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307 Impacts of Terraces on Phylogenetic Inference. Systematic Biology, 2015, 64, 709-726. 2.7 46

308 Interbreeding among deeply divergent mitochondrial lineages in the American cockroach (Periplaneta) Tj ET
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309 Diagnostics for a troubled backbone: testing topological hypotheses of trapelioid lichenized fungi in
a large-scale phylogeny of Ostropomycetidae (Lecanoromycetes). Fungal Diversity, 2015, 73, 239-258. 4.7 46

310
<i>Entamoeba</i> mitosomes play an important role in encystation by association with cholesteryl
sulfate synthesis. Proceedings of the National Academy of Sciences of the United States of America,
2015, 112, E2884-90.

3.3 62

311 Molecular Phylogenetic and Phylogenomic Approaches in Studies of Lichen Systematics and Evolution.
, 2015, , 45-60. 7

312 Horsetails are the sister group to all other monilophytes and Marattiales are sister to
leptosporangiate ferns. Molecular Phylogenetics and Evolution, 2015, 90, 140-149. 1.2 56

313 High molecular weight dissolved organic matter enrichment selects for methylotrophs in dilution to
extinction cultures. ISME Journal, 2015, 9, 2725-2739. 4.4 58

314 Complete chloroplast genome sequence of pineapple (Ananas comosus). Tree Genetics and Genomes,
2015, 11, 1. 0.6 24

315 Characterization of the pathogenome and phylogenomic classification of enteropathogenic
Escherichia coli of the O157:non-H7 serotypes. Pathogens and Disease, 2015, 73, . 0.8 25

316 A genetic mechanism for female-limited Batesian mimicry in Papilio butterfly. Nature Genetics, 2015, 47,
405-409. 9.4 215

317 Evolution of an Epigenetic Gene Ensemble within the Genus Anopheles. Genome Biology and Evolution,
2015, 7, 901-915. 1.1 8

318 Molecular phylogeny and evolutionary dynamics of matrix gene of avian influenza viruses in China.
Infection, Genetics and Evolution, 2015, 34, 344-351. 1.0 5

319 Re-evaluating the phylogeny of allopolyploid Gossypium L.. Molecular Phylogenetics and Evolution,
2015, 92, 45-52. 1.2 110

320 Fungal metabolic gene clustersÃ¢â‚¬â€•caravans traveling across genomes and environments. Frontiers in
Microbiology, 2015, 6, 161. 1.5 136

321 Bioinformatics and Biomedical Engineering. Lecture Notes in Computer Science, 2015, , . 1.0 3
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322 Phylogenomics of Phrynosomatid Lizards: Conflicting Signals from Sequence Capture versus
Restriction Site Associated DNA Sequencing. Genome Biology and Evolution, 2015, 7, 706-719. 1.1 154

323 Genomic Data from Extinct North American<i>Camelops</i>Revise Camel Evolutionary History.
Molecular Biology and Evolution, 2015, 32, 2433-2440. 3.5 72

324 Genetic diversity of free-living Symbiodinium in the Caribbean: the importance of habitats and seasons.
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325 Strong biogeographic signal in the phylogenetic relationships of Rochefortia Sw. (Ehretiaceae,) Tj ET
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BT /Overlock 10 Tf 50 622 Td (Boraginales). Plant Systematics and Evolution, 2015, 301, 1509-1516.0.3 11
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327 Copper tolerance and distribution of epibiotic bacteria associated with giant kelp Macrocystis
pyrifera in southern California. Ecotoxicology, 2015, 24, 1131-1140. 1.1 7
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angiosperms. Molecular Phylogenetics and Evolution, 2015, 91, 98-122. 1.2 77

329 Phylogenetic and phylogeographic mapping of the avian coronavirus spike protein-encoding gene in
wild and synanthropic birds. Virus Research, 2015, 201, 101-112. 1.1 17

330 Laccase-like enzyme activities from chlorophycean green algae with potential for bioconversion of
phenolic pollutants. FEMS Microbiology Letters, 2015, 362, . 0.7 35

331 How do divergent ecological strategies emerge among marine bacterioplankton lineages?. Trends in
Microbiology, 2015, 23, 577-584. 3.5 65

332 Resolving relationships within the palm subfamily Arecoideae (Arecaceae) using plastid sequences
derived from nextâ€•generation sequencing. American Journal of Botany, 2015, 102, 888-899. 0.8 31

333 The study of Priapulus caudatus reveals conserved molecular patterning underlying different gut
morphogenesis in the Ecdysozoa. BMC Biology, 2015, 13, 29. 1.7 39

334 Functionally Divergent Alleles and Duplicated Loci Encoding an Acyltransferase Contribute to
Acylsugar Metabolite Diversity in <i>Solanum</i> Trichomes. Plant Cell, 2015, 27, 1002-1017. 3.1 106

335 Inferring phylogenies of evolving sequences without multiple sequence alignment. Scientific Reports,
2014, 4, 6504. 1.6 62

336 A RESTful API for Access to Phylogenetic Tools via the CIPRES Science Gateway. Evolutionary
Bioinformatics, 2015, 11, EBO.S21501. 0.6 390

337 Molecular Survey ofCodiumSpecies Diversity in Southern Madagascar. Cryptogamie, Algologie, 2015,
36, 171-187. 0.3 14

338 Towards a faster and accurate supertree inference. , 2015, , . 3

339 Comparative phylogeography and niche modeling for three species complexes of SE China
(Paradoxornis spp., Pycnonotus spp., Spizixos spp.). Environmental Epigenetics, 2015, 61, 943-950. 0.9 1
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340 The global distribution of<i>Banana bunchy top virus</i>reveals little evidence for frequent recent,
human-mediated long distance dispersal events. Virus Evolution, 2015, 1, vev009. 2.2 58

341 RDP4: Detection and analysis of recombination patterns in virus genomes. Virus Evolution, 2015, 1,
vev003. 2.2 2,621

342 The Genome of the â€œGreat Speciatorâ€• Provides Insights into Bird Diversification. Genome Biology and
Evolution, 2015, 7, 2680-2691. 1.1 55

343 Novel insights into the historical biogeography of the streak-breasted scimitar babbler complex (Aves:) Tj ET
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BT /Overlock 10 Tf 50 622 Td (Timaliidae: Pomatorhinus ruficollis complex). Environmental Epigenetics, 2015, 61, 910-921.0.9 4

344 Comprehensive insights inthe Mycobacterium aviumsubsp.paratuberculosisgenome using new WGS
data of sheep strain JIII-386 from Germany. Genome Biology and Evolution, 2015, 7, evv154. 1.1 31

345 Molecular characterisation of hepatitis B virus in HIV-1 subtype C infected patients in Botswana. BMC
Infectious Diseases, 2015, 15, 335. 1.3 16

346 Stelliosphaerols A and B, Sesquiterpeneâ€“Polyol Conjugates from an Ecuadorian Fungal Endophyte.
Journal of Natural Products, 2015, 78, 3005-3010. 1.5 16

347 Arenogigas armoricus, a New Genus and Species of a Monostiliferous Hoplonemertean (Nemertea)
from the North-West Coast of France. Zoological Science, 2015, 32, 605. 0.3 4

348 Cryptic infection of a broad taxonomic and geographic diversity of tadpoles by Perkinsea protists.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, E4743-51. 3.3 68

349 Importance of Viral Sequence Length and Number of Variable and Informative Sites in Analysis of HIV
Clustering. AIDS Research and Human Retroviruses, 2015, 31, 531-542. 0.5 17

350 ASTRAL-II: coalescent-based species tree estimation with many hundreds of taxa and thousands of
genes. Bioinformatics, 2015, 31, i44-i52. 1.8 822

351 nextflu: real-time tracking of seasonal influenza virus evolution in humans. Bioinformatics, 2015, 31,
3546-3548. 1.8 153

352 The Rise and Fall of TRP-N, an Ancient Family of Mechanogated Ion Channels, in Metazoa. Genome
Biology and Evolution, 2015, 7, 1713-1727. 1.1 36

353 Ancient Origin and Recent Innovations of RNA Polymerase IV and V. Molecular Biology and Evolution,
2015, 32, 1788-1799. 3.5 77

354 A common tRNA modification at an unusual location: the discovery of wyosine biosynthesis in
mitochondria. Nucleic Acids Research, 2015, 43, 4262-4273. 6.5 22

355 The ancestor of modern Holozoa acquired the CCA-adding enzyme from Alphaproteobacteria by
horizontal gene transfer. Nucleic Acids Research, 2015, 43, 6739-6746. 6.5 14

356 PoMo: An Allele Frequency-Based Approach for Species Tree Estimation. Systematic Biology, 2015, 64,
1018-1031. 2.7 66

357
Spectral shifts of mammalian ultraviolet-sensitive pigments (short wavelength-sensitive opsin 1) are
associated with eye length and photic niche evolution. Proceedings of the Royal Society B: Biological
Sciences, 2015, 282, 20151817.
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358 A feedback insensitive isopropylmalate synthase affects acylsugar composition in cultivated and wild
tomato. Plant Physiology, 2015, 169, pp.00474.2015. 2.3 73

359
Prevalence, Genetic Characterization, and 18S Small Subunit Ribosomal RNA Diversity
ofâ€‰<i>Trypanosoma rangeli</i>in Triatomine and Mammal Hosts in Endemic Areas for Chagas Disease in
Ecuador. Vector-Borne and Zoonotic Diseases, 2015, 15, 732-742.

0.6 19

360 Trans-oligomerization of duplicated aminoacyl-tRNA synthetases maintains genetic code fidelity under
stress. Nucleic Acids Research, 2015, 43, gkv1020. 6.5 17

361 Structural Insight into How Bacteria Prevent Interference between Multiple Divergent Type IV
Secretion Systems. MBio, 2015, 6, e01867-15. 1.8 33

362
Linked selection and recombination rate variation drive the evolution of the genomic landscape of
differentiation across the speciation continuum of <i>Ficedula</i> flycatchers. Genome Research,
2015, 25, 1656-1665.

2.4 385

363 Unexpectedly Streamlined Mitochondrial Genome of the Euglenozoan<i>Euglena gracilis</i>. Genome
Biology and Evolution, 2015, 7, 3358-3367. 1.1 57

364 A Genome-Scale Investigation of Incongruence in Culicidae Mosquitoes. Genome Biology and
Evolution, 2015, 7, 3463-3471. 1.1 8

365
Analysis of mtDNA and nuclear markers points to homoploid hybrid origin of the new species of Far
Eastern redfins of the genus Tribolodon (Pisces, Cyprinidae). Russian Journal of Genetics, 2015, 51,
1075-1087.

0.2 6

366 Integrating dynamic occupancy modeling and genetics to infer the status of the imperiled flattened
musk turtle. Biological Conservation, 2015, 192, 294-303. 1.9 5

367
Whole-Genome Sequencing Confirms that Burkholderia pseudomallei Multilocus Sequence Types
Common to Both Cambodia and Australia Are Due to Homoplasy. Journal of Clinical Microbiology,
2015, 53, 323-326.

1.8 44

368 Intrahost Dynamics of Antiviral Resistance in Influenza A Virus Reflect Complex Patterns of Segment
Linkage, Reassortment, and Natural Selection. MBio, 2015, 6, . 1.8 58

369 Evolution and development of the adelphophagic, intracapsular Schmidtâ€™s larva of the nemertean
Lineus ruber. EvoDevo, 2015, 6, 28. 1.3 32

370 Scale insect host ranges are broader in the tropics. Biology Letters, 2015, 11, 20150924. 1.0 19

371 Genome-Wide Architecture of Disease Resistance Genes in Lettuce. G3: Genes, Genomes, Genetics, 2015,
5, 2655-2669. 0.8 54

372 Insights from the genome of Ophiocordyceps polyrhachis-furcata to pathogenicity and host
specificity in insect fungi. BMC Genomics, 2015, 16, 881. 1.2 34

373 Molecular phylogenetics, morphology and a revised classification of the complex genus
<i>Saxifraga</i> (Saxifragaceae). Taxon, 2015, 64, 1159-1187. 0.4 54

374
Genetic data support independent glacial refugia and open ocean barriers to dispersal for the
Southern Ocean sea spider Austropallene cornigera(MÃ¶bius, 1902). Journal of Crustacean Biology,
2015, 35, 480-490.

0.3 49

375 Phylogenetic relationships among Dorema, Ferula and Leutea (Apiaceae: Scandiceae: Ferulinae) inferred
from nrDNA ITS and cpDNA noncoding sequences. Taxon, 2015, 64, 770-783. 0.4 29
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376 A Time-Calibrated Road Map of Brassicaceae Species Radiation and Evolutionary History. Plant Cell,
2015, 27, tpc.15.00482. 3.1 200

377 Population Genomics of Mycobacterium tuberculosis in Ethiopia Contradicts the Virgin Soil
Hypothesis for Human Tuberculosis in Sub-Saharan Africa. Current Biology, 2015, 25, 3260-3266. 1.8 94

378 Multiple glacial refugia lead to genetic structuring and the potential for reproductive isolation in a
herbaceous plant. American Journal of Botany, 2015, 102, 1842-1853. 0.8 48

379
Evolutionary relationships of Heimioporus and Boletellus (Boletales), with an emphasis on Australian
taxa including new species and new combinations in Aureoboletus, Hemileccinum and Xerocomus.
Australian Systematic Botany, 2015, 28, 1.

0.3 32

380 Complete genome sequences of bacteriophages P12002L and P12002S, two lytic phages that infect a
marine Polaribacter strain. Standards in Genomic Sciences, 2015, 10, 82. 1.5 25

381
Evolutionary History of <i>Blepharis</i> (Acanthaceae) and the Origin of C<sub>4</sub>
Photosynthesis in Section <i>Acanthodium</i>. International Journal of Plant Sciences, 2015, 176,
770-790.

0.6 36

382 A coastal sand dune in New Zealand reveals high arbuscular mycorrhizal fungal diversity. Symbiosis,
2015, 66, 111-121. 1.2 14

383 Multiple origins and chromosomal novelty in the allotetraploid T ragopogon castellanus
(Asteraceae). New Phytologist, 2015, 206, 1172-1183. 3.5 27

384 Biogeography of the smooth snake (<i>Coronella austriaca</i>): origin and conservation of the
northernmost population. Biological Journal of the Linnean Society, 2015, 114, 426-435. 0.7 6

385 The identification of oppA gene homologues as part of the oligopeptide transport system in
mycoplasmas. Gene, 2015, 558, 31-40. 1.0 9

386
Genomic sequences of six botulinum neurotoxin-producing strains representing three clostridial
species illustrate the mobility and diversity of botulinum neurotoxin genes. Infection, Genetics and
Evolution, 2015, 30, 102-113.

