
Protein structure prediction on the Web: a case study using the Phyre server

Nature Protocols

4, 363-371

DOI: 10.1038/nprot.2009.2

Citation Report



Citation Report

2

# Article IF Citations

2 Comparative Protein Structure Modeling Using Modeller. Current Protocols in Bioinformatics, 2006,
15, Unit-5.6. 25.8 2,858

3 Bioinformatic identification of novel methyltransferases. Epigenomics, 2009, 1, 163-175. 1.0 47

4 Integrase-directed recovery of functional genes from genomic libraries. Nucleic Acids Research, 2009,
37, e118-e118. 6.5 12

5
A 3D structure model of the melibiose permease of Escherichia coli represents a distinctive fold for
Na+ symporters. Proceedings of the National Academy of Sciences of the United States of America,
2009, 106, 15291-15296.

3.3 34

6 A Periplasmic Thioredoxin-Like Protein Plays a Role in Defense against Oxidative Stress in <i>Neisseria
gonorrhoeae</i>. Infection and Immunity, 2009, 77, 4934-4939. 1.0 27

7 Pattern of Expression and Substrate Specificity of Chloroplast Ferredoxins from Chlamydomonas
reinhardtii. Journal of Biological Chemistry, 2009, 284, 25867-25878. 1.6 122

8
Single-Residue Changes in the C-Terminal Disulfide-Bonded Loop of the<i>Pseudomonas
aeruginosa</i>Type IV Pilin Influence Pilus Assembly and Twitching Motility. Journal of Bacteriology,
2009, 191, 6513-6524.

1.0 48

9 Comparative analysis of plant genomes allows the definition of the "Phytolongins": a novel non-SNARE
longin domain protein family. BMC Genomics, 2009, 10, 510. 1.2 23

10 Cloning and characterization of a glucosyltransferase from Crocus sativusstigmas involved in
flavonoid glucosylation. BMC Plant Biology, 2009, 9, 109. 1.6 36

11 The F-BAR Protein Syp1 Negatively Regulates WASp-Arp2/3 Complex Activity during Endocytic Patch
Formation. Current Biology, 2009, 19, 1979-1987. 1.8 64

12 Loop residues of the receptor binding domain of <i>Bacillus thuringiensis</i> Cry11Ba toxin are
important for mosquitocidal activity. FEBS Letters, 2009, 583, 2021-2030. 1.3 22

13 Key role of a PtdIns-4,5P2 micro domain in ionic regulation of the mammalian heart Na+/Ca2+
exchanger. Cell Calcium, 2009, 45, 546-553. 1.1 12

14 Perlecan domain I-conjugated, hyaluronic acid-based hydrogel particles for enhanced chondrogenic
differentiation via BMP-2 release. Biomaterials, 2009, 30, 6964-6975. 5.7 100

15 Iâ€•TASSER: Fully automated protein structure prediction in CASP8. Proteins: Structure, Function and
Bioinformatics, 2009, 77, 100-113. 1.5 384

16 Genome-wide association study identifies variants in TMPRSS6 associated with hemoglobin levels.
Nature Genetics, 2009, 41, 1170-1172. 9.4 217

17
Four newly isolated fuselloviruses from extreme geothermal environments reveal unusual
morphologies and a possible interviral recombination mechanism. Environmental Microbiology, 2009,
11, 2849-2862.

1.8 85

18 Î²-Glycosyl Azides as Substrates for Î±-Glycosynthases: Preparation of Efficient Î±-L-Fucosynthases.
Chemistry and Biology, 2009, 16, 1097-1108. 6.2 65

19 Identification of Functional LsrB-Like Autoinducer-2 Receptors. Journal of Bacteriology, 2009, 191,
6975-6987. 1.0 86



3

Citation Report

# Article IF Citations

20 Comprehensive Molecular Structure of the Eukaryotic Ribosome. Structure, 2009, 17, 1591-1604. 1.6 140

22 The Akt C-Terminal Modulator Protein Is an Acyl-CoA Thioesterase of the Hotdog-Fold Family.
Biochemistry, 2009, 48, 5507-5509. 1.2 17

