolved from a Longer
Ancestral Sequence. Evolutionary Bioinformatics, 2021, 17, 117693432098855. 0.6 1

23829 The complete mitochondrial genome of <i>Dermacentor</i> (<i>Indocentor</i>) <i>auratus</i> (Acari,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (Ixodidae). Parasite, 2021, 28, 6.0.8 7

23830 Generation of a Golden Leaf Triploid Poplar by Repressing the Expression of &lt;i&gt;GLK&lt;/i&gt;
Genes. Forestry Research, 2021, 1, 1-7. 0.5 3

23831
The genome of walking catfish <i>Clarias magur</i> (Hamilton, 1822) unveils the genetic basis that may
have facilitated the development of environmental and terrestrial adaptation systems in air-breathing
catfishes. DNA Research, 2021, 28, .

1.5 16

23832 The Draft Genome Sequence of a New Land-Hopper Platorchestia hallaensis. Frontiers in Genetics,
2020, 11, 621301. 1.1 1

23833 Transcriptome Profiling Revealed Multiple rquA Genes in the Species of Spirostomum (Protozoa:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Ciliophora: Heterotrichea). Frontiers in Microbiology, 2020, 11, 574285.1.5 2

23834 Mesobacillus aurantius sp. nov., isolated from an orange-colored pond near a solar saltern. Archives
of Microbiology, 2021, 203, 1499-1507. 1.0 1



1304

Citation Report

# Article IF Citations

23835
Genome sequencing and functional annotation of Bacillus sp. strain BS-Z15 isolated from cotton
rhizosphere soil having antagonistic activity against Verticillium dahliae. Archives of Microbiology,
2021, 203, 1565-1575.

1.0 8

23836 Habitat heterogeneity induced by pyrogenic organic matter in wildfire-perturbed soils mediates
bacterial community assembly processes. ISME Journal, 2021, 15, 1943-1955. 4.4 23

23837

Alkalicaulis satelles gen. nov., sp. nov., a novel haloalkaliphile isolated from a laboratory culture
cyanobacterium Geitlerinema species and proposals of Maricaulaceae fam. nov., Robiginitomaculaceae
fam. nov., Maricaulales ord. nov. and Hyphomonadales ord. nov.. International Journal of Systematic
and Evolutionary Microbiology, 2021, 71, .

0.8 37

23838 Donghicola mangrovi sp. nov., a member of the family Rhodobacteraceae isolated from mangrove
forest in Thailand. International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 6

23839
Illuminating the bacterial microbiome of Australian ticks with 16S and Rickettsia-specific
next-generation sequencing. Current Research in Parasitology and Vector-borne Diseases, 2021, 1,
100037.

0.7 9

23840 At Least Seven Distinct Rotavirus Genotype Constellations in Bats with Evidence of Reassortment and
Zoonotic Transmissions. MBio, 2021, 12, . 1.8 31

23841 Gonoactivity of <i>Culex</i> (<i>Culex</i>) (Diptera: Culicidae) Mosquitoes During Winter in
Temperate Argentina. Journal of Medical Entomology, 2021, 58, 1454-1458. 0.9 3

23842 Genetic diversity of two populations of the tufted puffin <i>Fratercula cirrhata</i><i> </i>(Pallas,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (1769). Genes and Genetic Systems, 2021, 96, 119-128.0.2 0

23843 First Report on Megaselia scalaris Loew (Diptera: Phoridae) Infestation of the Invasive Pest Spodoptera
frugiperda Smith (Lepidoptera: Noctuidae) in China. Insects, 2021, 12, 65. 1.0 11

23844 Ancestral sequence reconstruction - An underused approach to understand the evolution of gene
function in plants?. Computational and Structural Biotechnology Journal, 2021, 19, 1579-1594. 1.9 10

23845 Comparative analysis and implications of the chloroplast genomes of three thistles (<i>Carduus</i>) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (L., Asteraceae). PeerJ, 2021, 9, e10687.0.9 5

23846 Metabolic Phenotypes as Potential Biomarkers for Linking Gut Microbiome With Inflammatory Bowel
Diseases. Frontiers in Molecular Biosciences, 2020, 7, 603740. 1.6 8

23847 Immunoinformatics aided design of peptide-based vaccines against ebolaviruses. Vitamins and
Hormones, 2021, 117, 157-187. 0.7 1

23848 Molecular identification and temporal genetic differentiation of Cyprinus carpio (Cypriniformes:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Cyprinidae) eggs attached on artificial fish nests. Conservation Genetics Resources, 2021, 13, 175-181.0.4 2

23849 Effect of a genetic polymorphism in SREBP1 on fatty acid composition and related gene expression in
subcutaneous fat tissue of beef cattle breeds. Animal Science Journal, 2021, 92, e13521. 0.6 3

23850 Homology Modeling of Class A G-Protein-Coupled Receptors in the Age of the Structure Boom.
Methods in Molecular Biology, 2021, 2315, 73-97. 0.4 3

23851 Estimation of pathogenic potential of an environmental Pseudomonas aeruginosa isolate using
comparative genomics. Scientific Reports, 2021, 11, 1370. 1.6 5

23852
Genome and transcriptome of Papaver somniferum Chinese landrace CHM indicates that massive
genome expansion contributes to high benzylisoquinoline alkaloid biosynthesis. Horticulture
Research, 2021, 8, 5.

2.9 22



1305

Citation Report

# Article IF Citations

23853 DNA barcoding approach to characterize microalgae isolated from freshwater systems in Ecuador.
Neotropical Biodiversity, 2021, 7, 170-183. 0.2 8

23854 Application of 5S Ribosomal DNA for Molecular Taxonomy of Subtribe Loliinae (Poaceae). Cytology and
Genetics, 2021, 55, 10-18. 0.2 11

23855
Revisiting Orthotospovirus phylogeny using full-genome data and testing the contribution of
selection, recombination and segment reassortment in the origin of members of new species. Archives
of Virology, 2021, 166, 491-499.

0.9 6

23856 Recreated Ancestral Opsin Associated with Marine to Freshwater Croaker Invasion Reveals Kinetic and
Spectral Adaptation. Molecular Biology and Evolution, 2021, 38, 2076-2087. 3.5 15

23857 Dinoflagellates alter their carbon and nutrient metabolic strategies across environmental gradients
in the central Pacific Ocean. Nature Microbiology, 2021, 6, 173-186. 5.9 45

23858 Development of two loop-mediated isothermal amplification (LAMP) genomics-informed diagnostic
protocols for rapid detection of Pantoea species on rice. MethodsX, 2021, 8, 101216. 0.7 4

23859 Rapid protein evolution, organellar reductions, and invasive intronic elements in the marine aerobic
parasite dinoflagellate Amoebophrya spp. BMC Biology, 2021, 19, 1. 1.7 135

23860 Comprehensive genomic resources related to domestication and crop improvement traits in Lima bean.
Nature Communications, 2021, 12, 702. 5.8 39

23861 Evolution and diversification of the nuclear envelope. Nucleus, 2021, 12, 21-41. 0.6 6

23862 The diversity and function of sourdough starter microbiomes. ELife, 2021, 10, . 2.8 77

23863 Handheld Point-of-Care System for Rapid Detection of SARS-CoV-2 Extracted RNA in under 20 min. ACS
Central Science, 2021, 7, 307-317. 5.3 106

23864 Giant lungfish genome elucidates the conquest of land by vertebrates. Nature, 2021, 590, 284-289. 13.7 132

23865 Phylogenetic diversity, trichothecene potential, and pathogenicity within Fusarium sambucinum
species complex. PLoS ONE, 2021, 16, e0245037. 1.1 49

23866 Local Alignment of DNA Sequence Based on Deep Reinforcement Learning. IEEE Open Journal of
Engineering in Medicine and Biology, 2021, 2, 170-178. 1.7 4

23867 Nucleotide Signature and SNP Double Peak Methods Detect Adulterants and Substitution in Panax
Products. Compendium of Plant Genomes, 2021, , 31-44. 0.3 0

23868 Methicillin-resistant <i>Staphylococcus pseudintermedius</i> synthesizes deoxyadenosine to cause
persistent infection. Virulence, 2021, 12, 989-1002. 1.8 8

23869 An Optimization Approach for Multiple Sequence Alignment using Divide-Conquer and Genetic
Algorithm. International Journal of Advanced Computer Science and Applications, 2021, 12, . 0.5 0

23870 Inferring Core Genome Phylogenies for Bacteria. Methods in Molecular Biology, 2021, 2242, 59-68. 0.4 2



1306

Citation Report

# Article IF Citations

23871 Accurate Annotation of Microbial Metagenomic Genes and Identification of Core Sets. Methods in
Molecular Biology, 2021, 2242, 115-138. 0.4 0

23872 Do host habitat use and cospeciation matter in the evolution of<i>Oswaldocruzia</i>(Nematoda,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Molineidae) from neotropical amphibians?. Journal of Helminthology, 2021, 95, e33.0.4 4

23873 Microsatellite Markers from Whole Genome and Transcriptomic Sequences. , 2021, , 387-412. 4

23874
Repeated colonization of caves leads to phenotypic convergence in catfishes
(Siluriformes:<i>Trichomycterus</i>) at a small geographical scale. Zoological Journal of the Linnean
Society, 2021, 193, 772-788.

1.0 1

23875 Analysis of selection in protein-coding sequences accounting for common biases. Briefings in
Bioinformatics, 2021, 22, . 3.2 20

23876 Rediscovery of Mazus lanceifolius reveals a new genus and a new species in Mazaceae. PhytoKeys, 2021,
171, 1-24. 0.4 6

23877 Genome-wide analysis of general phenylpropanoid and monolignol-specific metabolism genes in
sugarcane. Functional and Integrative Genomics, 2021, 21, 73-99. 1.4 10

23878 Infra-specific variation of Acer cappadocicum (Sapindaceae): morphological and molecular
approaches. Revista Brasileira De Botanica, 2021, 44, 149-163. 0.5 3

23879
Root Nodule Rhizobia From Undomesticated Shrubs of the Dry Woodlands of Southern Africa Can
Nodulate Angolan Teak Pterocarpus angolensis, an Important Source of Timber. Frontiers in
Microbiology, 2021, 12, 611704.

1.5 6

23880 Domain Unknown Function DUF1668-Containing Genes in Multiple Lineages Are Responsible for F1
Pollen Sterility in Rice. Frontiers in Plant Science, 2020, 11, 632420. 1.7 6

23881 Genomic Analyses of Phenotypic Differences Between Native and Invasive Populations of Diffuse
Knapweed (Centaurea diffusa). Frontiers in Ecology and Evolution, 2021, 8, . 1.1 7

23882 Lower Recovery of Nontuberculous Mycobacteria from Outdoor Hawaiâ€™i Environmental Water
Biofilms Compared to Indoor Samples. Microorganisms, 2021, 9, 224. 1.6 17

23883 Supergroup F Wolbachia in terrestrial isopods: Horizontal transmission from termites?. Evolutionary
Ecology, 2021, 35, 165-182. 0.5 9

23884 Molecular organization of 5S rDNA intergenic spacer in Gentiana pneumonanthe L. and G. punctata L..
Visnik Ukrains Kogo Tovaristva Genetikiv I Selekcioneriv, 2021, 18, 9-15. 0.4 1

23885 Comparative seascape genetics of co-distributed intertidal snails Monodonta spp. in the Japanese and
Ryukyu archipelagoes. Marine Ecology - Progress Series, 2021, 657, 135-146. 0.9 6

23886 Four new <i>Micarea</i> species from the montane cloud forests of Taita Hills, Kenya. Lichenologist,
2021, 53, 81-94. 0.5 5

23888
Evolutionary relationships of Metchnikovella dogieli Paskerova et al., 2016 (Microsporidia:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 107 Td (Metchnikovellidae) revealed by multigene phylogenetic analysis. Parasitology Research, 2021, 120,

525-534.
0.6 6

23889 Hydrolysis of organophosphorus by diatom purple acid phosphatase and sequential regulation of cell
metabolism. Journal of Experimental Botany, 2021, 72, 2918-2932. 2.4 9



1307

Citation Report

# Article IF Citations

23890 Novel species of Cladosporium from environmental sources in Spain. MycoKeys, 2021, 77, 1-25. 0.8 25

23891
Single-locus species delimitation and ecological niche modelling provide insights into the evolution,
historical distribution and taxonomy of the Pacific chorus frogs. Biological Journal of the Linnean
Society, 2021, 132, 612-633.

0.7 2

23892
Laimaphelenchus africanus n. sp. (Tylenchomorpha: Aphelenchoididae) from South Africa, a
morphological and molecular phylogenetic study, with an update to the diagnostics of the genus.
Journal of Nematology, 2021, 53, 1-14.