1.0 70

387 New Wolbachia supergroups detected in quill mites (Acari: Syringophilidae). Infection, Genetics and
Evolution, 2015, 30, 140-146. 1.0 120

388 Diet strongly influences the gut microbiota of surgeonfishes. Molecular Ecology, 2015, 24, 656-672. 2.0 194

389 Taxonomic study of a new eustigmatophycean alga, Vacuoliviride crystalliferum gen. et sp. nov..
Journal of Plant Research, 2015, 128, 249-257. 1.2 22

390 Higher-level phylogeny of the Hymenoptera inferred from mitochondrial genomes. Molecular
Phylogenetics and Evolution, 2015, 84, 34-43. 1.2 69

391 Analysis of a Local HIV-1 Epidemic in Portugal Highlights Established Transmission of Non-B and Non-G
Subtypes. Journal of Clinical Microbiology, 2015, 53, 1506-1514. 1.8 26

392 Generic concepts in <i>Nectriaceae</i>. Studies in Mycology, 2015, 80, 189-245. 4.5 337

393
Molecular phylogenetics and species delimitation of leaf-toed geckos (Phyllodactylidae:) Tj ET
Q

q
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2015, 84, 254-265.
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394 A Complex Interplay of Tandem- and Whole-Genome Duplication Drives Expansion of the L-Type Lectin
Receptor Kinase Gene Family in the Brassicaceae. Genome Biology and Evolution, 2015, 7, 720-734. 1.1 46

395
Operational criteria for cryptic species delimitation when evidence is limited, as exemplified by North
AmericanEntomobrya(Collembola: Entomobryidae). Zoological Journal of the Linnean Society, 2015,
173, 818-840.

1.0 34

396 Divergent Mitochondrial Respiratory Chains in Phototrophic Relatives of Apicomplexan Parasites.
Molecular Biology and Evolution, 2015, 32, 1115-1131. 3.5 79

397 First phylogenetic analysis of the tribe Phyllotini (Rodentia: Sigmodontinae) combining
morphological and molecular data. Cladistics, 2015, 31, 593-620. 1.5 15

398
Wholeâ€•genome sequencing reveals absence of recent gene flow and separate demographic histories
for <i>Anopheles punctulatus</i> mosquitoes in Papua New Guinea. Molecular Ecology, 2015, 24,
1263-1274.

2.0 13

399 Botulinum neurotoxin homologs in nonâ€•<i>Clostridium</i> species. FEBS Letters, 2015, 589, 342-348. 1.3 85

400 Phylogeny and polyploidy: Resolving the classification of cyprinine fishes (Teleostei: Cypriniformes).
Molecular Phylogenetics and Evolution, 2015, 85, 97-116. 1.2 218

401 Evolution of FOXRED1 , an FAD-dependent oxidoreductase necessary for NADH:ubiquinone
oxidoreductase (Complex I) assembly. Biochimica Et Biophysica Acta - Bioenergetics, 2015, 1847, 451-457. 0.5 16

402 Biogeography of Heterotrophic Flagellate Populations Indicates the Presence of Generalist and
Specialist Taxa in the Arctic Ocean. Applied and Environmental Microbiology, 2015, 81, 2137-2148. 1.4 38

403 No Genome-Wide Protein Sequence Convergence for Echolocation. Molecular Biology and Evolution,
2015, 32, 1237-1241. 3.5 94

404 Multi-Threaded Hierarchical Clustering by Parallel Nearest-Neighbor Chaining. IEEE Transactions on
Parallel and Distributed Systems, 2015, 26, 2534-2548. 4.0 13

405 Functional Evolution of Phosphatidylethanolamine Binding Proteins in Soybean and Arabidopsis. Plant
Cell, 2015, 27, 323-336. 3.1 113

406 Mitochondrial genome plasticity among species of the nematode genus Meloidogyne (Nematoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (Tylenchina). Gene, 2015, 560, 173-183.1.0 18

407 <i>devI</i>Is an Evolutionarily Young Negative Regulator of Myxococcus xanthus Development.
Journal of Bacteriology, 2015, 197, 1249-1262. 1.0 28

408 Origin and Proliferation of Multiple-Drug Resistance in Bacterial Pathogens. Microbiology and
Molecular Biology Reviews, 2015, 79, 101-116. 2.9 183

409 Novel basal, fungal lineages from freshwater phytoplankton and lake samples. Environmental
Microbiology Reports, 2015, 7, 435-441. 1.0 72

410
<scp>B</scp>razilian <i><scp>P</scp>otato virus <scp>Y</scp></i> isolates identified as members of a
new clade facilitate the reconstruction of evolutionary traits within this species. Plant Pathology,
2015, 64, 799-807.

1.2 9

411 A generation-time effect on the rate of molecular evolution in bacteria. Evolution; International
Journal of Organic Evolution, 2015, 69, 643-652. 1.1 70
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412 Lateral Gene Transfer and Gene Duplication Played a Key Role in the Evolution of Mastigamoeba
balamuthi Hydrogenosomes. Molecular Biology and Evolution, 2015, 32, 1039-1055. 3.5 63

413 Using More Than the Oldest Fossils: Dating Osmundaceae with Three Bayesian Clock Approaches.
Systematic Biology, 2015, 64, 396-405. 2.7 56

414 HedgehogExpression During Development and Regeneration in the Hemichordate,Ptychodera flava.
Zoological Science, 2015, 32, 33-37. 0.3 13

415 Evolution of sexual traits influencing vectorial capacity in anopheline mosquitoes. Science, 2015, 347,
985-988. 6.0 68

416
Genome-Enabled Phylogeographic Investigation of the Quarantine Pathogen <i>Ralstonia
solanacearum</i> Race 3 Biovar 2 and Screening for Sources of Resistance Against Its Core Effectors.
Phytopathology, 2015, 105, 597-607.

1.1 51

417 Resolving Relationships within Valerianaceae (Dipsacales): New Insights and Hypotheses from
Low-Copy Nuclear Regions. Systematic Botany, 2015, 40, 327-335. 0.2 11

418
Hybrid origins and the earliest stages of diploidization in the highly successful recent polyploid
<i>Capsella bursa-pastoris</i>. Proceedings of the National Academy of Sciences of the United States
of America, 2015, 112, 2806-2811.
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419 Phylogenetic Analysis of Aphaenogaster Supports the Resurrection of Novomessor (Hymenoptera:) Tj ET
Q
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BT /Overlock 10 Tf 50 462 Td (Formicidae). Annals of the Entomological Society of America, 2015, 108, 201-210.1.3 19

420 Anti-MRSA-acting carbamidocyclophanes Hâ€“L from the Vietnamese cyanobacterium Nostoc sp. CAVN2.
Journal of Antibiotics, 2015, 68, 165-177. 1.0 31

421 Hippos stem from the longest sequence of terrestrial cetartiodactyl evolution in Africa. Nature
Communications, 2015, 6, 6264. 5.8 42

422 Host specificity, pathogenicity, and mixed infections of trypanoplasms from freshwater fishes.
Parasitology Research, 2015, 114, 1071-1078. 0.6 11

423
MitoPhAST, a new automated mitogenomic phylogeny tool in the post-genomic era with a case study of
89 decapod mitogenomes including eight new freshwater crayfish mitogenomes. Molecular
Phylogenetics and Evolution, 2015, 85, 180-188.

1.2 71

424
A lycopene Î²â€•cyclase/lycopene Îµâ€•cyclase/lightâ€•harvesting complexâ€•fusion protein from the green alga
<i>Ostreococcus lucimarinus</i> can be modified to produce Î±â€•carotene and Î²â€•carotene at different
ratios. Plant Journal, 2015, 82, 582-595.

2.8 29

425
Improving recombinant Rubisco biogenesis, plant photosynthesis and growth by coexpressing its
ancillary RAF1 chaperone. Proceedings of the National Academy of Sciences of the United States of
America, 2015, 112, 3564-3569.

3.3 105

426 Enhancing our understanding of anatomical diversity in Tomentella ectomycorrhizas:
characterization of six new morphotypes. Mycorrhiza, 2015, 25, 419-429. 1.3 11

427 Ancient dynamin segments capture early stages of hostâ€“mitochondrial integration. Proceedings of
the National Academy of Sciences of the United States of America, 2015, 112, 2800-2805. 3.3 41

428
Disentangling the complex evolutionary history of the Western Palearctic blue tits (<i>Cyanistes</i>) Tj ET
Q

q
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BT /Overlock 10 Tf 50 107 Td (spp.) â€“ phylogenomic analyses suggest radiation by multiple colonization events and subsequent

isolation. Molecular Ecology, 2015, 24, 2477-2494.
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429 Sequencing of the mitochondrial genome of the avocado lace bug Pseudacysta perseae (Heteroptera,) Tj ET
Q
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430 New insights into DNA barcoding of seagrasses. Systematics and Biodiversity, 2015, 13, 496-508. 0.5 27

431 Contribution to the Revision of the Genus<i>Sargassum</i>(Fucales, Phaeophyceae) in Madagascar
Using Morphological and Molecular Data. Cryptogamie, Algologie, 2015, 36, 143-169. 0.3 9

432 ExaML version 3: a tool for phylogenomic analyses on supercomputers. Bioinformatics, 2015, 31,
2577-2579. 1.8 209

433 Phylogenetics of HIV-1 subtype G env: Greater complexity and older origins than previously reported.
Infection, Genetics and Evolution, 2015, 35, 9-18. 1.0 6

434 16S rDNA analysis of archaea indicates dominance of Methanobacterium and high abundance of
Methanomassiliicoccaceae in rumen of Nili-Ravi buffalo. Anaerobe, 2015, 35, 3-10. 1.0 20

435 On the design of shared memory approaches to parallelize a multiobjective bee-inspired proposal for
phylogenetic reconstruction. Information Sciences, 2015, 324, 163-185. 4.0 8

436 Uncultivated thermophiles: current status and spotlight on â€˜Aigarchaeotaâ€™. Current Opinion in
Microbiology, 2015, 25, 136-145. 2.3 70

437
Seagrass (Zostera marina) Colonization Promotes the Accumulation of Diazotrophic Bacteria and
Alters the Relative Abundances of Specific Bacterial Lineages Involved in Benthic Carbon and Sulfur
Cycling. Applied and Environmental Microbiology, 2015, 81, 6901-6914.

1.4 87

438 Insights into thermoadaptation and the evolution of mesophily from the bacterial phylum
<i>Thermotogae</i>. Canadian Journal of Microbiology, 2015, 61, 655-670. 0.8 47

439 Articulating â€œArchiannelidsâ€•: Phylogenomics and Annelid Relationships, with Emphasis on Meiofaunal
Taxa. Molecular Biology and Evolution, 2015, 32, 2860-2875. 3.5 128

440 FGF signaling repertoire of the indirect developing hemichordate Ptychodera flava. Marine Genomics,
2015, 24, 167-175. 0.4 6
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Tracking Nosocomial Klebsiella pneumoniae Infections and Outbreaks by Whole-Genome Analysis:
Small-Scale Italian Scenario within a Single Hospital. Journal of Clinical Microbiology, 2015, 53,
2861-2868.
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442 Genetic profiles of Propionibacterium acnes and identification of a unique transposon with novel
insertion sequences in sarcoid and non-sarcoid isolates. Scientific Reports, 2015, 5, 9832. 1.6 12

443 Exploring Tree-Like and Non-Tree-Like Patterns Using Genome Sequences: An Example Using the
Inbreeding Plant Species<i>Arabidopsis thaliana</i>(L.) Heynh. Systematic Biology, 2015, 64, 809-823. 2.7 57

444 Genes with minimal phylogenetic information are problematic for coalescent analyses when gene tree
estimation is biased. Molecular Phylogenetics and Evolution, 2015, 92, 63-71. 1.2 104

445 Gene fusion, fission, lateral transfer, and loss: Not-so-rare events in the evolution of eukaryotic ATP
citrate lyase. Molecular Phylogenetics and Evolution, 2015, 91, 12-16. 1.2 13

446 Multilocus Species Trees Show the Recent Adaptive Radiation of the Mimetic Heliconius Butterflies.
Systematic Biology, 2015, 64, 505-524. 2.7 204
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The draft genome of Mycobacterium aurum, a potential model organism for investigating drugs
against Mycobacterium tuberculosis and Mycobacterium leprae. International Journal of
Mycobacteriology, 2015, 4, 207-216.
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448
Recurrence due to Relapse or Reinfection With<i>Mycobacterium tuberculosis</i>: A Whole-Genome
Sequencing Approach in a Large, Population-Based Cohort With a High HIV Infection Prevalence and
Active Follow-up. Journal of Infectious Diseases, 2015, 211, 1154-1163.
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449 Marine sediments microbes capable of electrode oxidation as a surrogate for lithotrophic insoluble
substrate metabolism. Frontiers in Microbiology, 2014, 5, 784. 1.5 86

450 Selection Maintains Low Genomic GC Content in Marine SAR11 Lineages. Molecular Biology and
Evolution, 2015, 32, 2738-2748. 3.5 47

451 Examination of the Enterotoxigenic Escherichia coli Population Structure during Human Infection.
MBio, 2015, 6, e00501. 1.8 39

452 Cancer, Warts, or Asymptomatic Infections: Clinical Presentation Matches Codon Usage Preferences
in Human Papillomaviruses. Genome Biology and Evolution, 2015, 7, 2117-2135. 1.1 16

453
A phylogenomic and molecular markers based analysis of the phylum Chlamydiae: proposal to divide
the class Chlamydiia into two orders, Chlamydiales and Parachlamydiales ord. nov., and emended
description of the class Chlamydiia. Antonie Van Leeuwenhoek, 2015, 108, 765-781.
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454 Long-Range HIV Genotyping Using Viral RNA and Proviral DNA for Analysis of HIV Drug Resistance and
HIV Clustering. Journal of Clinical Microbiology, 2015, 53, 2581-2592. 1.8 24

455 Bacillus stamsii sp. nov., a facultatively anaerobic sugar degrader that is numerically dominant in
freshwater lake sediment. Systematic and Applied Microbiology, 2015, 38, 379-389. 1.2 17

456 Genetic and molecular characterization of a locus involved in avirulence of Blumeria graminis f. sp.
tritici on wheat Pm3 resistance alleles. Fungal Genetics and Biology, 2015, 82, 181-192. 0.9 50

457 Identification of common horsetail (Equisetum arvense L.; Equisetaceae) using Thin Layer
Chromatography versus DNA barcoding. Scientific Reports, 2015, 5, 11942. 1.6 36
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8073 Has past climate change affected coldâ€•specialized species differentially through space and time?.
Systematic Entomology, 2019, 44, 571-587. 1.7 4

8074 Metagenomic sequencing at the epicenter of the Nigeria 2018 Lassa fever outbreak. Science, 2019, 363,
74-77. 6.0 201