23 Assessing computational methods for predicting protein stability upon mutation: good on average but
not in the details. Protein Engineering, Design and Selection, 2009, 22, 553-560. 1.0 325

24 Purification, characterization and sequencing of the major Î²-1,3-glucanase from the midgut of Tenebrio
molitor larvae. Insect Biochemistry and Molecular Biology, 2009, 39, 861-874. 1.2 53

25 Crystal Structure of the HEAT Domain from the Pre-mRNA Processing Factor Symplekin. Journal of
Molecular Biology, 2009, 392, 115-128. 2.0 19

26 Periplasmic Domains of Pseudomonas aeruginosa PilN and PilO Form a Stable Heterodimeric Complex.
Journal of Molecular Biology, 2009, 394, 143-159. 2.0 72

27 Structural genomics approach to drug discovery for Mycobacterium tuberculosis. Current Opinion
in Microbiology, 2009, 12, 318-325. 2.3 31

28 The Human Asparaginase-like Protein 1 hASRGL1 Is an Ntn Hydrolase with Î²-Aspartyl Peptidase Activity.
Biochemistry, 2009, 48, 11026-11031. 1.2 73

29
Evidence of Mineralization Activity and Supramolecular Assembly by the N-Terminal Sequence of
ACCBP, a Biomineralization Protein That Is Homologous to the Acetylcholine Binding Protein Family.
Biomacromolecules, 2009, 10, 3298-3305.

2.6 13

30 Dissection of USP catalytic domains reveals five common insertion points. Molecular BioSystems,
2009, 5, 1797. 2.9 135

31 P.2.b.005 Magnetisation imaging in major depressive disorder. European Neuropsychopharmacology,
2009, 19, S393-S394. 0.3 0

32 Functional analysis of the Bunyamwera orthobunyavirus Gc glycoprotein. Journal of General
Virology, 2009, 90, 2483-2492. 1.3 48

33
Biochemical Characterization of the RNase II Family of Exoribonucleases from the Human Pathogens
<i>Salmonella typhimurium</i> and <i>Streptococcus pneumoniae</i>. Biochemistry, 2009, 48,
11848-11857.

1.2 21

34 Chapter 10 Protein Import in Chloroplasts. Advances in Botanical Research, 2009, , 277-332. 0.5 5

35 Thiol isomerases negatively regulate the cellular shedding activity of ADAM17. Biochemical Journal,
2010, 428, 439-450. 1.7 149

36 Identification and characterization of a strict and a promiscuous <i>N</i>-acetylglucosamine-1-P
uridylyltransferase in <i>Arabidopsis</i>. Biochemical Journal, 2010, 430, 275-284. 1.7 34

37 Basic protein structure prediction for the biologist: A review. Archives of Biological Sciences, 2010,
62, 857-871. 0.2 27

38
Dominant-Negative Mutations in Î±-II Spectrin Cause West Syndrome with Severe Cerebral
Hypomyelination, Spastic Quadriplegia, and Developmental Delay. American Journal of Human Genetics,
2010, 86, 881-891.

2.6 131



4

Citation Report

# Article IF Citations

39 Mutations in HPSE2 Cause Urofacial Syndrome. American Journal of Human Genetics, 2010, 86, 963-969. 2.6 88

40 In silico analysis of antibody triggering biofilm associated protein in Acinetobacter baumannii.
Journal of Theoretical Biology, 2010, 266, 275-290. 0.8 45

41 The annotation of full zinc proteomes. Journal of Biological Inorganic Chemistry, 2010, 15, 1071-1078. 1.1 27

42 Savicalin, a lipocalin from hemocytes of the soft tick, Ornithodoros savignyi. Experimental and
Applied Acarology, 2010, 52, 313-326. 0.7 13

43
Characterisation of sunflower-21 (SF21) genes expressed in pollen and pistil of Senecio squalidus
(Asteraceae) and their relationship with other members of the SF21 gene family. Sexual Plant
Reproduction, 2010, 23, 173-186.