0.4 2

23893 Ancient DNA from the Asiatic Wild Dog (Cuon alpinus) from Europe. Genes, 2021, 12, 144. 1.0 5

23894
Draft Genome Sequences of Idiomarina abyssalis Strain KJE, Marinobacter salarius Strain NP2017, and
Marinobacter salarius Strain AT3901, Isolated from Deep-Sea Sediment near the Western Flank of the
Mid-Atlantic Ridge. Microbiology Resource Announcements, 2021, 10, .

0.3 1

23895 Expression of key auxin biosynthesis genes correlates with auxin and starch content of developing



1308

Citation Report

# Article IF Citations

23909 A roadmap for metagenomic enzyme discovery. Natural Product Reports, 2021, 38, 1994-2023. 5.2 76

23910 Advances, challenges and opportunities of phylogenetic and social network analysis using COVID-19
data. Briefings in Bioinformatics, 2022, 23, . 3.2 2

23911
Sodium hyperaccumulators in the Caryophyllales are characterized by both abnormally large shoot
sodium concentrations and [Na]shoot/[Na]root quotients greater than unity. Annals of Botany, 2022,
129, 65-78.

1.4 0

23913 Wide spectrum of NR5A1â€•related phenotypes in 46,XY and 46,XX individuals. Birth Defects Research Part
C: Embryo Today Reviews, 2016, 108, 309-320. 3.6 76

23914 Origin of the apogamous Japanese fern <i>Dryopteris yakusilvicola</i> (Dryopteridaceae). Taxon, 2021,
70, 16-26. 0.4 3

23915 Parallel Divide-and-Conquer Phylogeny Reconstruction by Maximum Likelihood. Lecture Notes in
Computer Science, 2005, , 776-785. 1.0 7

23917 Phylogeny of the TRAF/MATH Domain. , 2007, 597, 1-24. 71

23918 Genome-Wide PERV Inactivation in Pigs Using CRISPR/Cas9. Methods in Molecular Biology, 2020, 2110,
139-149. 0.4 4

23919 Structural Database for Lectins and the UniLectin Web Platform. Methods in Molecular Biology, 2020,
2132, 1-14. 0.4 10

23920 The Clustal Omega Multiple Alignment Package. Methods in Molecular Biology, 2021, 2231, 3-16. 0.4 144

23921 Seaview Version 5: A Multiplatform Software for Multiple Sequence Alignment, Molecular
Phylogenetic Analyses, and Tree Reconciliation. Methods in Molecular Biology, 2021, 2231, 241-260. 0.4 79

23922 NCBI Genome Workbench: Desktop Software for Comparative Genomics, Visualization, and GenBank
Data Submission. Methods in Molecular Biology, 2021, 2231, 261-295. 0.4 43

23923 Revisiting Evaluation of Multiple Sequence Alignment Methods. Methods in Molecular Biology, 2021,
2231, 299-317. 0.4 6

23924 Aligning Protein-Coding Nucleotide Sequences with MACSE. Methods in Molecular Biology, 2021, 2231,
51-70. 0.4 11

23925 Cooperation of Spaln and Prrn5 for Construction of Gene-Structure-Aware Multiple Sequence
Alignment. Methods in Molecular Biology, 2021, 2231, 71-88. 0.4 2

23926 Membrane Protein Structure Prediction. , 2009, , 91-111. 1

23928 Discovery of Conserved Epitopes Through Sequence Variability Analyses. , 2009, , 95-101. 8

23929 Divide and Conquer Strategies for Protein Structure Prediction. , 2011, , 23-46. 3



1309

Citation Report

# Article IF Citations

23930 Gains and Losses in Yersinia enterocolitica subsp. palearctica Genomes. Advances in Experimental
Medicine and Biology, 2012, 954, 23-29. 0.8 5

23931 Biased Gene Transfer Contributes to Maintaining the Tree of Life. , 2013, , 263-274. 4

23932 Comparative Analyses of Extrachromosomal Bacterial Replicons, Identification of Chromids, and
Experimental Evaluation of Their Indispensability. Methods in Molecular Biology, 2015, 1231, 15-29. 0.4 7

23933 Degenerate Primer Design for Highly Variable Genomes. Methods in Molecular Biology, 2015, 1275,
103-115. 0.4 6

23934 Origin and Evolution of Human Immunodeficiency Viruses. , 2015, , 587-611. 3

23935 Methods for Analyzing the Evolutionary Relationship of NF-ÎºB Proteins Using Free, Web-Driven
Bioinformatics and Phylogenetic Tools. Methods in Molecular Biology, 2015, 1280, 631-646. 0.4 3

23936 Computational Identification of Protein Kinases and Kinase-Specific Substrates in Plants. Methods in
Molecular Biology, 2015, 1306, 195-205. 0.4 1

23937 Finding and Characterizing Repeats in Plant Genomes. Methods in Molecular Biology, 2016, 1374,
293-337. 0.4 7

23938 The Use of ClusterMine360 for the Analysis of Polyketide and Nonribosomal Peptide Biosynthetic
Pathways. Methods in Molecular Biology, 2016, 1401, 233-252. 0.4 10

23939
Improving the Accuracy of Fitted Atomic Models in Cryo-EM Density Maps of Protein Assemblies Using
Evolutionary Information from Aligned Homologous Proteins. Methods in Molecular Biology, 2016,
1415, 193-209.

0.4 4

23940 Phylogenetic Analysis Using Protein Mass Spectrometry. Methods in Molecular Biology, 2017, 1549,
135-146. 0.4 5

23941 Extraction and Curation of Gene Models for Plant Receptor Kinases for Phylogenetic Analysis.
Methods in Molecular Biology, 2017, 1621, 79-91. 0.4 3

23942 Genome-Wide Comparative Analysis of Phylogenetic Trees: The Prokaryotic Forest of Life. Methods in
Molecular Biology, 2019, 1910, 241-269. 0.4 5

23943 Homology Modeling of Protein Targets with MODELLER. Methods in Molecular Biology, 2019, 2053,
231-249. 0.4 26

23944 Strategies for Increasing Protein Stability. Methods in Molecular Biology, 2020, 2073, 163-181. 0.4 21

23945 MOBscan: Automated Annotation of MOB Relaxases. Methods in Molecular Biology, 2020, 2075, 295-308. 0.4 88

23946 Organizing and Updating Whole Genome BLAST Searches with ReHAB. Methods in Molecular Biology,
2007, 395, 187-194. 0.4 1

23947 Critical Review of General Guidelines for Membrane Proteins Model Building and Analysis. Methods in
Molecular Biology, 2010, 654, 363-385. 0.4 3



1310

Citation Report

# Article IF Citations

23948 Large-Scale Identification and Analysis of C-Proteins. Methods in Molecular Biology, 2010, 674, 269-282. 0.4 7

23949 Rho GTPases: Deciphering the Evolutionary History of a Complex Protein Family. Methods in Molecular
Biology, 2012, 827, 13-34. 0.4 34

23950 Virtual Ligand Screening Against Comparative Protein Structure Models. Methods in Molecular
Biology, 2012, 819, 105-126. 0.4 11

23951 Bioinformatics for Analysis of Poxvirus Genomes. Methods in Molecular Biology, 2012, 890, 233-258. 0.4 8

23952 Dynamic Programming. Methods in Molecular Biology, 2014, 1079, 3-27. 0.4 3

23953 Phylogeny-aware alignment with PRANK. Methods in Molecular Biology, 2014, 1079, 155-170. 0.4 558

23954 Multiple Sequence Alignment with DIALIGN. Methods in Molecular Biology, 2014, 1079, 191-202. 0.4 7

23955 Multiple Protein Sequence Alignment with MSAProbs. Methods in Molecular Biology, 2014, 1079,
211-218. 0.4 16

23956 Large-Scale Multiple Sequence Alignment and Tree Estimation Using SATÃ©. Methods in Molecular
Biology, 2014, 1079, 219-244. 0.4 18

23957 PRALINE: A Versatile Multiple Sequence Alignment Toolkit. Methods in Molecular Biology, 2014, 1079,
245-262. 0.4 81

23958 Heuristic Alignment Methods. Methods in Molecular Biology, 2014, 1079, 29-43. 0.4 4

23959 Objective Functions. Methods in Molecular Biology, 2014, 1079, 45-58. 0.4 5

23960 Who Watches the Watchmen? An Appraisal of Benchmarks for Multiple Sequence Alignment. Methods
in Molecular Biology, 2014, 1079, 59-73. 0.4 45

23961 Clustal Omega, Accurate Alignment of Very Large Numbers of Sequences. Methods in Molecular
Biology, 2014, 1079, 105-116. 0.4 980

23962 MAFFT: Iterative Refinement and Additional Methods. Methods in Molecular Biology, 2014, 1079, 131-146. 0.4 397

23963 Multiple Sequence Alignment Using Probcons and Probalign. Methods in Molecular Biology, 2014,
1079, 147-153. 0.4 10

23964 Aerobic Hydrocarbon-Degrading Gammaproteobacteria: Oleiphilaceae and Relatives. , 2019, , 153-166. 1

23965 New Perspectives on the Distribution and Roles of Thermophilic Fungi. , 2019, , 59-80. 7



1311

Citation Report

# Article IF Citations

23966 Inferring Positive Selection in Large Viral Datasets. Advances in Intelligent Systems and Computing,
2020, , 61-69. 0.5 5

23967 Diversification Processes in Lizards and Snakes from the Middle SÃ£o Francisco River Dune Region,
Brazil. Fascinating Life Sciences, 2020, , 713-740. 0.5 6

23968 The Bacterial Guide to Designing a Diversified Gene Portfolio. , 2020, , 51-87. 15

23969 Inferences on Mycobacterium Leprae Host Immune Response Escape and Antibiotic Resistance Using
Genomic Data and GenomeFastScreen. Advances in Intelligent Systems and Computing, 2021, , 42-50. 0.5 3

23970 Alignment Free Frequency Based Distance Measures for Promoter Sequence Comparison. Lecture
Notes in Computer Science, 2015, , 183-193. 1.0 4

23971 The Family of Two-Component Systems That Regulate Hydrocarbon Degradation Pathways. , 2018, , 1-21. 2

23972 Hybrid Genetic Algorithm and Lasso Test Approach for Inferring Well Supported Phylogenetic Trees
Based on Subsets of Chloroplastic Core Genes. Lecture Notes in Computer Science, 2015, , 83-96. 1.0 5

23973 Binary Particle Swarm Optimization Versus Hybrid Genetic Algorithm for Inferring Well Supported
Phylogenetic Trees. Lecture Notes in Computer Science, 2016, , 165-179. 1.0 2

23974 Boosting Alignment Accuracy by Adaptive Local Realignment. Lecture Notes in Computer Science, 2017, ,
1-17. 1.0 2

23975 Carotenoid Production by Filamentous Fungi and Yeasts. , 2017, , 225-279. 8

23977 Indexing Factors with Gaps. Lecture Notes in Computer Science, 2007, , 465-474. 1.0 3

23978 Mining Biological Data Using Pyramids. Studies in Classification, Data Analysis, and Knowledge
Organization, 2007, , 397-408. 0.1 1

23979 Two-Phase Quantum Based Evolutionary Algorithm for Multiple Sequence Alignment. Lecture Notes in
Computer Science, 2007, , 11-21. 1.0 2

23980 Characterizing Microbial Population Structures through Massively Parallel Sequencing.
Microbiology Monographs, 2009, , 278-292. 0.3 3

23981 Multiple Sequence Alignment System for Pyrosequencing Reads. Lecture Notes in Computer Science,
2009, , 362-375. 1.0 6

23982 Large-Scale Analyses of Positive Selection Using Codon Models. , 2009, , 217-235. 3

23983 Simultaneous Alignment and Folding of Protein Sequences. Lecture Notes in Computer Science, 2009, ,
339-355. 1.0 2

23984 Finding Biologically Accurate Clusterings in Hierarchical Tree Decompositions Using the Variation of
Information. Lecture Notes in Computer Science, 2009, , 400-417. 1.0 10



1312

Citation Report

# Article IF Citations

23985 Experiments with Bicriteria Sequence Alignment. Communications in Computer and Information
Science, 2009, , 45-51. 0.4 3

23986 MProfiler: A Profile-Based Method for DNA Motif Discovery. Lecture Notes in Computer Science, 2009,
, 13-23. 1.0 3

23987 PMFastR: A New Approach to Multiple RNA Structure Alignment. Lecture Notes in Computer Science,
2009, , 49-61. 1.0 3