8075 Proposal of a new subfamily of Sciaridae (Diptera: Sciaridae), with description of one new species
from South Korea. Zootaxa, 2019, 4543, 127-136. 0.2 5

8076 Convergent Evolution of the Army Ant Syndrome and Congruence in Big-Data Phylogenetics.
Systematic Biology, 2019, 68, 642-656. 2.7 47
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8078
Insights from genome-wide approaches to identify variants associated to phenotypes at pan-genome
scale: Application to L. monocytogenes' ability to grow in cold conditions. International Journal of
Food Microbiology, 2019, 291, 181-188.
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8079
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BT /Overlock 10 Tf 50 467 Td (americanus (Hildebrand &amp; Schroeder, 1928)) throughout the Southeastern United States and

Caribbean. Marine Biodiversity, 2019, 49, 1627-1634.
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8080 The complete chloroplast genome of Chusquea culeou (Poaceae: Bambusoideae: Bambuseae).
Mitochondrial DNA Part B: Resources, 2019, 4, 91-92. 0.2 3

8081 Inferring the biogeography and demographic history of an endangered butterfly in Europe from
multilocus markers. Biological Journal of the Linnean Society, 2019, 126, 95-113. 0.7 10

8082 Competition among Nasal Bacteria Suggests a Role for Siderophore-Mediated Interactions in Shaping
the Human Nasal Microbiota. Applied and Environmental Microbiology, 2019, 85, . 1.4 57

8083 Comparative genomics of the major parasitic worms. Nature Genetics, 2019, 51, 163-174. 9.4 377

8084 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

8085 Morphology, geographic distribution, and host preferences are poor predictors of phylogenetic
relatedness in the mistletoe genus Viscum L.. Molecular Phylogenetics and Evolution, 2019, 131, 106-115. 1.2 20

8086 Phylogeny, Distribution, and Pathogenicity of <i>Lasiodiplodia</i> Species Associated With Cankers
and Dieback Symptoms of Persian Lime in Mexico. Plant Disease, 2019, 103, 1156-1165. 0.7 23

8087 The population genomics of multiple tsetse fly ( Glossina fuscipes fuscipes ) admixture zones in
Uganda. Molecular Ecology, 2019, 28, 66-85. 2.0 11

8088 Owlflies are derived antlions: anchored phylogenomics supports a new phylogeny and classification
ofÂ Myrmeleontidae (Neuroptera). Systematic Entomology, 2019, 44, 418-450. 1.7 59

8089
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.
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8090 The complete chloroplast genome of the lipstick tree, Bixa Orellana (Bixaceae). Mitochondrial DNA
Part B: Resources, 2019, 4, 17-18. 0.2 2

8091 The Origin and Population History of the Endangered Golden Snub-Nosed Monkey (<i>Rhinopithecus) Tj ET
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8092 Pelagiphages in the <i>Podoviridae</i> family integrate into host genomes. Environmental
Microbiology, 2019, 21, 1989-2001. 1.8 50

8093
Cryptic diversity in the Mexican highlands: Thousands of UCE loci help illuminate phylogenetic
relationships, species limits and divergence times of montane rattlesnakes (Viperidae: <i>Crotalus</i>).
Molecular Ecology Resources, 2019, 19, 349-365.
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8094 A Malvaceae mystery: A mallow maelstrom of genome multiplications and maybe misleading methods?.
Journal of Integrative Plant Biology, 2019, 61, 12-31. 4.1 25

8095 Identification and antifungal sensitivity of two new species of Diaporthe isolated. Journal of
Infection and Chemotherapy, 2019, 25, 96-103. 0.8 11

8096 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

8097 Pleistocene glaciation explains the disjunct distribution of the Chestnutâ€•vented Nuthatch (Aves,) Tj ET
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8098
The first two mitochondrial genomes of wood wasps (Hymenoptera: Symphyta): Novel gene
rearrangements and higher-level phylogeny of the basal hymenopterans. International Journal of
Biological Macromolecules, 2019, 123, 1189-1196.
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8099
Four hundred shades of brown: Higher level phylogeny of the problematic Euptychiina (Lepidoptera,) Tj ET
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BT /Overlock 10 Tf 50 387 Td (Nymphalidae, Satyrinae) based on hybrid enrichment data. Molecular Phylogenetics and Evolution,

2019, 131, 116-124.
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8100 Resurrection of the East Asian genus <i>Eremotropa</i> (Monotropoideae, Ericaceae), based on
molecular and morphological data. Journal of Systematics and Evolution, 2019, 57, 75-80. 1.6 1

8101 Nuclear protein phylogenies support the monophyly of the three bryophyte groups (Bryophyta) Tj ET
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BT /Overlock 10 Tf 50 302 Td (Schimp.). New Phytologist, 2019, 222, 565-575.3.5 84

8102 Protist Diversity and Seasonal Dynamics in Skagerrak Plankton Communities as Revealed by
Metabarcoding and Microscopy. Journal of Eukaryotic Microbiology, 2019, 66, 494-513. 0.8 60

8103 Complete nitrification: insights into the ecophysiology of comammox Nitrospira. Applied
Microbiology and Biotechnology, 2019, 103, 177-189. 1.7 224

8104 Phylogenomic Signatures of Ancient Introgression in a Rogue Lineage of Darters (Teleostei: Percidae).
Systematic Biology, 2019, 68, 329-346. 2.7 42

8105 Transâ€•lineage polymorphism and nonbifurcating diversification of the genus <i>Picea</i>. New
Phytologist, 2019, 222, 576-587. 3.5 29

8106 Mitogenomics of Central American weakly-electric fishes. Gene, 2019, 686, 164-170. 1.0 4

8107 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
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8108 The use of next generation sequencing for improving food safety: Translation into practice. Food
Microbiology, 2019, 79, 96-115. 2.1 225

8109 DNA barcoding the ichthyofauna of the Yangtze River: Insights from the molecular inventory of a
megaâ€•diverse temperate fauna. Molecular Ecology Resources, 2019, 19, 1278-1291. 2.2 34

8110 Genome-wide analysis reveals the evolution and structural features of WRINKLED1 in plants.
Molecular Genetics and Genomics, 2019, 294, 329-341. 1.0 16

8111 Implications of introgression for wildlife translocations: the case of North American martens.
Conservation Genetics, 2019, 20, 153-166. 0.8 16

8112 The genome of the medicinal plant <i>Andrographis paniculata</i> provides insight into the
biosynthesis of the bioactive diterpenoid neoandrographolide. Plant Journal, 2019, 97, 841-857. 2.8 75

8113 Phylogeny of Mesoamerican freshwater mussels and a revised tribeâ€•level classification of the
Ambleminae. Zoologica Scripta, 2019, 48, 106-117. 0.7 15

8114
Genome sequencing of oomycete isolates from Chile supports the New Zealand origin of
<i>Phytophthora kernoviae </i>and makes available the first <i>Nothophytophthora</i> sp. genome.
Molecular Plant Pathology, 2019, 20, 423-431.
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8115 The complete mitochondrial genome of Parasesarma pictum (Brachyura: Grapsoidea: Sesarmidae) and
comparison with other Brachyuran crabs. Genomics, 2019, 111, 799-807. 1.3 24

8116
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.
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8117 Advancing mite phylogenomics: Designing ultraconserved elements for Acari phylogeny. Molecular
Ecology Resources, 2019, 19, 465-475. 2.2 30

8118 Beyond buzzâ€•pollination â€“ departures from an adaptive plateau lead to new pollination syndromes.
New Phytologist, 2019, 221, 1136-1149. 3.5 61

8119 An analysis of characterized plant sesquiterpene synthases. Phytochemistry, 2019, 158, 157-165. 1.4 67

8120 Rare and phylogenetically distinct plant species exhibit less diverse rootâ€•associated pathogen
communities. Journal of Ecology, 2019, 107, 1226-1237. 1.9 11

8121 Noteworthy record of the Ethiopian genet,<i>Genetta abyssinica</i>, (Carnivora, Viverridae) from
Djibouti informs its phylogenetic position within<i>Genetta</i>. Mammalia, 2019, 83, 180-189. 0.3 6

8122 Deep genomic analysis of <i>Coelastrella saipanensis</i> (Scenedesmaceae, Chlorophyta): comparative
chloroplast genomics of Scenedesmaceae. European Journal of Phycology, 2019, 54, 52-65. 0.9 12

8123 CoevDB: a database of intramolecular coevolution among protein-coding genes of the bony
vertebrates. Nucleic Acids Research, 2019, 47, D50-D54. 6.5 1

8124 Phylogeny of the beetle supertribe Trechitae (Coleoptera: Carabidae): Unexpected clades, isolated
lineages, and morphological convergence. Molecular Phylogenetics and Evolution, 2019, 132, 151-176. 1.2 33

8125 Complete genome sequence of Pelolinea submarina MO-CFX1T within the phylum Chloroflexi, isolated
from subseafloor sediment. Marine Genomics, 2019, 46, 49-53. 0.4 5
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8126 Changes in long chain alkenone distributions and Isochrysidales groups along the Baltic Sea salinity
gradient. Organic Geochemistry, 2019, 127, 92-103. 0.9 31

8127 On a new species of titi monkey (Primates: Plecturocebus Byrne et al., 2016), from Alta Floresta,
southern Amazon, Brazil. Molecular Phylogenetics and Evolution, 2019, 132, 117-137. 1.2 32

8128 Evolution and extinction of the giant rhinoceros Elasmotherium sibiricum sheds light on late
Quaternary megafaunal extinctions. Nature Ecology and Evolution, 2019, 3, 31-38. 3.4 50

8129 Reef fish functional traits evolve fastest at trophic extremes. Nature Ecology and Evolution, 2019, 3,
191-199. 3.4 23

8130 Genome sequence of the opportunistic human pathogen Magnusiomyces capitatus. Current Genetics,
2019, 65, 539-560. 0.8 14

8131
Bronchoscope-associated clusters of multidrug-resistant <i>Pseudomonas aeruginosa</i> and
carbapenem-resistant <i>Klebsiella pneumoniae</i>. Infection Control and Hospital Epidemiology, 2019,
40, 40-46.
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8132 The Changing Epidemiological Profile of HIV-1 Subtype B Epidemic in Ukraine. AIDS Research and Human
Retroviruses, 2019, 35, 155-163. 0.5 7

8133
Specimen-based analysis of morphology and the environment in ecologically dominant grasses: the
power of the herbarium. Philosophical Transactions of the Royal Society B: Biological Sciences, 2019,
374, 20170403.
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8134 Genomic and transcriptomic insights into the survival of the subaerial cyanobacterium <i>Nostoc
flagelliforme</i> in arid and exposed habitats. Environmental Microbiology, 2019, 21, 845-863. 1.8 32

8135 Mechanisms of cnidocyte development in the moon jellyfish <i>Aurelia</i>. Evolution & Development,
2019, 21, 72-81. 1.1 10

8136 Patterns of crossâ€•resistance and collateral sensitivity between clinical antibiotics and natural
antimicrobials. Evolutionary Applications, 2019, 12, 878-887. 1.5 20

8137 Accelerated pseudogenization of trace amineâ€•associated receptor genes in primates. Genes, Brain and
Behavior, 2019, 18, e12543. 1.1 9

8138
Collections from the mesophytic zone off Bermuda reveal three species of Kallymeniaceae
(Gigartinales, Rhodophyta) in genera with transoceanic distributions. Journal of Phycology, 2019, 55,
415-424.
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8139 Disentangling structural genomic and behavioural barriers in a sea of connectivity. Molecular
Ecology, 2019, 28, 1394-1411. 2.0 68

8140
Comparative genomics of <i>Rhizophagus irregularis</i>,<i> R.Â cerebriforme</i>,<i> R.Â diaphanus</i>
and <i>Gigaspora rosea</i> highlights specific genetic features in Glomeromycotina. New Phytologist,
2019, 222, 1584-1598.
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8141 Metagenomic profiling of ticks: Identification of novel rickettsial genomes and detection of
tick-borne canine parvovirus. PLoS Neglected Tropical Diseases, 2019, 13, e0006805. 1.3 27

8142 A Phylogenetic Study of the ANT Family Points to a preANT Gene as the Ancestor of Basal and euANT
Transcription Factors in Land Plants. Frontiers in Plant Science, 2019, 10, 17. 1.7 21

8143 Extensive Unexplored Human Microbiome Diversity Revealed by Over 150,000 Genomes from
Metagenomes Spanning Age, Geography, and Lifestyle. Cell, 2019, 176, 649-662.e20. 13.5 1,087
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8144 Community of dark-spored myxomycetes in ground litter and soil of taiga forest (Nizhne-Svirskiy) Tj ET
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q
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BT /Overlock 10 Tf 50 742 Td (Reserve, Russia) revealed by DNA metabarcoding. Fungal Ecology, 2019, 39, 80-93.0.7 24

8145
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.
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8146 Phylogeny and species delimitation of near Eastern Neurergus newts (Salamandridae) based on
genome-wide RADseq data analysis. Molecular Phylogenetics and Evolution, 2019, 133, 189-197. 1.2 24

8147 The complete chloroplast genome of Aphelandra knappiae (Acanthaceae). Mitochondrial DNA Part B:
Resources, 2019, 4, 273-274. 0.2 5

8148 The Evolutionary Traceability of a Protein. Genome Biology and Evolution, 2019, 11, 531-545. 1.1 23

8149 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

8150 Evolution of the latitudinal diversity gradient in the hyperdiverse ant genus <i>Pheidole</i>. Global
Ecology and Biogeography, 2019, 28, 456-470. 2.7 29
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of Eukaryotic Microbiology, 2019, 66, 625-636. 0.8 5
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Molecular and morphological evidence for a new species of liverwort, Lejeunea heinrichsii
(Marchantiophyta: Lejeuneaceae) from Taveuni, Fiji. Journal of Systematics and Evolution, 2019, 57,
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8153 Cystic Fibrosis-Associated Stenotrophomonas maltophilia Strain-Specific Adaptations and Responses
to pH. Journal of Bacteriology, 2019, 201, . 1.0 11

8154
First description of an euryoecious acanthoecid choanoflagellate species, Enibas tolerabilis gen. et
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Journal of Protistology, 2019, 67, 106-113.
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8155 The complete chloroplast genome of <i>Populus xiangchengensis</i>, an endemic species in Southwest
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8156 Chromids Aid Genome Expansion and Functional Diversification in the Family <i>Burkholderiaceae</i>.
Molecular Biology and Evolution, 2019, 36, 562-574. 3.5 34
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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,
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8162 Genome of the candidate phylum Aminicenantes bacterium from a deep subsurface thermal aquifer
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8163 Jiangella anatolica sp. nov. isolated from coastal lake soil. Antonie Van Leeuwenhoek, 2019, 112, 887-895. 0.7 6
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Morphology, morphogenesis and molecular phylogeny of a freshwater ciliate, Monomicrocaryon
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25-36.