2.2 7

44 Gene Sequence, Bioinformatics and Enzymatic Characterization of Î±-Amylase from Saccharomycopsis
fibuligera KZ. Protein Journal, 2010, 29, 355-364. 0.7 33

45 Correlation to Protein Conformation of Wide-Angle X-ray Scatter Parameters. Protein Journal, 2010,
29, 545-550. 0.7 27

46 Flocculation protein structure and cellâ€“cell adhesion mechanism in Saccharomyces cerevisiae.
Biotechnology Letters, 2010, 32, 1571-1585. 1.1 75

47 Proteogenomic and functional analysis of chromate reduction in Acidiphilium cryptum JF-5, an
Fe(III)-respiring acidophile. BioMetals, 2010, 23, 1129-1138. 1.8 32

48 A novel thermophilic lipase from Fervidobacterium nodosum Rt17-B1 representing a new subfamily of
bacterial lipases. Journal of Molecular Catalysis B: Enzymatic, 2010, 66, 81-89. 1.8 28

49 Refolded dengue virus type 2 NS1 protein expressed in Escherichia coli preserves structural and
immunological properties of the native protein. Journal of Virological Methods, 2010, 167, 186-192. 1.0 47

50 Structural Insights into the COP9 Signalosome and Its Common Architecture with the 26S
Proteasome Lid and eIF3. Structure, 2010, 18, 518-527. 1.6 68

51 Structures of Get3, Get4, and Get5 Provide New Models for TA Membrane Protein Targeting. Structure,
2010, 18, 897-902. 1.6 34

52 Leveraging the membrane â€“ cytoskeleton interface with myosin-1. Trends in Cell Biology, 2010, 20,
418-426. 3.6 130

53 Creating PWMs of transcription factors using 3D structure-based computation of protein-DNA free
binding energies. BMC Bioinformatics, 2010, 11, 225. 1.2 20

54 High amino acid diversity and positive selection at a putative coral immunity gene (tachylectin-2). BMC
Evolutionary Biology, 2010, 10, 150. 3.2 31

55 Evolutionary history of the poly(ADP-ribose) polymerase gene family in eukaryotes. BMC Evolutionary
Biology, 2010, 10, 308. 3.2 108

56 The RST and PARP-like domain containing SRO protein family: analysis of protein structure, function
and conservation in land plants. BMC Genomics, 2010, 11, 170. 1.2 101



5

Citation Report

# Article IF Citations

57 An Artemis polymorphic variant reduces Artemis activity and confers cellular radiosensitivity. DNA
Repair, 2010, 9, 1003-1010. 1.3 33

58 Effective Suppression of Vascular Network Formation by Combination of Antibodies Blocking VEGFR
Ligand Binding and Receptor Dimerization. Cancer Cell, 2010, 18, 630-640. 7.7 119

59 HIV-1 Nef associates with p22-phox, a component of the NADPH oxidase protein complex. Cellular
Immunology, 2010, 263, 166-171. 1.4 16

60 Structure of a polyisoprenoid binding domain from <i>Saccharophagus degradans</i> implicated in
plant cell wall breakdown. FEBS Letters, 2010, 584, 1577-1584. 1.3 20

61 Biochemical characterization of the RNAâ€•hydrolytic activity of a pumpkin 2S albumin. FEBS Letters,
2010, 584, 4089-4096. 1.3 19

62 Characterization of aryl hydrocarbon receptor interacting protein (AIP) mutations in familial
isolated pituitary adenoma families. Human Mutation, 2010, 31, 950-960. 1.1 154

63 Pacidamycin Biosynthesis: Identification and Heterologous Expression of the First Uridyl Peptide
Antibiotic Gene Cluster. ChemBioChem, 2010, 11, 1700-1709. 1.3 68

64 A Potential Antitumor Drug (Arginine Deiminase) Reengineered for Efficient Operation under
Physiological Conditions. ChemBioChem, 2010, 11, 2294-2301. 1.3 27