23988 Alignment-Free Phylogenetic Reconstruction. Lecture Notes in Computer Science, 2010, , 123-137. 1.0 15

23989 A Simple Measure of the Dynamics of Segmented Genomes: An Application to Influenza. Lecture Notes in
Computer Science, 2010, , 149-160. 1.0 2

23990 Algorithms for Rapid Error Correction for the Gene Duplication Problem. Lecture Notes in Computer
Science, 2011, , 227-239. 1.0 3

23991 CRiSPy-CUDA: Computing Species Richness in 16S rRNA Pyrosequencing Datasets with CUDA. Lecture
Notes in Computer Science, 2011, , 37-49. 1.0 4

23993 Bioinformatics Applications Discovery and Composition with the Mobyle Suite and MobyleNet. Lecture
Notes in Computer Science, 2012, , 11-22. 1.0 4

23994 GTP Supertrees from Unrooted Gene Trees: Linear Time Algorithms for NNI Based Local Searches.
Lecture Notes in Computer Science, 2012, , 102-114. 1.0 11

23995 A Robinson-Foulds Measure to Compare Unrooted Trees with Rooted Trees. Lecture Notes in Computer
Science, 2012, , 115-126. 1.0 7

23996 The Family Francisellaceae. , 2014, , 287-314. 6

23997 The Phylum Thaumarchaeota. , 2014, , 347-362. 52

23998 Protein Sequenceâ€“Structureâ€“Functionâ€“Network Links Discovered with the ANNOTATOR Software
Suite: Application to ELYS/Mel-28. , 2012, , 111-143. 5

24000 Bioinformatic Identification and Structural Characterization of a New Carboxysome Shell Protein.
Advances in Photosynthesis and Respiration, 2012, , 345-356. 1.0 6

24001 Comparative Analysis of Techniques Oriented on the Recognition of Ligand Binding Area in Proteins.
Focus on Structural Biology, 2013, , 55-86. 0.1 4

24002 The Phylogeny and Classification of Predaceous Diving Beetles. , 2014, , 49-172. 41

24003 Shimazuella alba sp. nov. isolated from desert soil and emended description of the genus Shimazuella
Park et al. 2007. Archives of Microbiology, 2020, 202, 1831-1838. 1.0 8

24004 New Entamoeba group in howler monkeys (Alouatta spp.) associated with parasites of reptiles.
Parasitology Research, 2017, 116, 2341-2346. 0.6 10



1313

Citation Report

# Article IF Citations

24005 Comparative analysis of cherry virus A genome sequences assembled from deep sequencing data.
Archives of Virology, 2017, 162, 2821-2828. 0.9 13

24006 Human Respiratory Syncytial Virus Detected in Mountain Gorilla Respiratory Outbreaks. EcoHealth,
2020, 17, 449-460. 0.9 19

24007 Genome sequencing and phylogenetic analysis of K1G4: a new Komagataeibacter strain producing
bacterial cellulose from different carbon sources. Biotechnology Letters, 2020, 42, 807-818. 1.1 27

24008 An easy and robust method for isolation and validation of single-nucleotide polymorphic markers
from a first Erysiphe alphitoides draft genome. Mycological Progress, 2020, 19, 615-628. 0.5 6

24009 Compositional Properties of Alignments. Mathematics in Computer Science, 2021, 15, 609. 0.2 3

24010 Diversity and composition of microbiota during fermentation of traditional Nuodeng ham. Journal of
Microbiology, 2021, 59, 20-28. 1.3 9

24011
Morphological description and population structure of an ophiuroid species from cobalt-rich crust
seamounts in the Northwest Pacific: Implications for marine protection under deep-sea mining. Acta
Oceanologica Sinica, 2021, 40, 79-89.

0.4 6

24012 Recent advances in oomycete genomics. Advances in Genetics, 2020, 105, 175-228. 0.8 36

24013 Detection of Piscine orthoreoviruses (PRV-1b AND PRV-3a) in farmed Coho salmon with jaundice
syndrome from Chile. Aquaculture, 2020, 528, 735480. 1.7 6

24014 Classification, characterization and structural analysis of sugar nucleotidylyltransferase family of
enzymes. Biochemical and Biophysical Research Communications, 2020, 525, 780-785. 1.0 2

24015 Genomic and functional insights into the adaptation and survival of Chryseobacterium sp. strain
PMSZPI in uranium enriched environment. Ecotoxicology and Environmental Safety, 2020, 191, 110217. 2.9 16

24016 Zokor disturbances indicated positive soil microbial responses with carbon cycle and mineral
encrustation in alpine grassland. Ecological Engineering, 2020, 144, 105702. 1.6 15

24017 Marine mercury-methylating microbial communities from coastal to Capbreton Canyon sediments
(North Atlantic Ocean). Environmental Pollution, 2020, 262, 114333. 3.7 23

24018 Administration of commensal Shewanella sp. MR-7 ameliorates lipopolysaccharide-induced intestine
dysfunction in turbot (Scophthalmus maximus L.). Fish and Shellfish Immunology, 2020, 102, 460-468. 1.6 10

24019 The Global Landscape of SARS-CoV-2 Genomes, Variants, and Haplotypes in 2019nCoVR. Genomics,
Proteomics and Bioinformatics, 2020, 18, 749-759. 3.0 88

24020 Compositional Variability and Mutation Spectra of Monophyletic SARS-CoV-2 Clades. Genomics,
Proteomics and Bioinformatics, 2020, 18, 648-663. 3.0 8

24021 Recognizing peripheral ecosystems in marine protected areas: A case study of golden jellyfish lakes in
Raja Ampat, Indonesia. Marine Pollution Bulletin, 2020, 151, 110700. 2.3 5

24022 Homology modeling and in silico prediction of Ulcerative colitis associated polymorphisms of NOD1.
Molecular and Cellular Probes, 2017, 35, 8-19. 0.9 11



1314

Citation Report

# Article IF Citations

24023 Evolutionary analysis of the Musashi family: What can it tell us about Zika?. Infection, Genetics and
Evolution, 2020, 84, 104364. 1.0 4

24024 Substitutions in Spike and Nucleocapsid proteins of SARS-CoV-2 circulating in South America.
Infection, Genetics and Evolution, 2020, 85, 104557. 1.0 30

24025 Phylotranscriptomics in Cucurbitaceae Reveal Multiple Whole-Genome Duplications and Key
Morphological and Molecular Innovations. Molecular Plant, 2020, 13, 1117-1133. 3.9 89

24026 A mitogenome sequence of an Equus hydruntinus specimen from Late Quaternary site of San Teodoro
Cave (Sicily, Italy). Quaternary Science Reviews, 2020, 236, 106280. 1.4 6

24027

Clarifying the taxonomy of the causal agent of bacterial leaf spot of lettuce through a polyphasic
approach reveals that Xanthomonas cynarae TrÃ©baol et al. 2000 emend. Timilsina et al. 2019 is a later
heterotypic synonym of Xanthomonas hortorum Vauterin et al. 1995. Systematic and Applied
Microbiology, 2020, 43, 126087.

1.2 59

24028
Whole-genome sequencing of the endemic Antarctic fungus Antarctomyces pellizariae reveals an
ice-binding protein, a scarce set of secondary metabolites gene clusters and provides insights on
Thelebolales phylogeny. Genomics, 2020, 112, 2915-2921.

1.3 19

24029 In vitro prototyping of limonene biosynthesis using cell-free protein synthesis. Metabolic Engineering,
2020, 61, 251-260. 3.6 81

24032 Kapsulotaenia tidswelli â€“ an unusual cestode from the Australian goannas Varanus gouldii gouldii
and V. giganteus. Journal of Helminthology, 2020, 94, e213. 0.4 1

24033 Will a Non-antibiotic Metalloid Enhance the Spread of Antibiotic Resistance Genes: The Selenate Story.
Environmental Science &amp; Technology, 2021, 55, 1004-1014. 4.6 42

24034 Diverse coral reef invertebrates exhibit patterns of phylosymbiosis. ISME Journal, 2020, 14, 2211-2222. 4.4 43

24035 A chromosome-level reference genome of non-heading Chinese cabbage [Brassica campestris (syn.) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 342 Td (Brassica rapa) ssp. chinensis]. Horticulture Research, 2020, 7, 212.2.9 51

24036 Evolutionary history and past climate change shape the distribution of genetic diversity in terrestrial
mammals. Nature Communications, 2020, 11, 2557. 5.8 62

24037 The iron-dependent repressor YtgR is a tryptophan-dependent attenuator of the trpRBA operon in
Chlamydia trachomatis. Nature Communications, 2020, 11, 6430. 5.8 11

24038 Analysis of metagenome-assembled viral genomes from the human gut reveals diverse putative
CrAss-like phages with unique genomic features. Nature Communications, 2021, 12, 1044. 5.8 80

24039 Convergent molecular evolution among ash species resistant to the emerald ash borer. Nature
Ecology and Evolution, 2020, 4, 1116-1128. 3.4 26

24040 Structural insights into Î²-1,3-glucan cleavage by a glycoside hydrolase family. Nature Chemical Biology,
2020, 16, 920-929. 3.9 19

24041
Integument CYP genes of the largest genome-wide cytochrome P450 expansions in triatomines
participate in detoxification in deltamethrin-resistant Triatoma infestans. Scientific Reports, 2018, 8,
10177.

1.6 23

24042 Rapid Detection of Mobilized Colistin Resistance using a Nucleic Acid Based Lab-on-a-Chip Diagnostic
System. Scientific Reports, 2020, 10, 8448. 1.6 33



1315

Citation Report

# Article IF Citations

24043 Barley sodium content is regulated by natural variants of the Na+ transporter HvHKT1;5.
Communications Biology, 2020, 3, 258. 2.0 21

24044 Building an octaploid genome and transcriptome of the medicinal plant Pogostemon cablin from
Lamiales. Scientific Data, 2018, 5, 180274. 2.4 17

24045 Draft genomic and transcriptome resources for marine chelicerate Tachypleus tridentatus. Scientific
Data, 2019, 6, 190029. 2.4 15

24046 Flatworms have lost the right open reading frame kinase 3 gene during evolution. Scientific Reports,
2015, 5, 9417. 1.6 7

24047 Gibberellin Metabolism. 2-Oxoglutarate-Dependent Oxygenases, 2015, , 367-384. 0.8 4

24048 Simple rules govern the diversity of bacterial nicotianamine-like metallophores. Biochemical Journal,
2019, 476, 2221-2233. 1.7 14

24049 Use of the Polo-like kinase 4 (PLK4) inhibitor centrinone to investigate intracellular signalling
networks using SILAC-based phosphoproteomics. Biochemical Journal, 2020, 477, 2451-2475. 1.7 23

24050
The origin, evolution and diversification of multiple isoforms of light-dependent
protochlorophyllide oxidoreductase (LPOR): focus on angiosperms. Biochemical Journal, 2020, 477,
2221-2236.

1.7 14

24051 The structural basis of Bcl-2 mediated cell death regulation in hydra. Biochemical Journal, 2020, 477,
3287-3297. 1.7 6

24052 Identification and characterisation of the <i>Volvox carteri</i> Moco carrier protein. Bioscience
Reports, 2020, 40, . 1.1 7

24053 Phylogenetic relationships of the cuscuses (Diprotodontia : Phalangeridae) of island Southeast Asia
and Melanesia based on the mitochondrial ND2 gene. Australian Mammalogy, 2020, 42, 266. 0.7 12

24054 Molecular evidence of three species in the Pseudocaranx dentex complex (Carangidae) in Australian
waters. Marine and Freshwater Research, 2020, 71, 518. 0.7 5

24055 Radiations of fairy-aprons (Utricularia dichotoma, Lentibulariaceae) in Australia and New Zealand:
molecular evidence and proposal of new subspecies. Australian Systematic Botany, 2020, , . 0.3 2

24056
Markov state modeling reveals alternative unbinding pathways for peptideâ€“MHC complexes.
Proceedings of the National Academy of Sciences of the United States of America, 2020, 117,
30610-30618.

3.3 22

24057
Endoplasmic reticulum membrane receptors of the GET pathway are conserved throughout
eukaryotes. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118,
.

3.3 13

24058
Complex subsurface hydrothermal fluid mixing at a submarine arc volcano supports distinct and
highly diverse microbial communities. Proceedings of the National Academy of Sciences of the United
States of America, 2020, 117, 32627-32638.