0.5 31
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14313 Adaptive selection signatures in river buffalo with emphasis on immune and major histocompatibility
complex genes. Genomics, 2021, 113, 3599-3609. 1.3 5

14314 Genome-wide analysis reveals widespread roles for RcREM genes in floral organ development in Rosa
chinensis. Genomics, 2021, 113, 3881-3894. 1.3 7

14315 The Clausena lansium (Wampee) genome reveal new insights into the carbazole alkaloids biosynthesis
pathway. Genomics, 2021, 113, 3696-3704. 1.3 11

14316 Biogeography, reproductive biology and phylogenetic divergence within the Fungiidae (mushroom) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (corals). Molecular Phylogenetics and Evolution, 2021, 164, 107265.1.2 7

14317
An updated phylogenetic and biogeographic analysis based on genome skimming data reveals
convergent evolution of shrubby habit in Clematis in the Pliocene and Pleistocene. Molecular
Phylogenetics and Evolution, 2021, 164, 107259.

1.2 5

14318
Plastid phylogenomics improves resolution of phylogenetic relationship in the Cheirostylis and
Goodyera clades of Goodyerinae (Orchidoideae, Orchidaceae). Molecular Phylogenetics and
Evolution, 2021, 164, 107269.

1.2 14

14319
Dated phylogeny and ancestral range estimation of sand scorpions (Buthidae: Buthacus) reveal Early
Miocene divergence across land bridges connecting Africa and Asia. Molecular Phylogenetics and
Evolution, 2021, 164, 107212.

1.2 5

14320 Speciation along the elevation gradient: Divergence of Roscoea species within the south slope of the
Himalayas. Molecular Phylogenetics and Evolution, 2021, 164, 107292. 1.2 10

14321 Isolation, characterization, and comparative genomic analysis of vB_PlaP_SV21, new bacteriophage of
Paenibacillus larvae. Virus Research, 2021, 305, 198571. 1.1 5

14322 Phylogenetic analysis and population structure of Pseudomonas alloputida. Genomics, 2021, 113,
3762-3773. 1.3 12

14323 Sequential colonization of oceanic archipelagos led to a species-level radiation in the common
chaffinch complex (Aves: Fringilla coelebs). Molecular Phylogenetics and Evolution, 2021, 164, 107291. 1.2 19

14324 Molecular phylogeny of Neotropical Parrot Snakes (Serpentes: Colubrinae: Leptophis) supports
underestimated species richness. Molecular Phylogenetics and Evolution, 2021, 164, 107267. 1.2 1

14325 MiDSystem: A comprehensive online system for de novo assembly and analysis of microbial genomes.
New Biotechnology, 2021, 65, 42-52. 2.4 2

14326 Nonribosomal peptide synthetases and nonribosomal cyanopeptides synthesis in Microcystis: A
comparative genomics study. Algal Research, 2021, 59, 102432. 2.4 3

14327 A wolf spider from South American grasslands: phylogenetic placement and redescription of
Paratrochosina amica (Mello-LeitÃ£o 1941). Zoologischer Anzeiger, 2021, 295, 1-11. 0.4 4

14328 Emergence and adaptive evolution of influenza D virus. Microbial Pathogenesis, 2021, 160, 105193. 1.3 5
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14329 Metabolism of chiral sulfonate compound 2,3-dihydroxypropane-1-sulfonate (DHPS) by Roseobacter
bacteria in marine environment. Environment International, 2021, 157, 106829. 4.8 8

14330 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

14331 Plant genotype and seasonality drive fine changes in olive root microbiota. Current Plant Biology,
2021, 28, 100219. 2.3 13

14332 Tenebriella gen. nov. â€“ The dark twin of Oscillatoria. Molecular Phylogenetics and Evolution, 2021,
165, 107293. 1.2 11

14333 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

14334 A comprehensive phylogeny of dwarf geckos of the genus Lygodactylus, with insights into their
systematics and morphological variation. Molecular Phylogenetics and Evolution, 2021, 165, 107311. 1.2 5

14335 Furin cleavage sites in the spike proteins of bat and rodent coronaviruses: Implications for virus
evolution and zoonotic transfer from rodent species. One Health, 2021, 13, 100282. 1.5 19

14336 The evolution and biogeographic history of epiphytic thalloid liverworts. Molecular Phylogenetics
and Evolution, 2021, 165, 107298. 1.2 4

14337 Sympatric and independently evolving lineages in the Thoropa miliaris â€“ T. taophora species complex
(Anura: Cycloramphidae). Molecular Phylogenetics and Evolution, 2022, 166, 107220. 1.2 1

14338 Integrated molecular and affiliation network analysis: Core-periphery social clustering is associated
with HIV transmission patterns. Social Networks, 2022, 68, 107-117. 1.3 2

14339 Exploiting multi-level parallel metaheuristics and heterogeneous computing to boost phylogenetics.
Future Generation Computer Systems, 2022, 127, 208-224. 4.9 2

14340
Ultraconserved elements-based systematics reveals evolutionary patterns of host-plant family shifts
and phytophagy within the predominantly parasitoid braconid wasp subfamily Doryctinae. Molecular
Phylogenetics and Evolution, 2022, 166, 107319.

1.2 5

14341 Exon-capture data and locus screening provide new insights into the phylogeny of flatfishes
(Pleuronectoidei). Molecular Phylogenetics and Evolution, 2022, 166, 107315. 1.2 5

14342 Phylogenomics, floral evolution, and biogeography of Lithospermum L. (Boraginaceae). Molecular
Phylogenetics and Evolution, 2022, 166, 107317. 1.2 2

14343 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

14344 Genome-scale phylogenies reveal relationships among Parastagonospora species infecting
domesticated and wild grasses. Persoonia: Molecular Phylogeny and Evolution of Fungi, 2021, , . 1.6 3

14345
First records and three new species of the family Symphytognathidae (Arachnida, Araneae) from
Thailand, and the circumscription of the genus Crassignatha Wunderlich, 1995. ZooKeys, 2021, 1012,
21-53.

0.5 4

14346 Characterization of the chloroplast genome and its inference on the phylogenetic position of
Incarvillea sinensis Lam. (Bignoniaceae). Mitochondrial DNA Part B: Resources, 2021, 6, 263-264. 0.2 2
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14347 Complete chloroplast genome of <i>Engelhardtia fenzlii</i> (Juglandaceae). Mitochondrial DNA Part
B: Resources, 2021, 6, 288-289. 0.2 2

14348 The complete chloroplast genome sequence of Lotus corniculatus L.. Mitochondrial DNA Part B:
Resources, 2021, 6, 189-190. 0.2 1

14350 The complete chloroplast genome of <i>Scutellaria scordifolia</i> (Labiatae). Mitochondrial DNA
Part B: Resources, 2021, 6, 84-85. 0.2 1

14356 Phylogeography and systematics of Algyroides (Sauria: Lacertidae) of the Balkan Peninsula. Zoologica
Scripta, 2021, 50, 282-299. 0.7 4

14357 The Draft Genome Sequence of a New Land-Hopper Platorchestia hallaensis. Frontiers in Genetics,
2020, 11, 621301. 1.1 1

14358
Elevated diversity in loci linked to facial morphology is consistent with the hypothesis that
individual facial recognition is important across hominoids. American Journal of Physical
Anthropology, 2021, 174, 785-791.

2.1 0

14359
Color morphs of the coral, <i>Acropora tenuis</i>, show different responses to environmental
stress and different expression profiles of fluorescent-protein genes. G3: Genes, Genomes, Genetics,
2021, 11, .

0.8 11

14360 Phylogenomics reveals the basis of adaptation of Pseudorhizobium species to extreme environments
and supports a taxonomic revision of the genus. Systematic and Applied Microbiology, 2021, 44, 126165. 1.2 33

14361 Pseudomonas allii sp. nov., a pathogen causing soft rot of onion in Japan. International Journal of
Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 22

14362 Differential disease severity and whole-genome sequence analysis for human influenza A/H1N1pdm
virus in 2015â€“2016 influenza season. Virus Evolution, 2021, 7, veab044. 2.2 7

14363
Phylogenetic Relationships Within Chrysogorgia (Alcyonacea: Octocorallia), a Morphologically
Diverse Genus of Octocoral, Revealed Using a Target Enrichment Approach. Frontiers in Marine
Science, 2021, 7, .

1.2 15

14364
Mitochondrial genome of Bulinus truncatus (Gastropoda: Lymnaeoidea): Implications for snail
systematics and schistosome epidemiology. Current Research in Parasitology and Vector-borne
Diseases, 2021, 1, 100017.

0.7 6

14365 Phylogenetics of Leptocereus (Cactaceae) on Hispaniola: clarifying species limits in the L.
weingartianus complex and a new species from the Sierra de Bahoruco. PhytoKeys, 2021, 172, 17-37. 0.4 13

14366 Extensive hybridization between two Andean warbler species with shallow divergence in mtDNA. Auk,
2021, 138, . 0.7 8

14367 Felsenstein Phylogenetic Likelihood. Journal of Molecular Evolution, 2021, 89, 134-145. 0.8 9

14368
Crittendenia gen. nov., a new lichenicolous lineage in the Agaricostilbomycetes (Pucciniomycotina),
and a review of the biology, phylogeny and classification of lichenicolous heterobasidiomycetes.
Lichenologist, 2021, 53, 103-116.

0.5 10

14369 Amynthas corticis genome reveals molecular mechanisms behind global distribution. Communications
Biology, 2021, 4, 135. 2.0 6

14370 Plotting for change: an analytical framework to aid decisions on which lineages are candidate species
in phylogenomic species discovery. Biological Journal of the Linnean Society, 2022, 135, 117-137. 0.7 11
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14371 A molecular perspective on the systematics of the spider crab genus Libinia Leach, 1815
(Majoidea:Epialtidae). Invertebrate Systematics, 2021, , . 0.5 1

14372 The history of foot-and-mouth disease virus serotype C: the first known extinct serotype?. Virus
Evolution, 2021, 7, . 2.2 35

14374
Matrilineal evidence for genetic structure and Late Pleistocene demographic expansion of the Ornate
goby <i>Istigobius</i><i>ornatus</i> (Teleostei: Gobiidae) in the Persian Gulf and Oman Sea. Marine
Ecology, 2021, 42, .

0.4 3

14375 A target enrichment probe set for resolving the flagellate land plant tree of life. Applications in Plant
Sciences, 2021, 9, e11406. 0.8 42

14376 Signatures of Post-Glacial Genetic Isolation and Human-Driven Migration in the Dothistroma Needle
Blight Pathogen in Western Canada. Phytopathology, 2021, 111, 116-127. 1.1 15

14377 Forecasting System of Computational Time of DFT/TDDFT Calculations under the Multiverse Ansatz via
Machine Learning and Cheminformatics. ACS Omega, 2021, 6, 2001-2024. 1.6 6

14378 Uncovering the hidden taxonomic diversity of fungi in Oman. Fungal Diversity, 2021, 106, 229-268. 4.7 11

14379
Adaptive divergence in the neglected alpine moss<i>Lewinskya killiasii</i>(Orthotrichaceae), an
example of vicariance on different rock types in bryophytes. Botanical Journal of the Linnean Society,
2022, 198, 456-481.

0.8 3

14380 Application of 5S Ribosomal DNA for Molecular Taxonomy of Subtribe Loliinae (Poaceae). Cytology and
Genetics, 2021, 55, 10-18. 0.2 11

14381 Platypus and echidna genomes reveal mammalian biology and evolution. Nature, 2021, 592, 756-762. 13.7 85

14382 Reproductive phasiRNA loci and DICER-LIKE5, but not microRNA loci, diversified in monocotyledonous
plants. Plant Physiology, 2021, 185, 1764-1782. 2.3 17

14383 Systematics and the Unexpected High Mitochondrial Genetic Divergence of Nelsonia goldmani
(Rodentia: Cricetidae) from Mexican Highlands. Journal of Mammalian Evolution, 2021, 28, 939-951. 1.0 6

14384 The intestinal microbiota and metabolites in patients with anorexia nervosa. Gut Microbes, 2021, 13,
1-25. 4.3 58

14385 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

14386 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

14387
A new Late Cretaceous leaf mine <i>Leucopteropsa spiralae</i> gen. et sp. nov. (Lepidoptera:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (Lyonetiidae) represents the first confirmed fossil evidence of the Cemiostominae. Journal of

Systematic Palaeontology, 2021, 19, 131-144.
0.6 15

14389 The diversity and function of sourdough starter microbiomes. ELife, 2021, 10, . 2.8 77

14390

Analysis of bacterial communities in a municipal duck pond during a phytoplankton bloom and
isolation of <i>Anatilimnocola aggregata</i> gen. nov., sp. nov., <i>Lacipirellula limnantheis</i> sp.
nov. and <i>Urbifossiella limnaea</i> gen. nov., sp. nov. belonging to the phylum
<i>Planctomycetes</i>. Environmental Microbiology, 2021, 23, 1379-1396.

1.8 35
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14391 Complete chloroplast genome sequences of <i>Corydalis edulis</i> and <i>Corydalis shensiana</i>
(Papaveraceae). Mitochondrial DNA Part B: Resources, 2021, 6, 257-258. 0.2 6

14392
Seeing the true colours: three new species of Obama (Platyhelminthes:Continenticola) from remnants
of Atlantic forest in southern Brazil based on an integrative approach. Invertebrate Systematics, 2021,
, .