66 NMR Spectroscopic and Theoretical Analysis of a Spontaneously Formed Lysâ€“Asp Isopeptide Bond.
Angewandte Chemie - International Edition, 2010, 49, 8421-8425. 7.2 88

67 Dimerization of the AtoC response regulator and modelling of its binding to DNA. Journal of
Molecular Graphics and Modelling, 2010, 29, 565-572. 1.3 1

68 Biosynthesis of Rhizocticins, Antifungal Phosphonate Oligopeptides Produced by Bacillus subtilis
ATCC6633. Chemistry and Biology, 2010, 17, 28-37. 6.2 95

69
Expression, purification, crystallization and preliminary X-ray analysis ofPseudomonas
aeruginosaAlgX. Acta Crystallographica Section F: Structural Biology Communications, 2010, 66,
588-591.

0.7 8

70 Identification and characterization of a bacterial glutamic peptidase. BMC Biochemistry, 2010, 11, 47. 4.4 29

71 The human collagen beta(1-O)galactosyltransferase, GLT25D1, is a soluble endoplasmic reticulum
localized protein. BMC Cell Biology, 2010, 11, 33. 3.0 39

72 Insight into the structure of the pUL89 Câ€•terminal domain of the human cytomegalovirus terminase
complex. Proteins: Structure, Function and Bioinformatics, 2010, 78, 1520-1530. 1.5 11

73 Predicted residueâ€“residue contacts can help the scoring of 3D models. Proteins: Structure, Function
and Bioinformatics, 2010, 78, 1980-1991. 1.5 30

74
Computational modeling of laminin Nâ€•terminal domains using sparse distance constraints from
disulfide bonds and chemical crossâ€•linking. Proteins: Structure, Function and Bioinformatics, 2010, 78,
3409-3427.

1.5 29

75 Novel PSI Domains in Plant and Animal H+-Inositol Symporters. Traffic, 2010, 11, 767-781. 1.3 16



6

Citation Report

# Article IF Citations

76 Ixr1p regulates oxygen-dependent â€ƒHEM13â€ƒtranscription. FEMS Yeast Research, 2010, 10, 309-321. 1.1 13

77
OXP1/YKL215c encodes an ATP-dependent 5-oxoprolinase in Saccharomyces cerevisiae: functional
characterization, domain structure and identification of actin-like ATP-binding motifs in eukaryotic
5-oxoprolinases. FEMS Yeast Research, 2010, 10, 394-401.

1.1 25

78 New members of the brachyurins family in lobster include a trypsinâ€•like enzyme with amino acid
substitutions in the substrateâ€•binding pocket. FEBS Journal, 2010, 277, 3489-3501. 2.2 14

79 The alr2505 (<i>osiS</i>) gene from <i>Anabaena</i> sp. strain PCC7120 encodes a cysteine desulfurase
induced by oxidative stress. FEBS Journal, 2010, 277, 3715-3725. 2.2 5

80
Identification and characterization of two families of F<sub>420</sub>H<sub>2</sub>â€•dependent
reductases from <i>Mycobacteria</i> that catalyse aflatoxin degradation. Molecular Microbiology,
2010, 78, 561-575.

1.2 132

81 A novel doubleâ€•tryptophan peptide pheromone controls competence in <i>Streptococcus</i> spp. via an
Rgg regulator. Molecular Microbiology, 2010, 78, 589-606. 1.2 256

82 Identification and function of the RNA chaperone Hfq in the Lyme disease spirochete <i>Borrelia
burgdorferi</i>. Molecular Microbiology, 2010, 78, 622-635. 1.2 86

83 THAP proteins target specific DNA sites through bipartite recognition of adjacent major and minor
grooves. Nature Structural and Molecular Biology, 2010, 17, 117-123. 3.6 67

84 Position of the general transcription factor TFIIF within the RNA polymerase II transcription
preinitiation complex. EMBO Journal, 2010, 29, 706-716. 3.5 84

85 Generation of recombinant antibodies and means for increasing their affinity. Biochemistry
(Moscow), 2010, 75, 1584-1605. 0.7 20