3.3 36

24059 Shared requirements for key residues in the antibiotic resistance enzymes ErmC and ErmE suggest a
common mode of RNA recognition. Journal of Biological Chemistry, 2020, 295, 17476-17485. 1.6 6

24060 Conserved biophysical features of the CaV2 presynaptic Ca2+ channel homologue from the
early-diverging animal Trichoplax adhaerens. Journal of Biological Chemistry, 2020, 295, 18553-18578. 1.6 4



1316

Citation Report

# Article IF Citations

24061 Genome comparison and primer design for detection of <i>Tamarillo leaf malformation virus</i>
(TaLMV). Archives of Phytopathology and Plant Protection, 2017, 50, 713-726. 0.6 5

24062 Complete mitochondrial genome of the gray reef shark, <i>Carcharhinus amblyrhynchos</i>
(Carcharhiniformes: Carcharhinidae). Mitochondrial DNA Part B: Resources, 2020, 5, 2080-2082. 0.2 7

24063 Mitochondrial genome of the Silvertip shark, <i>Carcharhinus albimarginatus,</i> from the British
Indian Ocean Territory. Mitochondrial DNA Part B: Resources, 2020, 5, 2085-2086. 0.2 6

24064 Sas4 links basal bodies to cell division via Hippo signaling. Journal of Cell Biology, 2020, 219, . 2.3 7

24065 Clathrinâ€™s adaptor interaction sites are repurposed to stabilize microtubules during mitosis. Journal
of Cell Biology, 2020, 219, . 2.3 15

24066 NMDA receptor channel gating control by the pre-M1 helix. Journal of General Physiology, 2020, 152, . 0.9 28

24067 Methods and applications of RNA contact prediction. Chinese Physics B, 2020, 29, 108708. 0.7 5

24068 Polynomial-Time Statistical Estimation of Species Trees Under Gene Duplication and Loss. Journal of
Computational Biology, 2021, 28, 452-468. 0.8 23

24070 Codon models applied to the study of fungal genomes. , 2012, , 164-186. 2

24071 The VCBS superfamily forms a third supercluster of Î²-propellers that includes tachylectin and
integrins. Bioinformatics, 2021, 36, 5618-5622. 1.8 5

24072 Genetic diversity of North American vertebrates in protected areas. Biological Journal of the Linnean
Society, 2021, 132, 388-399. 0.7 7

24073
Population differentiation and phylogeography in<i>Lycianthes moziniana</i>(Solanaceae: Capsiceae),
a perennial herb endemic to the Mexican Transition Zone. Biological Journal of the Linnean Society,
2021, 132, 359-373.

0.7 10

24074
Molecular data reveal hidden diversity in the central Andean species<i>Weberbauera
spathulifolia</i>(Thelypodieae: Brassicaceae). Botanical Journal of the Linnean Society, 2020, 193,
523-545.

0.8 1

24075 iMITEdb: the genome-wide landscape of miniature inverted-repeat transposable elements in insects.
Database: the Journal of Biological Databases and Curation, 2016, 2016, baw148. 1.4 8

24076 viruSITEâ€”integrated database for viral genomics. Database: the Journal of Biological Databases and
Curation, 2016, 2016, baw162. 1.4 62

24077 Exploring the abundance, metabolic potential and gene expression of subseafloor Chloroflexi in
million-year-old oxic and anoxic abyssal clay. FEMS Microbiology Ecology, 2020, 96, . 1.3 34

24078 Survival of the fittest: how the rice microbial community forces <i>Sarocladium oryzae</i> into
pathogenicity. FEMS Microbiology Ecology, 2021, 97, . 1.3 9

24079 A high-quality <i>de novo</i> genome assembly of one swamp eel (<i>Monopterus albus</i>) strain
with PacBio and Hi-C sequencing data. G3: Genes, Genomes, Genetics, 2021, 11, 1-9. 0.8 15



1317

Citation Report

# Article IF Citations

24080 Genome Assembly of the Ragweed Leaf Beetle: A Step Forward to Better Predict Rapid Evolution of a
Weed Biocontrol Agent to Environmental Novelties. Genome Biology and Evolution, 2020, 12, 1167-1173. 1.1 10

24081 Sawfly Genomes Reveal Evolutionary Acquisitions That Fostered the Mega-Radiation of Parasitoid and
Eusocial Hymenoptera. Genome Biology and Evolution, 2020, 12, 1099-1188. 1.1 17

24082 Evolutionary and Comparative Analysis of Bacterial Nonhomologous End Joining Repair. Genome
Biology and Evolution, 2020, 12, 2450-2466. 1.1 19

24083 Sequence of a<i>Coxiella</i>Endosymbiont of the Tick<i>Amblyomma nuttalli</i>Suggests a Pattern of
Convergent Genome Reduction in the<i>Coxiella</i>Genus. Genome Biology and Evolution, 2021, 13, . 1.1 14

24084 Long-Read Genome Assemblies Reveal Extraordinary Variation in the Number and Structure of MHC
Loci in Birds. Genome Biology and Evolution, 2021, 13, . 1.1 37

24085 Chromosomal genome of <i>Triplophysa bleekeri</i> provides insights into its evolution and
environmental adaptation. GigaScience, 2020, 9, . 3.3 19

24086 Integrative Taxonomy of Australian <i>Metopia</i> (Sarcophagidae: Miltogramminae) Reveals a New
Species and Challenges Traditional Phylogeny. Insect Systematics and Diversity, 2020, 4, . 0.7 3

24087 Overexpression of maize transcription factor mEmBP-1 increases photosynthesis, biomass, and yield in
rice. Journal of Experimental Botany, 2020, 71, 4944-4957. 2.4 22

24088 The role of CLAVATA signalling in the negative regulation of mycorrhizal colonization and nitrogen
response of tomato. Journal of Experimental Botany, 2021, 72, 1702-1713. 2.4 15

24089 Spatial Transcriptomics of Nematodes Identifies Sperm Cells as a Source of Genomic Novelty and Rapid
Evolution. Molecular Biology and Evolution, 2021, 38, 229-243. 3.5 34

24090 Properties of Markov Chain Monte Carlo Performance across Many Empirical Alignments. Molecular
Biology and Evolution, 2021, 38, 1627-1640. 3.5 13

24091 Bidirectional Genetic Control of Phenotypic Heterogeneity and Its Implication for Cancer Drug
Resistance. Molecular Biology and Evolution, 2021, 38, 1874-1887. 3.5 5

24092 The <i>goddard</i> and <i>saturn</i> genes are essential for <i>Drosophila</i> male fertility and may
have arisen <i>de novo</i>. Molecular Biology and Evolution, 2017, 34, msx057. 3.5 39

24093
Assessing the systematics of Tylodinidae in the Mediterranean Sea and Eastern Atlantic Ocean:
resurrecting<i>Tylodina rafinesquii</i>Philippi, 1836 (Heterobranchia: Umbraculida). Journal of
Molluscan Studies, 2021, 87, .

0.4 6

24094 LectomeXplore, an update of UniLectin for the discovery of carbohydrate-binding proteins based on a
new lectin classification. Nucleic Acids Research, 2021, 49, D1548-D1554. 6.5 31

24095 A network-based comparative framework to study conservation and divergence of proteomes in plant
phylogenies. Nucleic Acids Research, 2021, 49, e3-e3. 6.5 5

24096
Molecular characterization and phylogenetic analysis of Chikungunya virus during the 2016 outbreak
in Sergipe, northeastern Brazil. Transactions of the Royal Society of Tropical Medicine and Hygiene,
2021, 115, 779-784.

0.7 4

24097 OUP accepted manuscript. Virus Evolution, 2020, 6, veaa007. 2.2 34



1318

Citation Report

# Article IF Citations

24098 Quantitative differences between intra-host HCV populations from persons with recently established
and persistent infections. Virus Evolution, 2021, 7, veaa103. 2.2 9

24099
Phylogenetic revision of the shrimp
genera<i>Ephyrina</i>,<i>Meningodora</i>and<i>Notostomus</i>(Acanthephyridae: Caridea).
Zoological Journal of the Linnean Society, 2021, 193, 1002-1019.

1.0 7

24100 <i>Phytophthora parasitica</i> Effector PpRxLR2 Suppresses <i>Nicotiana benthamiana</i> Immunity.
Molecular Plant-Microbe Interactions, 2018, 31, 481-493. 1.4 21

24101 Species Identification in Plant-Associated Prokaryotes and Fungi Using DNA. Phytobiomes Journal,
2020, 4, 103-114. 1.4 7

24102 First Report of <i>Exserohilum rostratum</i> Causing Foliar Blight of Industrial Hemp (<i>Cannabis) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (sativa</i>). Plant Disease, 2019, 103, 1414-1414.0.7 5

24103 First Report of <i>Orobanche laxissima</i> Parasitizing Pallisâ€™ Ash (<i>Fraxinus pallisiae</i>) in
Georgia. Plant Disease, 2020, 104, 1878-1878. 0.7 4

24104 Genetic diversity of levamisole receptor subunits in parasitic nematode species and abbreviated
transcripts associated with resistance. Pharmacogenetics and Genomics, 2010, 20, 414-425. 0.7 71

24105 Phylogenomics insights into order and families of Lysobacterales. Access Microbiology, 2019, 1,
e000015. 0.2 22

24106
Molecular systematics of marine gregarine apicomplexans from Pacific tunicates, with descriptions of
five novel species of Lankesteria. International Journal of Systematic and Evolutionary Microbiology,
2015, 65, 2598-2614.

0.8 23

24107
Moniliella carnis sp. nov. and Moniliella dehoogii sp. nov., two novel species of black yeasts isolated
from meat processing environments. International Journal of Systematic and Evolutionary
Microbiology, 2012, 62, 3088-3094.

0.8 10

24108 Yamadazyma terventina sp. nov., a yeast species of the Yamadazyma clade from Italian olive oils.
International Journal of Systematic and Evolutionary Microbiology, 2013, 63, 372-376. 0.8 26

24109 Lactobacillus phylogenomics - towards a reclassification of the genus. International Journal of
Systematic and Evolutionary Microbiology, 2008, 58, 2945-2954. 0.8 95

24110 Bradyrhizobium subterraneum sp. nov., a symbiotic nitrogen-fixing bacterium from root nodules of
groundnuts. International Journal of Systematic and Evolutionary Microbiology, 2015, 65, 3241-3247. 0.8 41

24111
Fusibacter fontis sp. nov., a sulfur-reducing, anaerobic bacterium isolated from a mesothermic
Tunisian spring. International Journal of Systematic and Evolutionary Microbiology, 2015, 65,
3501-3506.

0.8 38

24112
Bradyrhizobium tropiciagri sp. nov. and Bradyrhizobium embrapense sp. nov., nitrogen-fixing
symbionts of tropical forage legumes. International Journal of Systematic and Evolutionary
Microbiology, 2015, 65, 4424-4433.

0.8 72

24113 Hymenobacter terrenus sp. nov., isolated from biological soil crusts. International Journal of
Systematic and Evolutionary Microbiology, 2015, 65, 4557-4562. 0.8 16

24114 Bacillus endolithicus sp. nov., isolated from pebbles. International Journal of Systematic and
Evolutionary Microbiology, 2015, 65, 4568-4573. 0.8 13

24115 Alistipes inops sp. nov. and Coprobacter secundus sp. nov., isolated from human faeces. International
Journal of Systematic and Evolutionary Microbiology, 2015, 65, 4580-4588. 0.8 60



1319

Citation Report

# Article IF Citations

24116 Paenibacillus faecis sp. nov., isolated from human faeces. International Journal of Systematic and
Evolutionary Microbiology, 2015, 65, 4621-4626. 0.8 25

24117 Evolutionary relationships of completely sequenced Clostridia species and close relatives.
International Journal of Systematic and Evolutionary Microbiology, 2015, 65, 4276-4283. 0.8 19

24118
Bradyrhizobium kavangense sp. nov., a symbiotic nitrogen-fixing bacterium from root nodules of
traditional Namibian pulses. International Journal of Systematic and Evolutionary Microbiology, 2015,
65, 4886-4894.

0.8 46

24119 Bradyrhizobium vignae sp. nov., a nitrogen-fixing symbiont isolated from effective nodules of Vigna
and Arachis. International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 62-69. 0.8 62

24120 Halorubrum halodurans sp. nov., an extremely halophilic archaeon isolated from a hypersaline lake.
International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 435-444. 0.8 16

24121
Aetherobacter fasciculatus gen. nov., sp. nov. and Aetherobacter rufus sp. nov., novel myxobacteria
with promising biotechnological applications. International Journal of Systematic and Evolutionary
Microbiology, 2016, 66, 928-938.

0.8 40

24122
Athalassotoga saccharophila gen. nov., sp. nov., isolated from an acidic terrestrial hot spring, and
proposal of Mesoaciditogales ord. nov. and Mesoaciditogaceae fam. nov. in the phylum Thermotogae.
International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 1045-1051.