0.5 1

14393 Genetic and morphological analyses uncover a new record and a cryptic species in Allonais
(Clitellata: Naididae). Biologia (Poland), 2021, 76, 1705. 0.8 1

14394 Inferring Core Genome Phylogenies for Bacteria. Methods in Molecular Biology, 2021, 2242, 59-68. 0.4 2

14395 Gnotobiotic rainbow trout (Oncorhynchus mykiss) model reveals endogenous bacteria that protect
against Flavobacterium columnare infection. PLoS Pathogens, 2021, 17, e1009302. 2.1 34

14396 Laboulbeniomycetes, Enigmatic Fungi With a Turbulent Taxonomic History. , 2021, , 263-283. 8

14397
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

14398 Rediscovery of Mazus lanceifolius reveals a new genus and a new species in Mazaceae. PhytoKeys, 2021,
171, 1-24. 0.4 6

14400 An atlas of CNV maps in cattle, goat and sheep. Science China Life Sciences, 2021, 64, 1747-1764. 2.3 27

14401 Three new species of subterranean amphipods (Pseudocrangonyctidae: <i>Pseudocrangonyx</i>) from
limestone caves in South Korea. PeerJ, 2021, 9, e10786. 0.9 4

14402 The complete chloroplast genome sequence of Sargentodoxa cuneata: genome structure and genomic
resources. Mitochondrial DNA Part B: Resources, 2021, 6, 245-246. 0.2 1

14403 Characterization of the complete plastid genome of <i>Lysimachia christinae</i> Hance (Primulaceae).
Mitochondrial DNA Part B: Resources, 2021, 6, 268-270. 0.2 0

14404 Settling the identity and phylogenetic position of the psychrotolerant green algal genus
<i>Coleochlamys</i> (Trebouxiophyceae). Phycologia, 2021, 60, 135-147. 0.6 5

14405 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

14406 Increase in HIV-1-transmitted drug resistance among ART-naÃ¯ve youths at the China-Myanmar border
during 2009 ~ 2017. BMC Infectious Diseases, 2021, 21, 93. 1.3 6

14408 Pleistocene climatic fluctuations promoted alternative evolutionary histories in <i>Phytelephas
aequatorialis</i>, an endemic palm from western Ecuador. Journal of Biogeography, 2021, 48, 1023-1037. 1.4 8

14409 The starlet sea anemone, <i>Nematostella vectensis</i>, possesses body region-specific bacterial
associations with spirochetes dominating the capitulum. FEMS Microbiology Letters, 2021, 368, . 0.7 7

14410 <scp>DMSP</scp> synthesis genes distinguish two types of <scp>DMSP</scp> producer phenotypes.
Environmental Microbiology, 2021, 23, 1656-1669. 1.8 6
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14411 Two pleosporalean root-colonizing fungi, Fuscosphaeria hungarica gen. et sp. nov. and Delitschia
chaetomioides, from a semiarid grassland in Hungary. Mycological Progress, 2021, 20, 39-50. 0.5 3

14412 Genomic Evidence for Sequestration of Influenza A Virus Lineages in Sea Duck Host Species. Viruses,
2021, 13, 172. 1.5 1

14413 Utility of whole-genome sequencing during an investigation of multiple foodborne outbreaks of
<i>Shigella sonnei</i>. Epidemiology and Infection, 2021, 149, e71. 1.0 6

14414 Detection of <i>Pratylenchus zeae</i> and <i>P. brachyurus</i> parasitizing plants from the caatinga
biome, CearÃ¡, Brazil. Journal of Nematology, 2021, 53, 1-5. 0.4 2

14415 An outbreak of human listeriosis associated with frozen sweet corn consumption: Investigations in
the UK. International Journal of Food Microbiology, 2021, 338, 108994. 2.1 19

14416 Differentiation in the eastern Asian<i>Periphyllus koelreuteriae</i>(Hemiptera: Aphididae) species
complex driven by climate and host plant. Biological Journal of the Linnean Society, 2021, 132, 509-520. 0.7 2

14417 Four new <i>Micarea</i> species from the montane cloud forests of Taita Hills, Kenya. Lichenologist,
2021, 53, 81-94. 0.5 5

14419
Evolutionary relationships of Metchnikovella dogieli Paskerova et al., 2016 (Microsporidia:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (Metchnikovellidae) revealed by multigene phylogenetic analysis. Parasitology Research, 2021, 120,

525-534.
0.6 6

14420 Pearl Sac Gene Expression Profiles Associated With Pearl Attributes in the Silver-Lip Pearl Oyster,
Pinctada maxima. Frontiers in Genetics, 2020, 11, 597459. 1.1 11

14422 Gut lactate-producing bacteria promote CD4 T cell recovery on Anti-retroviral therapy in HIV-infected
patients. Computational and Structural Biotechnology Journal, 2021, 19, 2928-2937. 1.9 3

14423 Genomic diversity of Escherichia coli isolates from backyard chickens and guinea fowl in the Gambia.
Microbial Genomics, 2021, 7, . 1.0 13

14424 <i>Thelopsis</i> challenges the generic circumscription in the <i>Gyalectaceae</i> and brings new
insights to the taxonomy of <i>Ramonia</i>. Lichenologist, 2021, 53, 45-61. 0.5 3

14425 The complete chloroplast genome of Melicope pteleifolia (Rutaceae), a traditional medicinal plant in
Southeast China. Mitochondrial DNA Part B: Resources, 2021, 6, 60-61. 0.2 1

14426
Species diversity and biogeography of an ancient frog clade from the Guiana Shield (Anura:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 227 Td (Microhylidae:<i>Adelastes</i>,<i>Otophryne</i>,<i>Synapturanus</i>) exhibiting spectacular

phenotypic diversification. Biological Journal of the Linnean Society, 2021, 132, 233-256.
0.7 23

14427 Heightened resistance to host type 1 interferons characterizes HIV-1 at transmission and after
antiretroviral therapy interruption. Science Translational Medicine, 2021, 13, . 5.8 54

14428 Comparative transcriptomics highlights convergent evolution of energy metabolic pathways in
group-living spiders. Zoological Research, 2021, 42, 195-206. 0.9 4

14429
Mitochondrial DNA suggests Hybridization in Freshwater Stingrays Potamotrygon
(POTAMOTRYGONIDAE: MYLIOBATIFORMES) from the Xingu river, Amazonia and reveals speciation in
Paratrygon aireba. Anais Da Academia Brasileira De Ciencias, 2021, 93, .

0.3 3

14430
Cortinarius subgenus Leprocybe, unexpected diversity and significant differences in species
compositions between western and eastern North America. Persoonia: Molecular Phylogeny and
Evolution of Fungi, 2021, , .

1.6 6
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14431 Spatial patterns and conservation of genetic and phylogenetic diversity of wildlife in China. Science
Advances, 2021, 7, . 4.7 47

14432 Genome Synteny Analysis and Phylogenetic Position of S. indicum. Compendium of Plant Genomes, 2021,
, 267-273. 0.3 0

14433 Phylogenetics of the skyhoppers (Kosciuscola) of the Australian Alps: evolutionary and conservation
implications. Pacific Conservation Biology, 2021, , . 0.5 3

14434
Taxonomic challenges posed by discordant evolutionary scenarios supported by molecular and
morphological data in the Amazonian <i>Synallaxis rutilans</i> group (Aves: Furnariidae). Zoological
Journal of the Linnean Society, 2022, 195, 65-87.

1.0 0

14435 The genera<i>Leucoagaricus</i>and<i>Leucocoprinus</i>in the Dominican Republic. Mycologia, 2021,
113, 348-389. 0.8 4

14436 The &lt;i&gt;Cymbidium goeringii&lt;/i&gt; genome provides insight into organ development and
adaptive evolution in orchids. Ornamental Plant Research, 2021, 1, 1-13. 0.2 7

14438 Clostridium fessum sp. nov., isolated from human faeces. International Journal of Systematic and
Evolutionary Microbiology, 2021, 71, . 0.8 10

14439 Glycomyces terrestris sp. nov., isolated from extremely arid soil from Yuanmou Earth Forest.
International Journal of Systematic and Evolutionary Microbiology, 2021, 71, . 0.8 4

14440 An integrative taxonomic approach resolves the Prostanthera lasianthos (Lamiaceae) species complex.
Australian Systematic Botany, 2021, 34, 438. 0.3 5

14441 Phylogeny of Dorstenia (Moraceae) reveals the polyphyletic nature of its neotropical sections.
Rodriguesia, 0, 72, . 0.9 1

14442 Haloechinothrix aidingensis sp. nov., an actinomycete isolated from salt lake in Xinjiang province,
north-west China. Archives of Microbiology, 2021, 203, 1801-1806. 1.0 7

14443 A roadmap for metagenomic enzyme discovery. Natural Product Reports, 2021, 38, 1994-2023. 5.2 76

14444
Evolutionary diversification in the hyper-diverse montane forests of the tropical Andes: radiation
of<i>Macrocarpaea</i>(Gentianaceae) and the possible role of range expansion. Botanical Journal of
the Linnean Society, 2022, 199, 53-75.

0.8 5

14445
The integrative taxonomy of <i> Beauveria</i> <i> asiatica</i> and <i> B. bassiana</i> species complexes
with whole-genome sequencing, morphometric and chemical analyses. Persoonia: Molecular
Phylogeny and Evolution of Fungi, 2021, 47, 136-150.

1.6 7

14446 Sister species diverge in modalityâ€•specific courtship signal form and function. Ecology and Evolution,
2021, 11, 852-871. 0.8 7

14447 Evolutionary history drives aspects of stoichiometric niche variation and functional effects within a
guild. Ecology, 2020, 101, e03100. 1.5 25

14448 Origin and evolution of a gibberellinâ€•deactivating enzyme GAMT. Plant Direct, 2020, 4, e00287. 0.8 5

14449 PhyloGenes: An online phylogenetics and functional genomics resource for plant gene function
inference. Plant Direct, 2020, 4, e00293. 0.8 23
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14450 Phylogenomics of the tropical plant family Ochnaceae using targeted enrichment of nuclear genes
and 250+ taxa. Taxon, 2021, 70, 48-71. 0.4 14

14451 Molecular phylogenetics of <i>Phyllanthus</i> sensu lato (Phyllanthaceae): Towards coherent
monophyletic taxa. Taxon, 2021, 70, 72-98. 0.4 15

14452 Neurospora from Natural Populations: Population Genomics Insights into the Life History of a Model
Microbial Eukaryote. Methods in Molecular Biology, 2020, 2090, 313-336. 0.4 16

14453 Genotyping for Species Identification and Diversity Assessment Using Double-Digest Restriction
Site-Associated DNA Sequencing (ddRAD-Seq). Methods in Molecular Biology, 2020, 2107, 159-187. 0.4 8

14454 Sequence Comparison Without Alignment: The SpaM Approaches. Methods in Molecular Biology, 2021,
2231, 121-134. 0.4 10

14455 Computational Methods for Predicting Effectors in Rust Pathogens. Methods in Molecular Biology,
2017, 1659, 73-83. 0.4 19

14456 Hepatitis C Virus Database and Bioinformatics Analysis Tools in the Virus Pathogen Resource (ViPR).
Methods in Molecular Biology, 2019, 1911, 47-69. 0.4 4

14457 Multi-SpaM: A Maximum-Likelihood Approach to Phylogeny Reconstruction Using Multiple
Spaced-Word Matches and Quartet Trees. Lecture Notes in Computer Science, 2018, , 227-241. 1.0 5

14458 Aerobic Hydrocarbon-Degrading Gammaproteobacteria: Oleiphilaceae and Relatives. , 2019, , 153-166. 1

14459 Nicotiana attenuata Genome Reveals Genes in the Molecular Machinery Behind Remarkable Adaptive
Phenotypic Plasticity. Compendium of Plant Genomes, 2020, , 211-229. 0.3 5

14460 Diversification History of Neotropical Lecythidaceae, an Ecologically Dominant Tree Family of Amazon
Rain Forest. Fascinating Life Sciences, 2020, , 791-809. 0.5 10

14461 Polynomial-Time Statistical Estimation of Species Trees Under Gene Duplication and Loss. Lecture
Notes in Computer Science, 2020, , 120-135. 1.0 6

14462 The Evolution of the FLOWERING LOCUS T-Like (FTL) Genes in the Goosefoot Subfamily
Chenopodioideae. , 2020, , 325-335. 5

14464 Accurate and Efficient Methods to Improve Multiple Circular Sequence Alignment. Lecture Notes in
Computer Science, 2015, , 247-258. 1.0 10

14465 DNA Barcoding for Diagnosis and Monitoring of Fungal Plant Pathogens. Fungal Biology, 2017, , 87-122. 0.3 23

14466 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

14467 Rare Genomic Changes. , 2017, , 195-211. 2

14468 Sources of Error and Incongruence in Phylogenomic Analyses. , 2017, , 173-193. 12
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14469 Overview of Phylogenetic Approaches to Mycorrhizal Biogeography, Diversity and Evolution.
Ecological Studies, 2017, , 1-37. 0.4 7

14470 Taxonomy, Distribution, and Evolution of the Percidae. , 2015, , 3-60. 15

14471 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

14472 Molecular systematics of Rosoideae (Rosaceae). Plant Systematics and Evolution, 2020, 306, 1. 0.3 12

14473 Monitoring of Newcastle disease virus in environmental samples. Archives of Virology, 2017, 162,
2843-2846. 0.9 4

14474 Roseomonas aeriglobus sp. nov., isolated from an air-conditioning system. Antonie Van Leeuwenhoek,
2018, 111, 343-351. 0.7 10

14475 Guava decline: updating its etiology from â€˜Fusarium solaniâ€™ to Neocosmospora falciformis. European
Journal of Plant Pathology, 2021, 159, 455-460. 0.8 8

14476 A new morph of Telmatochromis temporalis (Cichlidae; Cichliformes) from Lake Tanganyika.
Hydrobiologia, 2021, 848, 3655-3665. 1.0 2

14477 Intraspecific Diversity and Taxonomy of Emmonsia crescens. Mycopathologia, 2020, 185, 613-627. 1.3 15

14478 Multichromosomal structure and foreign tracts in the Ombrophytum subterraneum
(Balanophoraceae) mitochondrial genome. Plant Molecular Biology, 2020, 103, 623-638. 2.0 23

14479
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Microbiology, 2018, 68, 1396-1407. 0.8 53

14617
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

14618
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

14619
Paraburkholderia aromaticivorans sp. nov., an aromatic hydrocarbon-degrading bacterium, isolated
from gasoline-contaminated soil. International Journal of Systematic and Evolutionary Microbiology,
2018, 68, 1251-1257.

0.8 49

14620 Thioclava electrotropha sp. nov., a versatile electrode and sulfur-oxidizing bacterium from marine
sediments. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 1652-1658. 0.8 23

14621 Butyricicoccus porcorum sp. nov., a butyrate-producing bacterium from swine intestinal tract.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 1737-1742. 0.8 33

14622 Flavobacterium alvei sp. nov., isolated from a freshwater river. International Journal of Systematic
and Evolutionary Microbiology, 2018, 68, 1919-1924. 0.8 17

14623
Kandeliimicrobium roseum gen. nov., sp. nov., a new member of the family Rhodobacteraceae isolated
from mangrove rhizosphere soil. International Journal of Systematic and Evolutionary Microbiology,
2018, 68, 2158-2164.

0.8 10

14624
Polynucleobacter meluiroseus sp. nov., a bacterium isolated from a lake located in the mountains of
the Mediterranean island of Corsica. International Journal of Systematic and Evolutionary
Microbiology, 2018, 68, 1975-1985.