0.8 40

24123
Stenotrophomonas tumulicola sp. nov., a major contaminant of the stone chamber interior in the
Takamatsuzuka Tumulus. International Journal of Systematic and Evolutionary Microbiology, 2016, 66,
1119-1124.

0.8 25

24124
Trichosporon heliocopridis sp. nov., a urease-negative basidiomycetous yeast associated with dung
beetles (Heliocopris bucephalus Fabricius). International Journal of Systematic and Evolutionary
Microbiology, 2016, 66, 1180-1186.

0.8 4

24125 Pseudomonas helleri sp. nov. and Pseudomonas weihenstephanensis sp. nov., isolated from raw cow's
milk. International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 1163-1173. 0.8 46

24126 Streptomyces yangpuensis sp. nov., isolated from soil. International Journal of Systematic and
Evolutionary Microbiology, 2016, 66, 1224-1229. 0.8 6

24127 Bifidobacterium aquikefiri sp. nov., isolated from water kefir. International Journal of Systematic and
Evolutionary Microbiology, 2016, 66, 1281-1286. 0.8 53

24128
Thermogladius calderae gen. nov., sp. nov., an anaerobic, hyperthermophilic crenarchaeote from a
Kamchatka hot spring. International Journal of Systematic and Evolutionary Microbiology, 2016, 66,
1407-1412.

0.8 19

24129

Yamadazyma kitorensis f.a., sp. nov. and Zygoascus biomembranicola f.a., sp. nov., novel yeasts from the
stone chamber interior of the Kitora tumulus, and five novel combinations in Yamadazyma and
Zygoascus for species of Candida. International Journal of Systematic and Evolutionary Microbiology,
2016, 66, 1692-1704.

0.8 10

24130
Mycoavidus cysteinexigens gen. nov., sp. nov., an endohyphal bacterium isolated from a soil isolate of
the fungus Mortierella elongata. International Journal of Systematic and Evolutionary Microbiology,
2016, 66, 2052-2057.

0.8 76

24131 Brucella vulpis sp. nov., isolated from mandibular lymph nodes of red foxes (Vulpes vulpes).
International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 2090-2098. 0.8 155

24132
Taxonomic evaluation of species in the Streptomyces hirsutus clade using multi-locus sequence
analysis and proposals to reclassify several species in this clade. International Journal of Systematic
and Evolutionary Microbiology, 2016, 66, 2444-2450.

0.8 15

24133 Racemicystis crocea gen. nov., sp. nov., a soil myxobacterium in the family Polyangiaceae. International
Journal of Systematic and Evolutionary Microbiology, 2016, 66, 2389-2395. 0.8 21
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24134

Ventosimonas gracilis gen. nov., sp. nov., a member of the Gammaproteobacteria isolated from
Cephalotes varians ant guts representing a new family, Ventosimonadaceae fam. nov., within the order
â€˜Pseudomonadalesâ€™. International Journal of Systematic and Evolutionary Microbiology, 2016, 66,
2869-2875.

0.8 23

24135
Ruthenibacterium lactatiformans gen. nov., sp. nov., an anaerobic, lactate-producing member of the
family Ruminococcaceae isolated from human faeces. International Journal of Systematic and
Evolutionary Microbiology, 2016, 66, 3041-3049.

0.8 36

24136
Bradyrhizobium stylosanthis sp. nov., comprising nitrogen-fixing symbionts isolated from nodules of
the tropical forage legume Stylosanthes spp.. International Journal of Systematic and Evolutionary
Microbiology, 2016, 66, 3078-3087.

0.8 38

24137 Flavisolibacter tropicus sp. nov., isolated from tropical soil. International Journal of Systematic and
Evolutionary Microbiology, 2016, 66, 3413-3419. 0.8 22

24138
Agromyces aureus sp. nov., isolated from the rhizosphere of Salix caprea L. grown in a
heavy-metal-contaminated soil. International Journal of Systematic and Evolutionary Microbiology,
2016, 66, 3749-3754.

0.8 21

24139
Lactococcus garvieae subsp. bovis subsp. nov., lactic acid bacteria isolated from wild gaur (Bos) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 547 Td (gaurus) dung, and description of Lactococcus garvieae subsp. garvieae subsp. nov.. International

Journal of Systematic and Evolutionary Microbiology, 2016, 66, 3805-3809.
0.8 29

24140
Gordonia hongkongensis sp. nov., isolated from blood culture and peritoneal dialysis effluent of
patients in Hong Kong. International Journal of Systematic and Evolutionary Microbiology, 2016, 66,
3942-3950.

0.8 22

24141
Acinetobacter dijkshoorniae sp. nov., a member of the Acinetobacter calcoaceticusâ€“Acinetobacter
baumannii complex mainly recovered from clinical samples in different countries. International
Journal of Systematic and Evolutionary Microbiology, 2016, 66, 4105-4111.

0.8 96

24142
Phylogenetic characterisation of two novel Anaplasmataceae from Australian Ixodes holocyclus
ticks: â€˜Candidatus Neoehrlichia australis' and â€˜Candidatus Neoehrlichia arcana'. International Journal
of Systematic and Evolutionary Microbiology, 2016, 66, 4256-4261.

0.8 43

24143

The natural history of cutaneous propionibacteria, and reclassification of selected species within the
genus Propionibacterium to the proposed novel genera Acidipropionibacterium gen. nov.,
Cutibacterium gen. nov. and Pseudopropionibacterium gen. nov.. International Journal of Systematic
and Evolutionary Microbiology, 2016, 66, 4422-4432.

0.8 410

24144
Serpentinicella alkaliphila gen. nov., sp. nov., a novel alkaliphilic anaerobic bacterium isolated from
the serpentinite-hosted Prony hydrothermal field, New Caledonia. International Journal of Systematic
and Evolutionary Microbiology, 2016, 66, 4464-4470.

0.8 27

24145
Balneicella halophila gen. nov., sp. nov., an anaerobic bacterium, isolated from a thermal spring and
description of Balneicellaceae fam. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2016, 66, 4692-4696.

0.8 16

24146

Re-evaluation of the taxonomy of the Mitis group of the genus Streptococcus based on whole genome
phylogenetic analyses, and proposed reclassification of Streptococcus dentisani as Streptococcus
oralis subsp. dentisani comb. nov., Streptococcus tigurinus as Streptococcus oralis subsp. tigurinus
comb. nov., and Streptococcus oligofermentans as a later synonym of Streptococcus cristatus.
International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 4803-4820.

0.8 176

24147 Deinococcus persicinus sp. nov., a radiation-resistant bacterium from soil. International Journal of
Systematic and Evolutionary Microbiology, 2016, 66, 5077-5082. 0.8 11

24148
Peptococcus simiae sp. nov., isolated from rhesus macaque faeces and emended description of the
genus Peptococcus. International Journal of Systematic and Evolutionary Microbiology, 2016, 66,
5187-5191.

0.8 14

24149
Proposal of a type strain for Frankia alni (Woronin 1866) Von Tubeuf 1895, emended description of
Frankia alni, and recognition of Frankia casuarinae sp. nov. and Frankia elaeagni sp. nov.. International
Journal of Systematic and Evolutionary Microbiology, 2016, 66, 5201-5210.

0.8 68

24150
Proposal to reclassify Propionibacterium acnes type I as Propionibacterium acnes subsp. acnes subsp.
nov. and Propionibacterium acnes type II as Propionibacterium acnes subsp. defendens subsp. nov..
International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 5358-5365.

0.8 50

24151 Gilvimarinus japonicus sp. nov., a cellulolytic and agarolytic marine bacterium isolated from coastal
debris. International Journal of Systematic and Evolutionary Microbiology, 2016, 66, 5417-5423. 0.8 9
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24152

Phylogenomic analysis of the family Peptostreptococcaceae (Clostridium cluster XI) and proposal for
reclassification of Clostridium litorale (Fendrich et al. 1991) and Eubacterium acidaminophilum
(Zindel et al. 1989) as Peptoclostridium litorale gen. nov. comb. nov. and Peptoclostridium
acidaminophilum comb. nov.. International Journal of Systematic and Evolutionary Microbiology,
2016, 66, 5506-5513.

0.8 77

24153 Spirosoma soli sp. nov., isolated from biological soil crusts. International Journal of Systematic and
Evolutionary Microbiology, 2016, 66, 5568-5574. 0.8 18

24154 Deinococcus ruber sp. nov., a radiation-resistant bacterium isolated from soil. International Journal
of Systematic and Evolutionary Microbiology, 2017, 67, 72-76. 0.8 10

24155 Spirosoma swuense sp. nov., isolated from wet soil. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 532-536. 0.8 27

24156 Acidicapsa acidisoli sp. nov., from the acidic soil of a deciduous forest. International Journal of
Systematic and Evolutionary Microbiology, 2017, 67, 862-867. 0.8 11

24157 Planococcus versutus sp. nov., isolated from soil. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 944-950. 0.8 24

24158

Desulfuribacillus stibiiarsenatis sp. nov., an obligately anaerobic, dissimilatory antimonate- and
arsenate-reducing bacterium isolated from anoxic sediments, and emended description of the genus
Desulfuribacillus. International Journal of Systematic and Evolutionary Microbiology, 2017, 67,
1011-1017.

0.8 37

24159 â€˜Candidatus Moeniiplasma glomeromycotorumâ€™, an endobacterium of arbuscular mycorrhizal fungi.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 1177-1184. 0.8 48

24160 Frankia coriariae sp. nov., an infective and effective microsymbiont isolated from Coriaria japonica.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 1266-1270. 0.8 37

24161
Fournierella massiliensis gen. nov., sp. nov., a new human-associated member of the family
Ruminococcaceae. International Journal of Systematic and Evolutionary Microbiology, 2017, 67,
1393-1399.

0.8 33

24162
Vitiosangium cumulatum gen. nov., sp. nov. and Vitiosangium subalbum sp. nov., soil myxobacteria, and
emended descriptions of the genera Archangium and Angiococcus, and of the family Cystobacteraceae.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 1422-1430.

0.8 27

24163 Streptomyces jeddahensis sp. nov., an oleaginous bacterium isolated from desert soil. International
Journal of Systematic and Evolutionary Microbiology, 2017, 67, 1676-1682. 0.8 25

24164

An evaluation of Thiomicrospira, Hydrogenovibrio and Thioalkalimicrobium: reclassification of four
species of Thiomicrospira to each Thiomicrorhabdus gen. nov. and Hydrogenovibrio, and
reclassification of all four species of Thioalkalimicrobium to Thiomicrospira. International Journal
of Systematic and Evolutionary Microbiology, 2017, 67, 1140-1151.

0.8 118

24165
Bradyrhizobium mercantei sp. nov., a nitrogen-fixing symbiont isolated from nodules of Deguelia
costata (syn. Lonchocarpus costatus). International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 1827-1834.

0.8 32

24166 ContEst16S: an algorithm that identifies contaminated prokaryotic genomes using 16S RNA gene
sequences. International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 2053-2057. 0.8 377

24167

Reclassification of Thiobacillus aquaesulis (Wood &amp; Kelly, 1995) as Annwoodia aquaesulis gen.
nov., comb. nov., transfer of Thiobacillus (Beijerinck, 1904) from the Hydrogenophilales to the
Nitrosomonadales, proposal of Hydrogenophilalia class. nov. within the â€˜Proteobacteriaâ€™, and four
new families within the orders Nitrosomonadales and Rhodocyclales. International Journal of
Systematic and Evolutionary Microbiology, 2017, 67, 1191-1205.

0.8 124

24168
Molecular characterization of â€˜Candidatus Borrelia tachyglossiâ€™ (family Spirochaetaceae) in echidna
ticks, Bothriocroton concolor. International Journal of Systematic and Evolutionary Microbiology,
2017, 67, 1075-1080.

0.8 39

24169

A proposal of Leuconostoc mesenteroides subsp. jonggajibkimchii subsp. nov. and reclassification of
Leuconostoc mesenteroides subsp. suionicum (Gu et al., 2012) as Leuconostoc suionicum sp. nov. based
on complete genome sequences. International Journal of Systematic and Evolutionary Microbiology,
2017, 67, 2225-2230.

0.8 40
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24170

Silvanigrella aquatica gen. nov., sp. nov., isolated from a freshwater lake, description of
Silvanigrellaceae fam. nov. and Silvanigrellales ord. nov., reclassification of the order
Bdellovibrionales in the class Oligoflexia, reclassification of the families Bacteriovoracaceae and
Halobacteriovoraceae in the new order Bacteriovoracales ord. nov., and reclassification of the
family Pseudobacteriovoracaceae in the order Oligoflexales. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 2555-2568.

0.8 76

24171

Proposal for the reclassification of obligately purine-fermenting bacteria Clostridium acidurici
(Barker 1938) and Clostridium purinilyticum (DÃ¼rre et al. 1981) as Gottschalkia acidurici gen. nov.
comb. nov. and Gottschalkia purinilytica comb. nov. and of Eubacterium angustum (Beuscher and) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 697 Td (Andreesen 1985) as Andreesenia angusta gen. nov. comb. nov. in the family Gottschalkiaceae fam. nov..

International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 2711-2719.

0.8 36

24172 Mycobacterium eburneum sp. nov., a non-chromogenic, fast-growing strain isolated from sputum.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 3174-3181. 0.8 13

24173
Bradyrhizobium namibiense sp. nov., a symbiotic nitrogen-fixing bacterium from root nodules of
Lablab purpureus, hyacinth bean, in Namibia. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 4884-4891.

0.8 31

24174

Streptomyces phaeopurpureus Shinobu 1957 (Approved Lists 1980) and Streptomyces griseorubiginosus
(Ryabova and Preobrazhenskaya 1957) Pridham et al. 1958 (Approved Lists 1980) are heterotypic
subjective synonyms. International Journal of Systematic and Evolutionary Microbiology, 2017, 67,
3111-3116.

0.8 5

24175 Frankia asymbiotica sp. nov., a non-infective actinobacterium isolated from Morella californica root
nodule. International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 4897-4901. 0.8 34

24176
Draft genome and description of Consotaella salsifontis gen. nov. sp. nov., a halophilic, free-living,
nitrogen-fixing alphaproteobacterium isolated from an ancient terrestrial saline spring.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 3744-3751.

0.8 10

24177 Spathaspora boniae sp. nov., a D-xylose-fermenting species in the Candida albicans/Lodderomyces clade.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 3798-3805. 0.8 20

24178

Reclassification of Halothiobacillus hydrothermalis and Halothiobacillus halophilus to Guyparkeria
gen. nov. in the Thioalkalibacteraceae fam. nov., with emended descriptions of the genus
Halothiobacillus and family Halothiobacillaceae. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 3919-3928.

0.8 52

24179 Rhizobium esperanzae sp. nov., a N 2 -fixing root symbiont of Phaseolus vulgaris from Mexican soils.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 3937-3945. 0.8 41

24180 Microbulbifer aggregans sp. nov., isolated from estuarine sediment from a mangrove forest.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 4089-4094. 0.8 13

24181
Reclassification of Thiomicrospira hydrogeniphila (Watsuji et al. 2016) to Thiomicrorhabdus
hydrogenophila comb. nov., with emended description of Thiomicrorhabdus (Boden et al., 2017).
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 4205-4209.

0.8 18

24182 Corynebacterium gottingense sp. nov., isolated from a clinical patient. International Journal of
Systematic and Evolutionary Microbiology, 2017, 67, 4494-4499. 0.8 11

24183 Phaeobacter piscinae sp. nov., a species of the Roseobacter group and potential aquaculture probiont.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 4559-4564. 0.8 20

24184
Caecibacterium sporoformans gen. nov., sp. nov., an anaerobic, butyrate-producing, spore-forming
bacterium isolated from chicken caecum. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 4589-4594.

0.8 10

24185 Ramlibacter alkalitolerans sp. nov., alkali-tolerant bacterium isolated from soil of ginseng.
International Journal of Systematic and Evolutionary Microbiology, 2017, 67, 4619-4623. 0.8 14

24186
Two novel species of rapidly growing mycobacteria: Mycobacterium lehmannii sp. nov. and
Mycobacterium neumannii sp. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2017, 67, 4948-4955.

0.8 12

24188 Cyberlindnera xishuangbannaensis f.a., sp. nov., a yeast isolated from rotting wood. International
Journal of Systematic and Evolutionary Microbiology, 2017, 67, 5051-5055. 0.8 8



1323

Citation Report

# Article IF Citations

24189 Larkinella soli sp. nov., isolated from biological soil crusts. International Journal of Systematic and
Evolutionary Microbiology, 2017, 67, 5134-5138. 0.8 8

24190 Pseudomonas floridensis sp. nov., a bacterial pathogen isolated from tomato. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 64-70. 0.8 22

24191
Taxonomic analyses of members of the Streptomyces cinnabarinus cluster, description of
Streptomyces cinnabarigriseus sp. nov. and Streptomyces davaonensis sp. nov.. International Journal
of Systematic and Evolutionary Microbiology, 2018, 68, 382-393.

0.8 26

24192 Pseudomonas fluvialis sp. nov., a novel member of the genus Pseudomonas isolated from the river
Ganges, India. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 402-408. 0.8 15

24193
Leptospira venezuelensis sp. nov., a new member of the intermediate group isolated from rodents,
cattle and humans. International Journal of Systematic and Evolutionary Microbiology, 2018, 68,
513-517.

0.8 45

24194 Mixta gen. nov., a new genus in the Erwiniaceae. International Journal of Systematic and Evolutionary
Microbiology, 2018, 68, 1396-1407. 0.8 53

24195
Tritonibacter horizontis gen. nov., sp. nov., a member of the Rhodobacteraceae, isolated from the
Deepwater Horizon oil spill. International Journal of Systematic and Evolutionary Microbiology, 2018,
68, 736-744.

0.8 25

24196 Listeria costaricensis sp. nov.. International Journal of Systematic and Evolutionary Microbiology,
2018, 68, 844-850. 0.8 39

24197 Paenibacillus translucens sp. nov., isolated from tidal flat sediment. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 936-941. 0.8 8

24198
Frankia saprophytica sp. nov., an atypical, non-infective (Nodâ€“) and non-nitrogen fixing (Fixâ€“)
actinobacterium isolated from Coriaria nepalensis root nodules. International Journal of Systematic
and Evolutionary Microbiology, 2018, 68, 1090-1095.

0.8 20

24199
Lysobacter silvestris sp. nov., isolated from alpine forest soil, and reclassification of Luteimonas
tolerans as Lysobacter tolerans comb. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2018, 68, 1571-1577.

0.8 20

24200 Streptomyces boninensis sp. nov., isolated from soil from a limestone cave in the Ogasawara Islands.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 1795-1799. 0.8 15

24201
Lactobacillus micheneri sp. nov., Lactobacillus timberlakei sp. nov. and Lactobacillus quenuiae sp.
nov., lactic acid bacteria isolated from wild bees and flowers. International Journal of Systematic and
Evolutionary Microbiology, 2018, 68, 1879-1884.

0.8 57

24202
Virgibacillus indicus sp. nov. and Virgibacillus profundi sp. nov, two moderately halophilic bacteria
isolated from marine sediment by using microfluidic streak plates. International Journal of Systematic
and Evolutionary Microbiology, 2018, 68, 2015-2023.

0.8 17

24203 Metschnikowia maroccana f.a., sp. nov., a new yeast species associated with floral nectar from
Morocco. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2028-2035. 0.8 7

24204

Evaluation of the genus Thiothrix Winogradsky 1888 (Approved Lists 1980) emend. Aruga et al. 2002:
reclassification of Thiothrix disciformis to Thiolinea disciformis gen. nov., comb. nov., and of
Thiothrix flexilis to Thiofilum flexile gen. nov., comb nov., with emended description of Thiothrix.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2226-2239.

0.8 36

24205

Whole-genome-based revisit of Photorhabdus phylogeny: proposal for the elevation of most
Photorhabdus subspecies to the species level and description of one novel species Photorhabdus
bodei sp. nov., and one novel subspecies Photorhabdus laumondii subsp. clarkei subsp. nov..
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2664-2681.

0.8 132

24206
Blastococcus atacamensis sp. nov., a novel strain adapted to life in the Yungay core region of the
Atacama Desert. International Journal of Systematic and Evolutionary Microbiology, 2018, 68,
2712-2721.

0.8 33
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24207

Phylogenomic analyses of a clade within the roseobacter group suggest taxonomic reassignments of
species of the genera Aestuariivita, Citreicella, Loktanella, Nautella, Pelagibaca, Ruegeria,
Thalassobius, Thiobacimonas and Tropicibacter, and the proposal of six novel genera. International
Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2393-2411.

0.8 293

24208 Scheffersomyces stambukii f.a., sp. nov., a d-xylose-fermenting species isolated from rotting wood.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2306-2312. 0.8 8

24209 Amycolatopsis antarctica sp. nov., isolated from the surface of an Antarctic brown macroalga.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2348-2356. 0.8 21

24210 Solimicrobium silvestre gen. nov., sp. nov., isolated from alpine forest soil. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 2491-2498. 0.8 11

24211 Nocardioides allogilvus sp. nov., a novel actinobacterium isolated from a karst cave. International
Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2485-2490. 0.8 17

24212
Mangrovicella endophytica gen. nov., sp. nov., a new member of the family Aurantimonadaceae isolated
from Aegiceras corniculatum. International Journal of Systematic and Evolutionary Microbiology,
2018, 68, 2838-2845.

0.8 10

24213
Frankia irregularis sp. nov., an actinobacterium unable to nodulate its original host, Casuarina
equisetifolia, but effectively nodulates members of the actinorhizal Rhamnales. International Journal
of Systematic and Evolutionary Microbiology, 2018, 68, 2883-2914.

0.8 28

24214 Bradyrhizobium ripae sp. nov., a nitrogen-fixing symbiont isolated from nodules of wild legumes in
Namibia. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3688-3695. 0.8 22

24215 Mycobacterium syngnathidarum sp. nov., a rapidly growing mycobacterium identified in syngnathid
fish. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3696-3700. 0.8 14

24216 Megasphaera stantonii sp. nov., a butyrate-producing bacterium isolated from the cecum of a healthy
chicken. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3409-3415. 0.8 21

24217 Streptomyces venetus sp. nov., an actinomycete with a blue aerial mycelium. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 3333-3339. 0.8 8

24218
Catenibacillus scindens gen. nov., sp. nov., a C-deglycosylating human intestinal representative of the
Lachnospiraceae. International Journal of Systematic and Evolutionary Microbiology, 2018, 68,
3356-3361.

0.8 12

24219
Kyrpidia spormannii sp. nov., a thermophilic, hydrogen-oxidizing, facultative autotroph, isolated from
hydrothermal systems at SÃ£o Miguel Island, and emended description of the genus Kyrpidia.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3735-3740.

0.8 28

24220 Desertimonas flava gen. nov., sp. nov. isolated from a desert soil, and proposal of Ilumatobacteraceae
fam. nov.. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3593-3599. 0.8 22

24221
Description of a novel species of fast growing mycobacterium: Mycobacterium kyogaense sp. nov., a
scotochromogenic strain received as Mycobacterium vaccae. International Journal of Systematic and
Evolutionary Microbiology, 2018, 68, 3726-3734.

0.8 10

24222
Ignatzschineria cameli sp. nov., isolated from necrotic foot tissue of dromedaries (Camelus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (dromedarius) and associated maggots (Wohlfahrtia species) in Dubai. International Journal of

Systematic and Evolutionary Microbiology, 2018, 68, 3627-3634.
0.8 21

24223 Prevotella rara sp. nov., isolated from human faeces. International Journal of Systematic and
Evolutionary Microbiology, 2018, 68, 3818-3825. 0.8 14

24224
Aestuariivirga litoralis gen. nov., sp. nov., a proteobacterium isolated from a water sample, and
proposal of Aestuariivirgaceae fam. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 299-306.

0.8 13
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24225 Sphingopyxis lindanitolerans sp. nov. strain WS5A3pT enriched from a pesticide disposal site.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3935-3941. 0.8 13

24226 Listeria thailandensis sp. nov.. International Journal of Systematic and Evolutionary Microbiology,
2019, 69, 74-81. 0.8 55

24227

Reclassification of Xanthomonas gardneri (ex Å utiÄ• 1957) Jones et al. 2006 as a later heterotypic
synonym of Xanthomonas cynarae TrÃ©baol et al. 2000 and description of X. cynarae pv. cynarae and X.
cynarae pv. gardneri based on whole genome analyses. International Journal of Systematic and
Evolutionary Microbiology, 2019, 69, 343-349.

0.8 35

24228
Capsulimonas corticalis gen. nov., sp. nov., an aerobic capsulated bacterium, of a novel bacterial
order, Capsulimonadales ord. nov., of the class Armatimonadia of the phylum Armatimonadetes.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 220-226.

0.8 22

24229 Pandoraea fibrosis sp. nov., a novel Pandoraea species isolated from clinical respiratory samples.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 645-651. 0.8 23

24230

Photorhabdus khanii subsp. guanajuatensis subsp. nov., isolated from Heterorhabditis atacamensis,
and Photorhabdus luminescens subsp. mexicana subsp. nov., isolated from Heterorhabditis mexicana
entomopathogenic nematodes. International Journal of Systematic and Evolutionary Microbiology,
2019, 69, 652-661.