0.8 18

14625 Roseovarius salinarum sp. nov., isolated from a marine solar saltern. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 1986-1991. 0.8 18

14626 Lawsonibacter asaccharolyticus gen. nov., sp. nov., a butyrate-producing bacterium isolated from
human faeces. International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2074-2081. 0.8 41

14627 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

14628 Glycomyces sediminimaris sp. nov., a new species of actinobacteria isolated from marine sediment.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2357-2363. 0.8 9

14629 Solimonas fluminis sp. nov., isolated from a freshwater river. International Journal of Systematic and
Evolutionary Microbiology, 2018, 68, 2755-2759. 0.8 9

14630
Polynucleobacter hirudinilacicola sp. nov. and Polynucleobacter campilacus sp. nov., both isolated
from freshwater systems. International Journal of Systematic and Evolutionary Microbiology, 2018,
68, 2593-2601.

0.8 37

14631
Morphologic and molecular characterization of Brachonella pulchra (Kahl, 1927) comb. nov.
(Armophorea, Ciliophora) with comments on cyst structure and formation. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 3052-3065.

0.8 11
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14632 Solitalea longa sp. nov., isolated from freshwater and emended description of the genus Solitalea.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 2826-2831. 0.8 11

14633
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

14634 Kaistia algarum sp. nov., isolated from a freshwater green alga Paulinella chromatophora.
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3028-3033. 0.8 16

14635 Drechmeria panacis sp. nov., an endophyte isolated from Panax notoginseng. International Journal of
Systematic and Evolutionary Microbiology, 2018, 68, 3255-3259. 0.8 10

14636 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

14637 Staphylococcus cornubiensis sp. nov., a member of the Staphylococcus intermedius Group (SIG).
International Journal of Systematic and Evolutionary Microbiology, 2018, 68, 3404-3408. 0.8 31

14638 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

14639
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

14640 Refining the taxonomic structure of the phylum Acidobacteria. International Journal of Systematic
and Evolutionary Microbiology, 2018, 68, 3796-3806. 0.8 101

14641 Prevotella rara sp. nov., isolated from human faeces. International Journal of Systematic and
Evolutionary Microbiology, 2018, 68, 3818-3825. 0.8 14

14642
Lactococcus termiticola sp. nov., isolated from the gut of the wood-feeding higher termite
Nasutitermes takasagoensis. International Journal of Systematic and Evolutionary Microbiology, 2018,
68, 3832-3836.

0.8 10

14643 Acinetobacter sichuanensis sp. nov., recovered from hospital sewage in China. International Journal
of Systematic and Evolutionary Microbiology, 2018, 68, 3897-3901. 0.8 8

14644
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

14645 Enterobacter sichuanensis sp. nov., recovered from human urine. International Journal of Systematic
and Evolutionary Microbiology, 2018, 68, 3922-3927. 0.8 31

14646
Planctomonas deserti gen. nov., sp. nov., a new member of the family Microbacteriaceae isolated from
soil of the Taklamakan desert. International Journal of Systematic and Evolutionary Microbiology,
2019, 69, 616-624.

0.8 15

14647
Polynucleobacter paneuropaeus sp. nov., characterized by six strains isolated from freshwater lakes
located along a 3000 km northâ€“south cross-section across Europe. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 203-213.

0.8 36

14648 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

14649 Enterobacter huaxiensis sp. nov. and Enterobacter chuandaensis sp. nov., recovered from human
blood. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 708-714. 0.8 26
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14650
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

14651 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

14652

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

14653

Aggregatilinea lenta gen. nov., sp. nov., a slow-growing, facultatively anaerobic bacterium isolated
from subseafloor sediment, and proposal of the new order Aggregatilineales ord. nov. within the
class Anaerolineae of the phylum Chloroflexi. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 1185-1194.

0.8 32

14654
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

14655
Pradoshia eiseniae gen. nov., sp. nov., a spore-forming member of the family Bacillaceae capable of
assimilating 3-nitropropionic acid, isolated from the anterior gut of the earthworm Eisenia fetida.
International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 1265-1273.

0.8 16

14656 Novosphingobium meiothermophilum sp. nov., isolated from a hot spring. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 1737-1743. 0.8 15

14657
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

14658 Faecalibacillus intestinalis gen. nov., sp. nov. and Faecalibacillus faecis sp. nov., isolated from human
faeces. International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2120-2128. 0.8 18

14659
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

14660
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

14661
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

14662 Providencia huaxiensis sp. nov., recovered from a human rectal swab. International Journal of
Systematic and Evolutionary Microbiology, 2019, 69, 2638-2643. 0.8 18

14663

Acidimangrovimonas sediminis gen. nov., sp. nov., isolated from mangrove sediment and
reclassification of Defluviimonas indica as Acidimangrovimonas indica comb. nov. and Defluviimonas
pyrenivorans as Acidimangrovimonas pyrenivorans comb. nov.. International Journal of Systematic
and Evolutionary Microbiology, 2019, 69, 2445-2451.

0.8 19

14664
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

14665 Bifidobacterium jacchi sp. nov., isolated from the faeces of a baby common marmoset (Callithrix) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (jacchus). International Journal of Systematic and Evolutionary Microbiology, 2019, 69, 2477-2485.0.8 23

14666

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

14667
Aquirufa antheringensis gen. nov., sp. nov. and Aquirufa nivalisilvae sp. nov., representing a new
genus of widespread freshwater bacteria. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 2739-2749.

0.8 35
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14668 Kosakonia quasisacchari sp. nov. recovered from human wound secretion in China. International
Journal of Systematic and Evolutionary Microbiology, 2019, 69, 3155-3160. 0.8 11

14669 Pseudomonas huaxiensis sp. nov., isolated from hospital sewage. International Journal of Systematic
and Evolutionary Microbiology, 2019, 69, 3281-3286. 0.8 9

14670
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

14671 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

14672
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

14673 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

14674
Rhodoluna limnophila sp. nov., a bacterium with 1.4 Mbp genome size isolated from freshwater
habitats located in Salzburg, Austria. International Journal of Systematic and Evolutionary
Microbiology, 2019, 69, 3946-3954.

0.8 18

14675
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

14676 Mesorhizobium norvegicum sp. nov., a rhizobium isolated from a Lotus corniculatus root nodule in
Norway. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 388-396. 0.8 10

14677

A phylogenomic and comparative genomic framework for resolving the polyphyly of the genus
Bacillus: Proposal for six new genera of Bacillus species, Peribacillus gen. nov., Cytobacillus gen.
nov., Mesobacillus gen. nov., Neobacillus gen. nov., Metabacillus gen. nov. and Alkalihalobacillus gen.
nov.. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 406-438.

0.8 458

14678 Enterobacter wuhouensis sp. nov. and Enterobacter quasihormaechei sp. nov. recovered from human
sputum. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 874-881. 0.8 22

14679 Seonamhaeicola maritimus sp. nov., isolated from coastal sediment. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 902-908. 0.8 13

14680
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

14681 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

14682

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

14683 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

14684

Division of the genus Chryseobacterium: Observation of discontinuities in amino acid identity values,
a possible consequence of major extinction events, guides transfer of nine species to the genus
Epilithonimonas, eleven species to the genus Kaistella, and three species to the genus Halpernia gen.
nov., with description of Kaistella daneshvariae sp. nov. and Epilithonimonas vandammei sp. nov.
derived from clinical specimens. International Journal of Systematic and Evolutionary Microbiology,
2020, 70, 4432-4450.

0.8 215

14685
Fluviispira multicolorata gen. nov., sp. nov. and Silvanigrella paludirubra sp. nov., isolated from
freshwater habitats. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
1630-1638.

0.8 18
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14686 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

14687
Carideicomes alvinocaridis gen. nov., sp. nov., a marine bacterium isolated from shrimp gill in a
hydrothermal field of Okinawa Trough. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 1777-1784.

0.8 10

14688
Saezia sanguinis gen. nov., sp. nov., a Betaproteobacteria member of order Burkholderiales, isolated
from human blood. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
2016-2025.

0.8 10

14689
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

14690

Two new scuticociliates from southern China: Uronema apomarinum sp. nov. and Homalogastra
parasetosa sp. nov., with improved diagnoses of the genus Homalogastra and its type species
Homalogastra setosa (Ciliophora, Oligohymenophorea). International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 2405-2419.

0.8 3

14691
Helicobacter labacensis sp. nov., Helicobacter mehlei sp. nov., and Helicobacter vulpis sp. nov.,
isolated from gastric mucosa of red foxes (Vulpes vulpes). International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 2395-2404.

0.8 22

14692
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

14693
Morphological redescriptions and neotypification of two poorly known tintinnine ciliates
(Alveolata, Ciliophora, Tintinnina), with a phylogenetic investigation based on SSU rRNA gene
sequences. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 2515-2530.

0.8 12

14694

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

14695 Haemophilus seminalis sp. nov., isolated from human semen. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 2588-2595. 0.8 10

14696

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

14697
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

14698 Description of Citrobacter cronae sp. nov., isolated from human rectal swabs and stool samples.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 2998-3003. 0.8 18

14699
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

14700 Lactobacillus garii sp. nov., isolated from a fermented cassava product. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 3012-3017. 0.8 14

14701 Pseudomonas kitaguniensis sp. nov., a pathogen causing bacterial rot of Welsh onion in Japan.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 3018-3026. 0.8 17

14702 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

14703 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
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14704 Francisella salimarina sp. nov., isolated from coastal seawater. International Journal of Systematic
and Evolutionary Microbiology, 2020, 70, 3264-3272. 0.8 12

14705 Klebsiella indica sp. nov., isolated from the surface of a tomato. International Journal of Systematic
and Evolutionary Microbiology, 2020, 70, 3278-3286. 0.8 10

14706
Kluyveromyces osmophilus is not a synonym of Zygosaccharomyces mellis; reinstatement as
Zygosaccharomyces osmophilus comb. nov.. International Journal of Systematic and Evolutionary
Microbiology, 2020, 70, 3374-3378.

0.8 7

14707
Polyphasic studies of new species of Diaporthe from native forest in Chile, with descriptions of
Diaporthe araucanorum sp. nov., Diaporthe foikelawen sp. nov. and Diaporthe patagonica sp. nov..
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 3379-3390.

0.8 16

14708 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

14709 Modestobacter altitudinis sp. nov., a novel actinobacterium isolated from Atacama Desert soil.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 3513-3527. 0.8 11

14710
Proposal to reclassify the proteobacterial classes Deltaproteobacteria and Oligoflexia, and the
phylum Thermodesulfobacteria into four phyla reflecting major functional capabilities. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5972-6016.

0.8 830

14711 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

14712
Ningiella ruwaisensis gen. nov., sp. nov., a member of the family Alteromonadaceae isolated from
marine water of the Arabian Gulf. International Journal of Systematic and Evolutionary Microbiology,
2020, 70, 4130-4138.

0.8 22

14713 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

14714 Pseudomonas defluvii sp. nov., isolated from hospital sewage. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 4199-4203. 0.8 10

14715
Aquirufa ecclesiirivi sp. nov. and Aquirufa beregesia sp. nov., isolated from a small creek and
classification of Allopseudarcicella aquatilis as a later heterotypic synonym of Aquirufa nivalisilvae.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 4602-4609.

0.8 13

14716

Six novel species of the obligate marine actinobacterium Salinispora, Salinispora cortesiana sp. nov.,
Salinispora fenicalii sp. nov., Salinispora goodfellowii sp. nov., Salinispora mooreana sp. nov.,
Salinispora oceanensis sp. nov. and Salinispora vitiensis sp. nov., and emended description of the
genus Salinispora. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
4668-4682.

0.8 40

14717 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

14718 Rhizobium dioscoreae sp. nov., a plant growth-promoting bacterium isolated from yam (Dioscorea) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (species). International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5054-5062.0.8 15

14719 Gulosibacter macacae sp. nov., a novel actinobacterium isolated from Macaca mulatta faeces.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5115-5122. 0.8 12

14720
Yersinia artesiana sp. nov., Yersinia proxima sp. nov., Yersinia alsatica sp. nov., Yersina vastinensis sp.
nov., Yersinia thracica sp. nov. and Yersinia occitanica sp. nov., isolated from humans and animals.
International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5363-5372.

0.8 36

14721
Fluviibacter phosphoraccumulans gen. nov., sp. nov., a polyphosphate-accumulating bacterium of
Fluviibacteraceae fam. nov., isolated from surface river water. International Journal of Systematic
and Evolutionary Microbiology, 2020, 70, 5551-5560.

0.8 15
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14722
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

14723

Robust demarcation of 17 distinct Bacillus species clades, proposed as novel Bacillaceae genera, by
phylogenomics and comparative genomic analyses: description of Robertmurraya kyonggiensis sp. nov.
and proposal for an emended genus Bacillus limiting it only to the members of the Subtilis and Cereus
clades of species. International Journal of Systematic and Evolutionary Microbiology, 2020, 70,
5753-5798.

0.8 659

14724 Gramella bathymodioli sp. nov., isolated from a mussel inhabiting a hydrothermal field in the Okinawa
Trough. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 5854-5860. 0.8 9

14725
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

14726

Aurantiacibacter rhizosphaerae sp. nov., isolated from a rhizosphere mudflat of a halophyte and
proposal to reclassify Erythrobacter suaedae Lee et al. 2019. and Erythrobacter flavus Yoon et al. 2003
as Aurantiacibacter suaedae comb. nov. and Qipengyuania flava comb. nov., respectively. International
Journal of Systematic and Evolutionary Microbiology, 2020, 70, 6257-6265.

0.8 24

14727

Proposal to reclassify Lactobacillus zhaodongensis, Lactobacillus zeae, Lactobacillus
argentoratensis and Lactobacillus buchneri subsp. silagei as Lacticaseibacillus zhaodongensis comb.
nov., Lacticaseibacillus zeae comb. nov., Lactiplantibacillus argentoratensis comb. nov. and
Lentilactobacillus buchneri subsp. silagei comb. nov., respectively and Apilactobacillus kosoi as a
later heterotypic synonym of Apilactobacillus micheneri. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 6414-6417.