0.8 41

24231 Calidifontimicrobium sediminis gen. nov., sp. nov., a new member of the family Comamonadaceae.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 434-440. 0.8 13

24232 Hymenobacter crusticola sp. nov., isolated from biological soil crust. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 547-551. 0.8 13

24233 Polyphasic classification of the gifted natural product producer Streptomyces roseifaciens sp. nov..
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 899-908. 0.8 16

24234
Collinsella vaginalis sp. nov. strain Marseille-P2666T, a new member of the Collinsella genus isolated
from the genital tract of a patient suffering from bacterial vaginosis. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 949-956.

0.8 12

24235 Botryobacter ruber gen. nov., sp. nov., a novel member of the family Hymenobacteraceae. International
Journal of Systematic and Evolutionary Microbiology, 2019, 69, 821-827. 0.8 9

24236 Butyricimonas faecalis sp. nov., isolated from human faeces and emended description of the genus
Butyricimonas. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 833-838. 0.8 17

24237 Nocardioides ferulae sp. nov., isolated from root of an endangered medicinal plant Ferula songorica
Pall. ex Spreng. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 1253-1258. 0.8 14

24238

Streptacidiphilus bronchialis sp. nov., a ciprofloxacin-resistant bacterium from a human clinical
specimen; reclassification of Streptomyces griseoplanus as Streptacidiphilus griseoplanus comb. nov.
and emended description of the genus Streptacidiphilus. International Journal of Systematic and
Evolutionary Microbiology, 2019, 69, 1047-1056.

0.8 20

24239

Transfer of Meiothermus chliarophilus (Tenreiro et al.1995) Nobre et al. 1996, Meiothermus roseus
Ming et al. 2016, Meiothermus terrae Yu et al. 2014 and Meiothermus timidus Pires et al. 2005, to
Calidithermus gen. nov., as Calidithermus chliarophilus comb. nov., Calidithermus roseus comb. nov.,
Calidithermus terrae comb. nov. and Calidithermus timidus comb. nov., respectively, and emended
description of the genus Meiothermus. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 1060-1069.

0.8 28

24240
Methanofervidicoccus abyssi gen. nov., sp. nov., a hydrogenotrophic methanogen, isolated from a
hydrothermal vent chimney in the Mid-Cayman Spreading Center, the Caribbean Sea. International
Journal of Systematic and Evolutionary Microbiology, 2019, 69, 1225-1230.

0.8 17

24241 Lactobacillus suantsaii sp. nov., isolated from suan-tsai, a traditional Taiwanese fermented mustard
green. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 1484-1489. 0.8 10

24242 Novosphingobium meiothermophilum sp. nov., isolated from a hot spring. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 1737-1743. 0.8 15
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24243
Thalassorhabdomicrobium marinisediminis gen. nov., sp. nov., a member of the family
Hyphomonadaceae isolated from the Bohai Sea. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 1794-1799.

0.8 8

24244

Tengunoibacter tsumagoiensis gen. nov., sp. nov., Dictyobacter kobayashii sp. nov., Dictyobacter
alpinus sp. nov., and description of Dictyobacteraceae fam. nov. within the order Ktedonobacterales
isolated from Tengu-no-mugimeshi, a soil-like granular mass of micro-organisms, and emended
descriptions of the genera Ktedonobacter and Dictyobacter. International Journal of Systematic and
Evolutionary Microbiology, 2019, 69, 1910-1918.

0.8 39

24245 Mesorhizobium atlanticum sp. nov., a new nitrogen-fixing species from soils of the Brazilian Atlantic
Forest biome. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 1800-1806. 0.8 17

24246 Staphylococcus debuckii sp. nov., a coagulase-negative species from bovine milk. International Journal
of Systematic and Evolutionary Microbiology, 2019, 69, 2239-2249. 0.8 10

24247
Vagococcus bubulae sp. nov., isolated from ground beef, and Vagococcus vulneris sp. nov., isolated
from a human foot wound. International Journal of Systematic and Evolutionary Microbiology, 2019,
69, 2268-2276.

0.8 26

24248
Vibrio echinoideorum sp. nov., isolated from an epidermal lesion on the test of a green sea urchin
(Strongylocentrotus droebachiensis). International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 2277-2282.

0.8 10

24249
Reclassification of Ochrobactrum lupini as a later heterotypic synonym of Ochrobactrum anthropi
based on whole-genome sequence analysis. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 2312-2314.

0.8 25

24250
Streptomyces huasconensis sp. nov., an haloalkalitolerant actinobacterium isolated from a high
altitude saline wetland at the Chilean Altiplano. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 2315-2322.

0.8 18

24251
Leptospira yasudae sp. nov. and Leptospira stimsonii sp. nov., two new species of the pathogenic group
isolated from environmental sources. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 1450-1456.

0.8 43

24252
Pseudomonas nitrititolerans sp. nov., a nitrite-tolerant denitrifying bacterium isolated from a
nitrification/denitrification bioreactor. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 2471-2476.

0.8 9

24253 Poseidonibacter antarcticus sp. nov., isolated from Antarctic intertidal sediment. International
Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2717-2722. 0.8 10

24254

Croceibacterium gen. nov., with description of Croceibacterium ferulae sp. nov., an endophytic
bacterium isolated from Ferula sinkiangensis K. M. Shen and reclassification of Porphyrobacter
mercurialis as Croceibacterium mercuriale comb. nov.. International Journal of Systematic and
Evolutionary Microbiology, 2019, 69, 2547-2554.

0.8 18

24255
Dysosmobacter welbionis gen. nov., sp. nov., isolated from human faeces and emended description of
the genus Oscillibacter. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
4851-4858.

0.8 29

24256 Genome analysis-based union of the genus Mesoplasma with the genus Entomoplasma. International
Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2735-2738. 0.8 44

24257 Reclassification of 'Polyangium brachysporum' DSM 7029 as Schlegelella brevitalea sp. nov..
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2877-2883. 0.8 30

24258
Bradyrhizobium niftali sp. nov., an effective nitrogen-fixing symbiont of partridge pea [Chamaecrista
fasciculata (Michx.) Greene], a native caesalpinioid legume broadly distributed in the USA.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3448-3459.

0.8 21

24259
Mycolicibacterium stellerae sp. nov., a rapidly growing scotochromogenic strain isolated from
Stellera chamaejasme. International Journal of Systematic and Evolutionary Microbiology, 2019, 69,
3465-3471.

0.8 14

24260
Reclassification of Micrococcus aloeverae and Micrococcus yunnanensis as later heterotypic
synonyms of Micrococcus luteus. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 3512-3518.

0.8 17
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24261 Genome-based reclassification of Bacillus okuhidensis as a later heterotypic synonym of Bacillus
halodurans. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3599-3602. 0.8 13

24262 Apibacter muscae sp. nov., a novel bacterial species isolated from house flies. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 3586-3592. 0.8 7

24263
Facilibium subflavum gen. nov., sp. nov. and Cysteiniphilum halobium sp. nov., new members of the
family Fastidiosibacteraceae isolated from coastal seawater. International Journal of Systematic and
Evolutionary Microbiology, 2019, 69, 3757-3764.

0.8 14

24264 Antribacter gilvus gen. nov., sp. nov., a new member of the family Promicromonosporaceae from a
karstic cavern. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3792-3799. 0.8 8

24265 Leucothrix sargassi sp. nov., isolated from a marine alga [Sargassum natans (L.) Gaillon]. International
Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3857-3862. 0.8 7

24266
Bradyrhizobium frederickii sp. nov., a nitrogen-fixing lineage isolated from nodules of the
caesalpinioid species Chamaecrista fasciculata and characterized by tolerance to high temperature in
vitro. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3863-3877.

0.8 17

24267 Prevotella brunnea sp. nov., isolated from a wound of a patient. International Journal of Systematic
and Evolutionary Microbiology, 2019, 69, 3933-3938. 0.8 7

24268 Fluviibacterium aquatile gen. nov., sp. nov., isolated from estuary sediment. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 105-111. 0.8 8

24269
Phylogenomic analysis of Haemophilus parasuis and proposed reclassification to Glaesserella
parasuis, gen. nov., comb. nov.. International Journal of Systematic and Evolutionary Microbiology,
2020, 70, 180-186.

0.8 51

24270

Natronospirillum operosum gen. nov., sp. nov., a haloalkaliphilic satellite isolated from decaying
biomass of a laboratory culture of cyanobacterium Geitlerinema sp. and proposal of
Natronospirillaceae fam. nov., Saccharospirillaceae fam. nov. and Gynuellaceae fam. nov..
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 511-521.

0.8 19

24271 Azospirillum thermophilum sp. nov., isolated from a hot spring. International Journal of Systematic
and Evolutionary Microbiology, 2020, 70, 550-554. 0.8 13

24272
Phytobacter palmae sp. nov., a novel endophytic, N2 fixing, plant growth promoting
Gammaproteobacterium isolated from oil palm (Elaeis guineensis Jacq.). International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 841-848.

0.8 19

24273
Description of Erysipelothrix piscisicarius sp. nov., an emergent fish pathogen, and assessment of
virulence using a tiger barb (Puntigrus tetrazona) infection model. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 857-867.

0.8 28

24274 Pseudomonas saxonica sp. nov., isolated from raw milk and skimmed milk concentrate. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 935-943. 0.8 10

24275
Ktedonosporobacter rubrisoli gen. nov., sp. nov., a novel representative of the class Ktedonobacteria,
isolated from red soil, and proposal of Ktedonosporobacteraceae fam. nov.. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 1015-1025.

0.8 18

24276
Pseudorivibacter rhizosphaerae gen. nov., sp. nov., isolated from rhizosphere soil of Camellia sinensis
(L.) O. Ktze and emended description of the genus Rivibacter. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 1071-1078.

0.8 12

24277 Frankia soli sp. nov., an actinobacterium isolated from soil beneath Ceanothus jepsonii. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 1203-1209. 0.8 18

24278

Tepidiforma bonchosmolovskayae gen. nov., sp. nov., a moderately thermophilic Chloroflexi bacterium
from a Chukotka hot spring (Arctic, Russia), representing a novel class, Tepidiformia, which includes
the previously uncultivated lineage OLB14. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 1192-1202.

0.8 44
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24279 Update on the classification of higher ranks in the phylum Actinobacteria. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 1331-1355. 0.8 255

24280
Comparative genome sequence analysis of several species in the genus Tepidimonas and the description
of a novel species Tepidimonas charontis sp. nov.. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 1596-1604.

0.8 8

24281

Genome-based analyses reveal a synonymy among Halorubrum distributum Zvyagintseva and Tarasov
1989; Oren and Ventosa 1996, Halorubrum terrestre Ventosa et al. 2004, Halorubrum arcis Xu et al.
2007 and Halorubrum litoreum Cui et al. 2007. Emended description of Halorubrum distributum
Zvyagintseva and Tarasov 1989; Oren and Ventosa 1996. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 1698-1705.

0.8 14

24282 Chitinophaga vietnamensis sp. nov., a multi-drug resistant bacterium infecting humans. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 1758-1768. 0.8 16

24283 Dictyobacter vulcani sp. nov., belonging to the class Ktedonobacteria, isolated from soil of the Mt
Zao volcano. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 1805-1813. 0.8 10

24284 Acetobacter oryzoeni sp. nov., isolated from Korean rice wine vinegar. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 2026-2033. 0.8 17

24285
Genome-based classification of three novel actinobacteria from the Karakum Desert: Jiangella asiatica
sp. nov., Jiangella aurantiaca sp. nov. and Jiangella ureilytica sp. nov. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 1993-2002.

0.8 15

24286 Methylobacterium crusticola sp. nov., isolated from biological soil crusts. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 2089-2095. 0.8 18

24287 Pseudomonas haemolytica sp. nov., isolated from raw milk and skimmed milk concentrate.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 2339-2347. 0.8 15

24288
Reclassification of Sphingomonas aeria as a later heterotypic synonym of Sphingomonas
carotinifaciens based on whole-genome sequence analysis. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 2355-2358.

0.8 7

24289
Reclassification of Clostridium diolis Biebl and SprÃ¶er 2003 as a later heterotypic synonym of
Clostridium beijerinckii Donker 1926 (Approved Lists 1980) emend. Keis et al. 2001. International Journal
of Systematic and Evolutionary Microbiology, 2020, 70, 2463-2466.

0.8 12

24290

Phylogenomic revision of the family Streptosporangiaceae, reclassification of Desertactinospora
gelatinilytica as Spongiactinospora gelatinilytica comb. nov. and a taxonomic home for the genus
Sinosporangium in the family Streptosporangiaceae. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 2569-2579.