0.8 43

14728 Pseudopontixanthobacter vadosimaris gen. nov., sp. nov., isolated from shallow sea near Kueishan
Island. International Journal of Systematic and Evolutionary Microbiology, 2020, 70, 6444-6449. 0.8 10

14729 Micromonospora fluminis sp. nov., isolated from mountain river sediment. International Journal of
Systematic and Evolutionary Microbiology, 2020, 70, 6428-6436. 0.8 8

14730 Pseudodesulfovibrio mercurii sp. nov., a mercury-methylating bacterium isolated from sediment.
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15809 Three new species of Krogia (Ramalinaceae, lichenised Ascomycota) from the Paleotropics. MycoKeys,
2018, 40, 69-88. 0.8 6

15810 Beta-tubulin and Actin gene phylogeny supports Phaeoacremonium ovale as a new species from
freshwater habitats in China. MycoKeys, 2018, 41, 1-15. 0.8 12

15811 Ravenelia piepenbringiae and Ravenelia hernandezii, two new rust species on Senegalia (Fabaceae,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Mimosoideae) from Panama and Costa Rica. MycoKeys, 2018, 41, 51-63.0.8 5

15812 Description and distribution of Tuber incognitum sp. nov. and Tuber anniae in the Transmexican
Volcanic Belt. MycoKeys, 2018, 41, 17-27. 0.8 10

15813 Three new species of Phanerochaete (Polyporales, Basidiomycota). MycoKeys, 2018, 41, 91-106. 0.8 9

15814 Six new species and reports of Hydnum (Cantharellales) from eastern North America. MycoKeys, 2018,
42, 35-72. 0.8 15

15815 New host associations and a novel species for the gall-inducing acacia rust genus Ravenelia in South
Africa. MycoKeys, 2018, 43, 1-21. 0.8 7

15816 Lecanicillium cauligalbarum sp. nov. (Cordycipitaceae, Hypocreales), a novel fungus isolated from a
stemborer in the Yao Ren National Forest Mountain Park, Guizhou. MycoKeys, 2018, 43, 59-74. 0.8 15

15817 Lactifluus bicapillus (Russulales, Russulaceae), a new species from the Guineo-Congolian rainforest.
MycoKeys, 2019, 45, 25-49. 0.8 4

15818 Neostagonosporella sichuanensis gen. et sp. nov. (Phaeosphaeriaceae, Pleosporales) on Phyllostachys
heteroclada (Poaceae) from Sichuan Province, China. MycoKeys, 2019, 46, 119-150. 0.8 17

15819 The genus Hebeloma in the Rocky Mountain Alpine Zone. MycoKeys, 2019, 46, 1-54. 0.8 19

15820 Four new species of Tremella (Tremellales, Basidiomycota) based on morphology and DNA sequence
data. MycoKeys, 2019, 47, 75-95. 0.8 10

15821 Tuber pulchrosporum sp. nov., a black truffle of the Aestivum clade (Tuberaceae, Pezizales) from the
Balkan peninsula. MycoKeys, 2019, 47, 35-51. 0.8 8

15822 Rostania revised: testing generic delimitations in Collemataceae (Peltigerales, Lecanoromycetes).
MycoKeys, 2019, 47, 17-33. 0.8 5

15823 Four new corticioid species in Trechisporales (Basidiomycota) from East Asia and notes on phylogeny
of the order. MycoKeys, 2019, 48, 97-113. 0.8 11

15824 Two new endophytic Colletotrichum species from Nothapodytes pittosporoides in China. MycoKeys,
2019, 49, 1-14. 0.8 8
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15825 The genus Castanediella. MycoKeys, 2019, 51, 1-14. 0.8 3

15826 A new record of Ganoderma tropicum (Basidiomycota, Polyporales) for Thailand and first assessment
of optimum conditions for mycelia production. MycoKeys, 2019, 51, 65-83. 0.8 13

15827 Four new East Asian species of Aleurodiscus with echinulate basidiospores. MycoKeys, 2019, 52, 71-87. 0.8 3

15828 A regional study of the genus Phyllopsora (Ramalinaceae) in Asia and Melanesia. MycoKeys, 2019, 53,
23-72. 0.8 5

15829 Phylogenetic placement of Lepraria cryptovouauxii sp. nov. (Lecanorales, Lecanoromycetes,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Ascomycota) with notes on other Lepraria species from South America. MycoKeys, 2019, 53, 1-22.0.8 5

15830 Updated taxonomy of Lactifluus section Luteoli: L. russulisporus from Australia and L. caliendrifer
from Thailand. MycoKeys, 2019, 56, 13-32. 0.8 4

15831 Phylogenetic and morphological classification of Ophiocordyceps species on termites from Thailand.
MycoKeys, 2019, 56, 101-129. 0.8 24

15832 Understanding the evolution of phenotypical characters in the Micarea prasina group (Pilocarpaceae)
and descriptions of six new species within the group. MycoKeys, 2019, 57, 1-30. 0.8 14

15833 Phylogeny and species delimitations in the entomopathogenic genus Beauveria (Hypocreales,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Ascomycota), including the description of B. peruviensis sp. nov.. MycoKeys, 2019, 58, 47-68.0.8 37

15834 Three novel insect-associated species of Simplicillium (Cordycipitaceae, Hypocreales) from Southwest
China. MycoKeys, 2019, 58, 83-102. 0.8 21

15835 Additions to the knowledge of Ganoderma in Thailand: Ganoderma casuarinicola, a new record; and
Ganoderma thailandicum sp. nov.. MycoKeys, 2019, 59, 47-65. 0.8 12

15836
Morphology and secondary chemistry in species recognition of Parmelia omphalodes group â€“ evidence
from molecular data with notes on the ecological niche modelling and genetic variability of
photobionts. MycoKeys, 2019, 61, 39-74.

0.8 6

15837 Descriptions of five new species in Entoloma subgenus Claudopus from China, with molecular
phylogeny of Entoloma s.l.. MycoKeys, 2019, 61, 1-26. 0.8 6

15838
Additions to Chaetothyriaceae (Chaetothyriales): Longihyalospora gen. nov. and Ceramothyrium
longivolcaniforme, a new host record from decaying leaves of Ficus ampelas. MycoKeys, 2019, 61,
91-109.

0.8 6

15839 Longistriata flava (Boletaceae, Basidiomycota) â€“ a new monotypic sequestrate genus and species from
Brazilian Atlantic Forest. MycoKeys, 2020, 62, 53-73. 0.8 11

15840 Integrative taxonomy confirms three species of Coniocarpon (Arthoniaceae) in Norway. MycoKeys,
2020, 62, 27-51. 0.8 8

15841 Arboricolonus simplex gen. et sp. nov. and novelties in Cadophora, Minutiella and Proliferodiscus
from Prunus wood in Germany. MycoKeys, 2020, 63, 119-161. 0.8 13

15842 Diversity of Trametes (Polyporales, Basidiomycota) in tropical Benin and description of new species
Trametes parvispora. MycoKeys, 2020, 65, 25-47. 0.8 7
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15843 Hydnaceous fungi of China 8. Morphological and molecular identification of three new species of
Sarcodon and a new record from southwest China. MycoKeys, 2020, 66, 83-103. 0.8 4

15844 Gnomoniopsis chinensis (Gnomoniaceae, Diaporthales), a new fungus causing canker of Chinese
chestnut in Hebei Province, China. MycoKeys, 2020, 67, 19-32. 0.8 13

15845 Diversity and toxigenicity of fungi and description of Fusarium madaense sp. nov. from cereals,
legumes and soils in north-central Nigeria. MycoKeys, 2020, 67, 95-124. 0.8 20

15846 Three new Curvularia species from clinical and environmental sources. MycoKeys, 2020, 68, 1-21. 0.8 4

15847 Three new species of Cortinarius subgenus Telamonia (Cortinariaceae, Agaricales) from China.
MycoKeys, 2020, 69, 91-109. 0.8 6

15848 Taxonomy and phylogenetic appraisal of Spegazzinia musae sp. nov. and S. deightonii
(Didymosphaeriaceae, Pleosporales) on Musaceae from Thailand. MycoKeys, 2020, 70, 19-37. 0.8 12

15849 Morpho-molecular diversity of Linocarpaceae (Chaetosphaeriales): Claviformispora gen. nov. from
decaying branches of Phyllostachys heteroclada. MycoKeys, 2020, 70, 1-17. 0.8 6

15850 Diversity of Akanthomyces on moths (Lepidoptera) in Thailand. MycoKeys, 2020, 71, 1-22. 0.8 12

15851
Multi-gene phylogenetic evidence suggests Dictyoarthrinium belongs in Didymosphaeriaceae
(Pleosporales, Dothideomycetes) and Dictyoarthrinium musae sp. nov. on Musa from Thailand.
MycoKeys, 2020, 71, 101-118.

0.8 15

15852 Delimitation, new species and teleomorph-anamorph relationships in Codinaea, Dendrophoma,
Paragaeumannomyces and Striatosphaeria (Chaetosphaeriaceae). MycoKeys, 2020, 74, 17-74. 0.8 14

15853 Taxonomic revision of Russula subsection Amoeninae from South Korea. MycoKeys, 2020, 75, 1-29. 0.8 11

15854 A global meta-analysis of ITS rDNA sequences from material belonging to the genus Ganoderma
(Basidiomycota, Polyporales) including new data from selected taxa. MycoKeys, 2020, 75, 71-143. 0.8 27

15855 The first genetic assessment of wild and farmed ball pythons (Reptilia, Serpentes, Pythonidae) in
southern Togo. Nature Conservation, 0, 38, 37-59. 0.0 13

15856
Two European Cornus L. feeding leafmining moths, Antispila petryi Martini, 1899, sp. rev. and A.
treitschkiella (Fischer von RÃ¶slerstamm, 1843) (Lepidoptera, Heliozelidae): an unjustified synonymy and
overlooked range expansion. Nota Lepidopterologica, 2018, 41, 39-86.

0.6 11

15857 Selaginella dianzhongensis (Selaginellaceae), a new spikemoss from China. PhytoKeys, 2019, 118, 75-87. 0.4 11

15858 A new striking and critically endangered species of Nasa (Loasaceae, Cornales) from North Peru.
PhytoKeys, 2019, 121, 13-28. 0.4 4

15859 The Callerya Group redefined and Tribe Wisterieae (Fabaceae) emended based on morphology and data
from nuclear and chloroplast DNA sequences. PhytoKeys, 2019, 125, 1-112. 0.4 26

15860 New taxa of Rhododendron tschonoskii alliance (Ericaceae) from East Asia. PhytoKeys, 2019, 134, 97-114. 0.4 6
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15861 Systematics and relationships of Tryssophyton (Melastomataceae), with a second species from the
Pakaraima Mountains of Guyana. PhytoKeys, 2019, 136, 1-21. 0.4 8

15862 Scorzonera sensu lato (Asteraceae, Cichorieae) â€“ taxonomic reassessment in the light of new
molecular phylogenetic and carpological analyses. PhytoKeys, 2020, 137, 1-85. 0.4 18

15863 Cryptocarya kaengkrachanensis, a new species of Lauraceae from Kaeng Krachan National Park,
southwest Thailand. PhytoKeys, 2020, 140, 139-157. 0.4 7

15864 A dated phylogeny of the genus Pennantia (Pennantiaceae) based on whole chloroplast genome and
nuclear ribosomal 18Sâ€“26S repeat region sequences. PhytoKeys, 2020, 155, 15-32. 0.4 5

15865 Primula sunhangii (Primulaceae): a new species from Hubei, Central China. PhytoKeys, 2020, 156, 103-112. 0.4 3

15866 An amazing new Capsicum (Solanaceae) species from the Andean-Amazonian Piedmont. PhytoKeys, 2020,
167, 13-29. 0.4 19

15867 Monadelpha (Euphorbiaceae, Plukenetieae), a new genus of Tragiinae from the Amazon rainforest of
Venezuela and Brazil. PhytoKeys, 2020, 169, 119-135. 0.4 2

15868 A molecular phylogeny of Caraganeae (Leguminosae, Papilionoideae) reveals insights into new generic
and infrageneric delimitations. PhytoKeys, 2016, 70, 111-137. 0.4 17

15869 Resurrection of the genus Aphyllon for New World broomrapes (Orobanche s.l., Orobanchaceae).
PhytoKeys, 2016, 75, 107-118. 0.4 8

15870 The identity of Hypolepis robusta, as a new synonym of Hypolepis alpina (Dennstaedtiaceae), based on
morphology and DNA barcoding and the new distribution. PhytoKeys, 2018, 96, 35-45. 0.4 4

15871 Carpinus tibetana (Betulaceae), a new species from southeast Tibet, China. PhytoKeys, 2018, 98, 1-13. 0.4 9

15872
Mitochondrial sequence data indicate â€œVicariance by Erosionâ€• as a mechanism of species
diversification in North American Ptomaphagus (Coleoptera, Leiodidae, Cholevinae) cave beetles.
Subterranean Biology, 0, 29, 35-57.

5.0 9

15873 Morphometrics and phylogeography of the cave-obligate land snail Helicodiscus barri (Gastropoda,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (Stylommatophora, Helicodiscidae). Subterranean Biology, 0, 30, 1-32.5.0 10

15874 A phylogenetic and taxonomic review of baviine jumping spiders (Araneae, Salticidae, Baviini). ZooKeys,
2020, 1004, 27-97. 0.5 21

15875 Five million years in the darkness: A new troglomorphic species of Cryptops Leach, 1814 (Chilopoda,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (Scolopendromorpha) from Movile Cave, Romania. ZooKeys, 2020, 1004, 1-26.0.5 4

15877 Species limits and phylogeography of Newportia (Scolopendromorpha) and implications for
widespread morphospecies. ZooKeys, 2015, 510, 65-77. 0.5 5

15878 Does the genetic structure of spring snail Bythinella (Caenogastropoda, Truncatelloidea) in Bulgaria
reflect geological history?. ZooKeys, 2015, 518, 67-86. 0.5 10

15879 Two new phragmotic ant species from Africa: morphology and next-generation sequencing solve a
caste association problem in the genus Carebara Westwood. ZooKeys, 2015, 525, 77-105. 0.5 20
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15880
Congruence between cytochrome oxidase I (COI) and morphological data in Anuraphis spp. (Hemiptera,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 747 Td (Aphididae) with a comparison between the utility of the 5â€™ barcode and 3â€™ COI regions. ZooKeys, 2015,

529, 123-144.
0.5 7

15881 Two new Truncatelloidea species from Melissotrypa Cave in Greece (Caenogastropoda). ZooKeys, 2015,
530, 1-14. 0.5 13

15882 New contributions to the molecular systematics and the evolution of host-plant associations in the
genus Chrysolina (Coleoptera, Chrysomelidae, Chrysomelinae). ZooKeys, 2015, 547, 165-192. 0.5 7

15883 A new quadrannulate species of Orobdella (Hirudinida, Arhynchobdellida, Orobdellidae) from
western Honshu, Japan. ZooKeys, 2016, 553, 33-51. 0.5 8

15884 Cryptomyrus: a new genus of Mormyridae (Teleostei, Osteoglossomorpha) with two new species from
Gabon, West-Central Africa. ZooKeys, 2016, 561, 117-150. 0.5 14

15885
Revision of sinistral land snails of the genus Camaena (Stylommatophora, Camaenidae) from China
based on morphological and molecular data, with description of a new species from Guangxi, China.
ZooKeys, 2016, 584, 25-48.

0.5 10

15886 Eleven nominal species of Burmoniscus are junior synonyms of B. kathmandius (Schmalfuss, 1983)
(Crustacea, Isopoda, Oniscidea). ZooKeys, 2016, 607, 1-24. 0.5 9

15887 Sumakuru, a deeply-diverging new genus of lyssomanine jumping spiders from Ecuador (Araneae:) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (Salticidae). ZooKeys, 2016, 614, 87-96.0.5 1

15888 Phylogenetic placement of the Pacific Northwest subterranean endemic diving beetle Stygoporus
oregonensis Larson &amp; LaBonte (Dytiscidae, Hydroporinae). ZooKeys, 2016, 632, 75-91. 0.5 7

15889 A preliminary molecular phylogeny of the genus Scobura, with a synonym of Scobura masutaroi
(Lepidoptera, Hesperiidae). ZooKeys, 2016, 638, 33-44. 0.5 3

15890 Two new deep-reef basslets (Teleostei, Grammatidae, Lipogramma), with comments on the
eco-evolutionary relationships of the genus. ZooKeys, 2016, 638, 45-82. 0.5 19

15891 Bees of the Azores: an annotated checklist (Apidae, Hymenoptera). ZooKeys, 2017, 642, 63-95. 0.5 14

15892 A new subterranean species of Pseudocrangonyx from China with an identification key to all species
of the genus (Crustacea, Amphipoda, Pseudocrangonyctidae). ZooKeys, 2017, 647, 1-22. 0.5 10

15893 Making the most of your host: the Metrosideros-feeding psyllids (Hemiptera, Psylloidea) of the
Hawaiian Islands. ZooKeys, 2017, 649, 1-163. 0.5 25

15894 Phylogenetic analysis of the genus Laparocerus, with comments on colonisation and diversification
in Macaronesia (Coleoptera, Curculionidae, Entiminae). ZooKeys, 2017, 651, 1-77. 0.5 22

15895
An elusive Neotropical giant, Hondurantemna chespiritoi gen. n. &amp;amp; sp. n. (Antemninae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (Mantidae): a new lineage of mantises exhibiting an ontogenetic change in cryptic strategy. ZooKeys,

2017, 680, 73-104.
0.5 6

15896
Reinstatement of Eschatoporiini Blaisdell, 1906, a unique tribe of blind cavernicolous Tenebrionidae
from California, with a new species from Napa County (Coleoptera, Tenebrionidae, Lagriinae). ZooKeys,
2017, 688, 135-149.

0.5 7

15897 A genome-wide phylogeny of jumping spiders (Araneae, Salticidae), using anchored hybrid enrichment.
ZooKeys, 2017, 695, 89-101. 0.5 30
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15898 Three new species and the molecular phylogeny of Antipathozoanthus from the Indo-Pacific Ocean
(Anthozoa, Hexacorallia, Zoantharia). ZooKeys, 2017, 725, 97-122. 0.5 12

15899 Distribution of endangered Italian gudgeon Romanogobio benacensis (Cypriniformes, Cyprinidae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Gobioninae) with remarks on distinguishing morphological characters. ZooKeys, 2018, 729, 103-127.0.5 2

15900 A new species of the genus Pseudocrangonyx (Crustacea, Amphipoda, Pseudocrangonyctidae) from
Korea. ZooKeys, 2018, 735, 27-44. 0.5 11

15901 Revision of the Hawaiian psyllid genus Swezeyana, with descriptions of seven new species (Hemiptera,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 622 Td (Psylloidea, Triozidae). ZooKeys, 2018, 758, 75-113.0.5 6

15902 A stable phylogenomic classification of Travunioidea (Arachnida, Opiliones, Laniatores) based on
sequence capture of ultraconserved elements. ZooKeys, 2018, 760, 1-36. 0.5 34

15903 Sequence capture phylogenomics of eyeless Cicurina spiders from Texas caves, with emphasis on US
federally-endangered species from Bexar County (Araneae, Hahniidae). ZooKeys, 2018, 769, 49-76. 0.5 23

15904 Hawaiian Philodoria (Lepidoptera, Gracillariidae, Ornixolinae) leaf mining moths on Myrsine
(Primulaceae): two new species and biological data. ZooKeys, 2018, 773, 109-141. 0.5 4

15905 The complete mitochondrial genome of Xizicus (Haploxizicus) maculatus revealed by Next-Generation
Sequencing and phylogenetic implication (Orthoptera, Meconematinae). ZooKeys, 2018, 773, 57-67. 0.5 6

15906 A molecular and conchological dissection of the â€œscalyâ€• Georissa of Malaysian Borneo (Gastropoda,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Neritimorpha, Hydrocenidae). ZooKeys, 2018, 773, 1-55.0.5 7

15907 Systematics of Neotropical microteiid lizards (Gymnophthalmidae, Cercosaurinae), with the
description of a new genus and species from the Andean montane forests. ZooKeys, 2018, 774, 105-139. 0.5 17

15908
New molecular sequences for two genera of marine planarians facilitate determination of their
position in the phylogenetic tree, with new records for two species (Platyhelminthes, Tricladida,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 337 Td (Maricola). ZooKeys, 0, 781, 1-17.0.5 5

15909 Phylogeny of hydrothermal vent Iphionidae, with the description of a new species (Aphroditiformia,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 302 Td (Annelida). ZooKeys, 2018, 779, 89-107.0.5 2

15910 The phylogeny of pholcid spiders: a critical evaluation of relationships suggested by molecular data
(Araneae, Pholcidae). ZooKeys, 2018, 789, 51-101. 0.5 33

15911 Stolonifera from shallow waters in the north-western Pacific: a description of a new genus and two
new species within the Arulidae (Anthozoa, Octocorallia). ZooKeys, 2018, 790, 1-19. 0.5 9

15912 Review of Brazilian jawfishes of the genus Opistognathus with descriptions of two new species
(Teleostei, Opistognathidae). ZooKeys, 2018, 794, 95-133. 0.5 5

15913 Analysis of mitochondrial genomes resolves the phylogenetic position of Chinese freshwater mussels
(Bivalvia, Unionidae). ZooKeys, 2019, 812, 23-46. 0.5 21

15914 Cryptic diversity in Lithobates warszewitschii (Amphibia, Anura, Ranidae). ZooKeys, 2019, 838, 49-69. 0.5 6

15915 A new species of Gracixalus (Anura, Rhacophoridae) from Yunnan, China. ZooKeys, 2019, 851, 91-111. 0.5 7
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15916
Morphological and molecular study on Yininemertes pratensis (Nemertea, Pilidiophora,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 747 Td (Heteronemertea) from the Han River Estuary, South Korea, and its phylogenetic position within the

family Lineidae. ZooKeys, 2019, 852, 31-51.
0.5 3

15917 Host plant associations in Western Palaearctic Longitarsus flea beetles (Chrysomelidae, Galerucinae,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Alticini): a preliminary phylogenetic assessment. ZooKeys, 2019, 856, 101-114.0.5 6

15918 A redescription of Syncarpa composita (Ascidiacea, Stolidobranchia) with an inference of its
phylogenetic position within Styelidae. ZooKeys, 2019, 857, 1-15. 0.5 6

15919 Size variation and geographical distribution of the luminous earthworm Pontodrilus litoralis
(Grube, 1855) (Clitellata, Megascolecidae) in Southeast Asia and Japan. ZooKeys, 2019, 862, 23-42. 0.5 6

15920
Taxonomic revision and phylogenetic position of the flying squirrel genus Biswamoyopterus
(Mammalia, Rodentia, Sciuridae, Pteromyini) on the northern Indo-China peninsula. ZooKeys, 0, 872,
77-93.

0.5 1

15921 A first phylogenetic study on stoloniferous octocorals off the coast of Kota Kinabalu, Sabah,
Malaysia, with the description of two new genera and five new species. ZooKeys, 2019, 872, 127-158. 0.5 8

15922 Revisited â€“ the species of Tweeting vineyard snails, genus Cantareus Risso, 1826 (Stylommatophora,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Helicidae, Helicinae, Otalini). ZooKeys, 2019, 876, 1-26.0.5 7

15923 DNA barcoding of aphid-associated ants (Hymenoptera, Formicidae) in a subtropical area of southern
China. ZooKeys, 2019, 879, 117-136. 0.5 9

15924 Resolving species boundaries in the Atlanta brunnea species group (Gastropoda, Pterotracheoidea).
ZooKeys, 2019, 899, 59-84. 0.5 5

15925 A new species of Enteromius (Actinopterygii, Cyprinidae, Smiliogastrinae) from the Awash River,
Ethiopia, and the re-establishment of E. akakianus. ZooKeys, 2020, 902, 107-150. 0.5 10

15926 Host identification for the deep-sea snail genus Haliella with description of a new species
(Caenogastropoda, Eulimidae). ZooKeys, 2020, 908, 19-30. 0.5 4

15927 Revision of the Merodon serrulatus group (Diptera, Syrphidae). ZooKeys, 2020, 909, 79-158. 0.5 13

15928 Asianopis gen. nov., a new genus of the spider family Deinopidae from Asia. ZooKeys, 2020, 911, 67-99. 0.5 3

15929 Systematics and Taxonomy of Tonatia saurophila Koopman &amp;amp; Williams, 1951 (Chiroptera,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 222 Td (Phyllostomidae). ZooKeys, 2020, 915, 59-86.0.5 21

15930 Revision of the western Palaearctic species of Aleiodes Wesmael (Hymenoptera, Braconidae,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 182 Td (Rogadinae). Part 2: Revision of the A. apicalis group. ZooKeys, 2020, 919, 1-259.0.5 6

15931 Comparative genomics reveals bamboo feeding adaptability in the giant panda (Ailuropoda) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 142 Td (melanoleuca). ZooKeys, 2020, 923, 141-156.0.5 4

15932 Sitticine jumping spiders: phylogeny, classification, and chromosomes (Araneae, Salticidae, Sitticini).
ZooKeys, 2020, 925, 1-54. 0.5 12

15933
A remarkable new species of the millipede genus Trachyjulus Peters, 1864 (Diplopoda, Spirostreptida,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 67 Td (Cambalopsidae) from Thailand, based both on morphological and molecular evidence. ZooKeys, 2020,

925, 55-72.
0.5 9
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15934 Hungry scale worms: Phylogenetics of Peinaleopolynoe (Polynoidae, Annelida), with four new species.
ZooKeys, 2020, 932, 27-74. 0.5 19

15935 A complete time-calibrated multi-gene phylogeny of the European butterflies. ZooKeys, 2020, 938, 97-124. 0.5 61

15936
Taxonomic revision and phylogenetic position of the flying squirrel genus Biswamoyopterus
(Mammalia, Rodentia, Sciuridae, Pteromyini) on the northern Indo-China peninsula. ZooKeys, 2020, 939,
65-85.

0.5 3

15937 Systematics of Pholidobolus lizards (Squamata, Gymnophthalmidae) from southern Ecuador, with
descriptions of four new species. ZooKeys, 2020, 954, 109-156. 0.5 10

15938
Revealing the stygobiotic and crenobiotic molluscan biodiversity hotspot in Caucasus: Part I. The
phylogeny of stygobiotic Sadlerianinae Szarowska, 2006 (Mollusca, Gastropoda, Hydrobiidae) from
Georgia with descriptions of five new genera and twenty-one new species. ZooKeys, 2020, 955, 1-77.

0.5 12

15939 A new cave amphipod, Pseudocrangonyx wonkimi sp. nov. (Crustacea, Amphipoda,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 542 Td (Pseudocrangonyctidae), from the Korean Peninsula. ZooKeys, 2020, 960, 1-15.0.5 2

15940 A new species of Nephus (Nephus) (Coleoptera, Coccinellidae) described from Reunion Island. ZooKeys,
2020, 962, 123-137. 0.5 2
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necessitating the new combination Saccharina subsessilis. Algae, 2018, 33, 157-166. 0.9 5
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(Scytosiphonaceae, Phaeophyceae) along the coast of China. Algae, 2019, 34, 217-228. 0.9 7

15979 Genetic diversity and distribution of edible scytosiphonacean algae from Ulleungdo Island, Korea.
Algae, 2019, 34, 229-236. 0.9 2

15980 Taxonomic study of three new Antarctic &lt;italic&gt;Asterochloris&lt;/italic&gt; (Trebouxio-phyceae)
based on morphological and molecular data. Algae, 2020, 35, 17-32. 0.9 9

15981 Occurrence and pathogenicity of &lt;italic&gt;Pythium&lt;/italic&gt; (Oomycota) on
&lt;italic&gt;Ulva&lt;/italic&gt; species (Chlorophyta) at different salinities. Algae, 2020, 35, 79-89. 0.9 5
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15995 A Genetic Study of a Newly Found Population of Siberian Salamander, Salamandrella keyserlingii
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and its implications for the taxonomy of Chamaesiphonaceae and Leptolyngbyaceae. Fottea, 2016, 16,
104-111.

0.4 3

15997 Genetic diversity in chrysophytes: Comparison of different gene markers. Fottea, 2017, 17, 209-221. 0.4 15
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the wood-feeding lower termite Hodotermopsis sjostedti. International Journal of Systematic and
Evolutionary Microbiology, 2020, 70, 4515-4522.

0.8 10
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22405 Cultivating epizoic diatoms provides insights into the evolution and ecology of both epibionts and
hosts. Scientific Reports, 2022, 12, . 1.6 3
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22437 Differential transcriptomic responses to heat stress in surface and subterranean diving beetles.
Scientific Reports, 2022, 12, . 1.6 6
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discordances in <i>Dendrobium</i> (Orchidaceae). Journal of Systematics and Evolution, 2023, 61,
790-805.

1.6 4
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22461
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Genome assembly of the Brassicaceae diploid Orychophragmus violaceus reveals complex
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q
0 0 0 rg
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Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 227 Td (Porcellanidae) with description of a new species from Australia. Zoosystematics and Evolution, 2022,
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DNA Part B: Resources, 2022, 7, 1761-1763. 0.2 0



1031

Citation Report

# Article IF Citations
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Biodiversity, 2023, 53, . 0.3 2
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production in the tropics. Mycological Progress, 2023, 22, . 0.5 1
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23421 Full-length transcriptome sequencing reveals the molecular mechanism of monoterpene and
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23483
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<scp><i>Cataglyphis aenescens</i></scp> (Hymenoptera: Formicidae): Genomic comparisons in
Formicinae. Entomological Research, 2023, 53, 45-54.
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(Ditrichaceae, Bryophyta). Mitochondrial DNA Part B: Resources, 2023, 8, 383-388. 0.2 0

23515
Revised classification of the Cyanidiophyceae based on plastid genome data with descriptions of the
Cavernulicolales ord. nov. and Galdieriales ord. nov. (Rhodophyta). Journal of Phycology, 2023, 59,
444-466.

1.0 11

23517 Discovery of the Streamlined Haloarchaeon <i>Halorutilus salinus</i> , Comprising a New Order
Widespread in Hypersaline Environments across the World. MSystems, 2023, 8, . 1.7 5

23518 Continent-wide recent emergence of a global pathogen in African amphibians. Frontiers in
Conservation Science, 0, 4, . 0.9 3
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