0.8 17

24291 Haemophilus seminalis sp. nov., isolated from human semen. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 2588-2595. 0.8 10

24292

Genomic and genetic sequence information of strains assigned to the genus Rhodopseudomonas
reveal the great heterogeneity of the group and identify strain Rhodopseudomonas palustris DSM 123T
as the authentic type strain of this species. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 3932-3938.

0.8 17

24293
Vitreimonas flagellata gen. nov., sp. nov., a novel member of the family Hyphomonadaceae isolated
from an activated sludge sample. International Journal of Systematic and Evolutionary Microbiology,
2020, 70, 2632-2639.

0.8 10

24294
Antarcticimicrobium sediminis gen. nov., sp. nov., isolated from Antarctic intertidal sediment,
transfer of Ruegeria lutea to Antarcticimicrobium gen. nov. as Antarcticimicrobium luteum comb.
nov.. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 2624-2631.

0.8 12

24295 Streptobacillus canis sp. nov. isolated from a dog. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 2648-2656. 0.8 14

24296
A taxonomic note on the genus Lactobacillus: Description of 23 novel genera, emended description of
the genus Lactobacillus Beijerinck 1901, and union of Lactobacillaceae and Leuconostocaceae.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 2782-2858.

0.8 2,775
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24297 Salinibaculum litoreum gen. nov., sp. nov., isolated from salted brown alga Laminaria. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 2879-2887. 0.8 13

24298 Algibacter pacificus sp. nov., isolated from a deep-sea seamount. International Journal of Systematic
and Evolutionary Microbiology, 2020, 70, 2907-2911. 0.8 9

24299 Arthrobacter bussei sp. nov., a pink-coloured organism isolated from cheese made of cowâ€™s milk.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 3027-3036. 0.8 18

24300
Oceanivirga miroungae sp. nov., isolated from oral cavity of northern elephant seal (Mirounga) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 627 Td (angustirostris). International Journal of Systematic and Evolutionary Microbiology, 2020, 70,

3037-3048.
0.8 9

24301 Lactobacillus buchneri subsp. silagei subsp. nov., isolated from rice grain silage. International Journal
of Systematic and Evolutionary Microbiology, 2020, 70, 3111-3116. 0.8 17

24302 Nocardiopsis deserti sp. nov., isolated from a high altitude Atacama Desert soil. International Journal
of Systematic and Evolutionary Microbiology, 2020, 70, 3210-3218. 0.8 15

24303 Francisella salimarina sp. nov., isolated from coastal seawater. International Journal of Systematic
and Evolutionary Microbiology, 2020, 70, 3264-3272. 0.8 12

24304 Amycolatopsis anabasis sp. nov., a novel endophytic actinobacterium isolated from roots of Anabasis
elatior. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 3391-3398. 0.8 10

24305 Gongronella eborensis sp. nov., from vineyard soil of Alentejo (Portugal). International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 3475-3482. 0.8 6

24306 Flavobacterium profundi sp. nov., isolated from a deep-sea seamount. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 3633-3638. 0.8 5

24307 Halomonas lactosivorans sp. nov., isolated from salt-lake sediment. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 3504-3512. 0.8 17

24308
Halocatena pleomorpha gen. nov. sp. nov., an extremely halophilic archaeon of family
Halobacteriaceae isolated from saltpan soil. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 3693-3700.

0.8 15

24309 Bacillus pasinlerensis sp. nov., a thermophilic bacterium isolated from a hot spring in Turkey.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 3865-3871. 0.8 17

24310 Massilia arenosa sp. nov., isolated from the soil of a cultivated maize field. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 3912-3920. 0.8 16

24311 Pseudomonas izuensis sp. nov., a novel species isolated from Izu Oshima, Japan. International Journal
of Systematic and Evolutionary Microbiology, 2020, 70, 4212-4216. 0.8 5

24312

Genetic diversity of Agrobacterium species isolated from nodules of common bean and soybean in
Brazil, Mexico, Ecuador and Mozambique, and description of the new species Agrobacterium
fabacearum sp. nov.. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
4233-4244.

0.8 29

24313 Gluconobacter aidae sp. nov., an acetic acid bacteria isolated from tropical fruits in Thailand.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4351-4357. 0.8 10

24314
Pelagihabitans pacificus gen. nov., sp. nov., a member of the family Flavobacteriaceae isolated from a
deep-sea seamount. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
4569-4575.

0.8 14
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24315
Lichenicoccus roseus gen. nov., sp. nov., the first bacteriochlorophyll a-containing, psychrophilic
and acidophilic Acetobacteraceae bacteriobiont of lichen Cladonia species. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 4591-4601.

0.8 16

24316
Bradyrhizobium archetypum sp. nov., Bradyrhizobium australiense sp. nov. and Bradyrhizobium
murdochi sp. nov., isolated from nodules of legumes indigenous to Western Australia. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4623-4636.

0.8 28

24317 Isoptericola halalbus sp. nov., a halotolerant actinobacterium isolated from saline lake sediment.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4661-4667. 0.8 6

24318

Sphaerochaeta halotolerans sp. nov., a novel spherical halotolerant spirochete from a Russian heavy
oil reservoir, emended description of the genus Sphaerochaeta, reclassification of Sphaerochaeta
coccoides to a new genus Parasphaerochaeta gen. nov. as Parasphaerochaeta coccoides comb. nov.
and proposal of Sphaerochaetaceae fam. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 4748-4759.

0.8 30

24319 Streptomyces harenosi sp. nov., a home for a gifted strain isolated from Indonesian sand dune soil.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4874-4882. 0.8 11

24320
Strains of Bradyrhizobium cosmicum sp. nov., isolated from contrasting habitats in Japan and Canada
possess photosynthesis gene clusters with the hallmark of genomic islands. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 5063-5074.

0.8 15

24321
Rubrobacter tropicus sp. nov. and Rubrobacter marinus sp. nov., isolated from deep-sea sediment of
the South China Sea. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
5576-5585.

0.8 13

24322
Oceanipulchritudo coccoides gen. nov., sp. nov., isolated from marine sediment within the family
Puniceicoccaceae. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
5654-5664.

0.8 11

24323
Seramator thermalis gen. nov., sp. nov., a novel cellulose- and xylan-degrading member of the family
Dysgonamonadaceae isolated from a hot spring. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 5717-5724.

0.8 8

24324 Listeria valentina sp. nov., isolated from a water trough and the faeces of healthy sheep. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5868-5879. 0.8 47

24325

Phylogenomic analyses of the Staphylococcaceae family suggest the reclassification of five species
within the genus Staphylococcus as heterotypic synonyms, the promotion of five subspecies to novel
species, the taxonomic reassignment of five Staphylococcus species to Mammaliicoccus gen. nov., and
the formal assignment of Nosocomiicoccus to the family Staphylococcaceae. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 5926-5936.

0.8 198

24326 Staphylococcus borealis sp. nov., isolated from human skin and blood. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 6067-6078. 0.8 23

24327
Bifidobacteria in two-toed sloths (Choloepus didactylus): phylogenetic characterization of the novel
taxon Bifidobacterium choloepi sp. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 6115-6125.

0.8 13

24328
Pelagovum pacificum gen. nov., sp. nov., a novel member of the family Rhodobacteraceae isolated from
surface seawater of the Mariana Trench. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 6155-6162.

0.8 9

24329

Sneathia vaginalis sp. nov. (Fusobacteriales, Leptotrichiaceae) as a replacement of the species â€˜Sneathia
amniiâ€™ Harwich et al. 2012 and â€˜Leptotrichia amnioniiâ€™ Shukla et al. 2002, and emended description of
Sneathia Collins et al. 2001. International Journal of Systematic and Evolutionary Microbiology, 2019,
71, .

0.8 17

24330 Pseudomonas kielensis sp. nov. and Pseudomonas baltica sp. nov., isolated from raw milk in Germany.
International Journal of Systematic and Evolutionary Microbiology, 2019, 71, . 0.8 11

24331 Hanseniaspora terricola sp. nov., an ascomycetous yeast isolated from Tibet. International Journal of
Systematic and Evolutionary Microbiology, 2019, 71, . 0.8 1

24332
Rhabdothermincola sediminis gen. nov., sp. nov., a new actinobacterium isolated from hot spring
sediment, and emended description of the family Iamiaceae. International Journal of Systematic and
Evolutionary Microbiology, 2019, 71, .

0.8 13
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24333 Characterization of a second open reading frame in genome segment 10 of bluetongue virus. Journal
of General Virology, 2015, 96, 3280-3293. 1.3 93

24334
Direct whole-genome deep-sequencing of human respiratory syncytial virus A and B from Vietnamese
children identifies distinct patterns of inter- and intra-host evolution. Journal of General Virology,
2015, 96, 3470-3483.

1.3 30

24335 Genetic variation and dynamics of infections of equid herpesvirus 5 in individual horses. Journal of
General Virology, 2016, 97, 169-178. 1.3 10

24336 Transcription of densovirus endogenous sequences in the Myzus persicae genome. Journal of General
Virology, 2016, 97, 1000-1009. 1.3 15

24337 A newly discovered flavivirus in the yellow fever virus group displays restricted replication in
vertebrates. Journal of General Virology, 2016, 97, 1087-1093. 1.3 25

24338 Conservation of the E8 CDS of the E8^E2 protein among mammalian papillomaviruses. Journal of
General Virology, 2016, 97, 2333-2345. 1.3 11

24339
A highly pathogenic avian-derived influenza virus H5N1 with 2009 pandemic H1N1 internal genes
demonstrates increased replication and transmission in pigs. Journal of General Virology, 2017, 98,
18-30.

1.3 13

24340 Genetic diversity of currently circulating rubella viruses: a need to define more precise viral groups.
Journal of General Virology, 2017, 98, 396-404. 1.3 28

24341 Revisiting the genotyping scheme for varicella-zoster viruses based on whole-genome comparisons.
Journal of General Virology, 2017, 98, 1434-1438. 1.3 28

24342 A porcine enterovirus G associated with enteric disease contains a novel papain-like cysteine protease.
Journal of General Virology, 2017, 98, 1305-1310. 1.3 43

24343 Proposed revision to the taxonomy of the genus Pestivirus, family Flaviviridae. Journal of General
Virology, 2017, 98, 2106-2112. 1.3 264

24344 The genomic evolution of H1 influenza A viruses from swine detected in the United States between
2009 and 2016. Journal of General Virology, 2017, 98, 2001-2010. 1.3 54

24345 Characterization of five unclassified orthobunyaviruses (Bunyaviridae) from Africa and the Americas.
Journal of General Virology, 2017, 98, 2258-2266. 1.3 13

24346 Polycipiviridae: a proposed new family of polycistronic picorna-like RNA viruses. Journal of General
Virology, 2017, 98, 2368-2378. 1.3 32

24347
Genomic characterization of a novel iridovirus from redclaw crayfish Cherax quadricarinatus:
evidence for a new genus within the family Iridoviridae. Journal of General Virology, 2017, 98,
2589-2595.

1.3 38

24348 The emergence and evolution of influenza A (H1Î±) viruses in swine in Canada and the United States.
Journal of General Virology, 2017, 98, 2663-2675. 1.3 23

24349 Comprehensive evolutionary and phylogenetic analysis of Hepacivirus N (HNV). Journal of General
Virology, 2018, 99, 890-896. 1.3 10

24350
Complete genome sequence and construction of an infectious full-length cDNA clone of celery latent
virus â€“ an unusual member of a putative new genus within the Potyviridae. Journal of General
Virology, 2019, 100, 308-320.

1.3 12
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24351 Assessment of the function and intergenus-compatibility of Ebola and Lloviu virus proteins. Journal
of General Virology, 2019, 100, 760-772. 1.3 10

24352 Evolving by deleting: patterns of molecular evolution of Apple stem pitting virus isolates from
Poland. Journal of General Virology, 2019, 100, 1442-1456. 1.3 9

24353 Prevalence of a vertically transmitted single-stranded DNA virus in spinybacked orbweavers
(Gasteracantha cancriformis) from Florida, USA. Journal of General Virology, 2019, 100, 1253-1265. 1.3 5

24354 A highly divergent hepacivirus-like flavivirus in domestic ducks. Journal of General Virology, 2019, 100,
1234-1240. 1.3 19

24355 Genetic diversity and evolution of the emerging picornavirus Senecavirus A. Journal of General
Virology, 2020, 101, 175-187. 1.3 13

24356 Effect of Wolbachia wAlbB on a positive-sense RNA negev-like virus: a novel virus persistently
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