86 Mutations in the formin gene INF2 cause focal segmental glomerulosclerosis. Nature Genetics, 2010,
42, 72-76. 9.4 381

87 SLEEPLESS, a Ly-6/neurotoxin family member, regulates the levels, localization and activity of Shaker.
Nature Neuroscience, 2010, 13, 69-75. 7.1 99

88 I-TASSER: a unified platform for automated protein structure and function prediction. Nature
Protocols, 2010, 5, 725-738. 5.5 5,594

89 On the Mechanism of Chloroquine Resistance in Plasmodium falciparum. PLoS ONE, 2010, 5, e14064. 1.1 67

90 The Bacterial Intimins and Invasins: A Large and Novel Family of Secreted Proteins. PLoS ONE, 2010, 5,
e14403. 1.1 50

91 In silico structure-function analysis of pathological variation in the <i>HSD11B2</i> gene sequence.
Physiological Genomics, 2010, 42, 319-330. 1.0 24

92 The Herpes Simplex Virus Type 1 UL20 Protein and the Amino Terminus of Glycoprotein K (gK) Physically
Interact with gB. Journal of Virology, 2010, 84, 8596-8606. 1.5 50

93 PHF8, a gene associated with cleft lip/palate and mental retardation, encodes for an NÎµ-dimethyl lysine
demethylase. Human Molecular Genetics, 2010, 19, 217-222. 1.4 153



7

Citation Report

# Article IF Citations

94 Structural Insights into Serine-rich Fimbriae from Gram-positive Bacteria. Journal of Biological
Chemistry, 2010, 285, 32446-32457. 1.6 48

95 Biosynthesis of a New UDP-sugar, UDP-2-acetamido-2-deoxyxylose, in the Human Pathogen Bacillus
cereus Subspecies cytotoxis NVH 391-98. Journal of Biological Chemistry, 2010, 285, 24825-24833. 1.6 16

96 MidA is a putative methyltransferase that is required for mitochondrial complex I function. Journal
of Cell Science, 2010, 123, 1674-1683. 1.2 49

97 An Autoinhibitory Domain Confers Redox Regulation to Maize Glycerate Kinase Â . Plant Physiology,
2010, 153, 832-840. 2.3 26

98 Bioinformatic Analysis of the Genome of Infectious Salmon Anemia Virus Associated with Outbreaks
with High Mortality in Chile. Journal of Virology, 2010, 84, 11916-11928. 1.5 39

99 Chondroitin Sulfate Synthase-2/Chondroitin Polymerizing Factor Has Two Variants with Distinct
Function*. Journal of Biological Chemistry, 2010, 285, 34155-34167. 1.6 20

100 Bicaudal D1-Dependent Trafficking of Human Cytomegalovirus Tegument Protein pp150 in Virus-Infected
Cells. Journal of Virology, 2010, 84, 3162-3177. 1.5 59

101 Analysis of the Role of the Type III Effector Inventory of<i>Pseudomonas syringae</i>pv. phaseolicola
1448a in Interaction with the Plant. Journal of Bacteriology, 2010, 192, 4474-4488. 1.0 64

102 Mutagenesis of the Rns regulator of enterotoxigenic Escherichia coli reveals roles for a linker
sequence and two helixâ€“turnâ€“helix motifs. Microbiology (United Kingdom), 2010, 156, 2796-2806. 0.7 11

103 Crooked, Coiled and Crimpled are three Ly6-like proteins required for proper localization of septate
junction components. Development (Cambridge), 2010, 137, 2427-2437. 1.2 57

104 Characterization of a Novel Riboswitch-Regulated Lysine Transporter in<i>Aggregatibacter
actinomycetemcomitans</i>. Journal of Bacteriology, 2010, 192, 6240-6250. 1.0 15

105 Structural Basis of Membrane Targeting by the Dock180 Family of Rho Family Guanine Exchange
Factors (Rho-GEFs). Journal of Biological Chemistry, 2010, 285, 13211-13222. 1.6 59

106 GTP-independent tRNA Delivery to the Ribosomal P-site by a Novel Eukaryotic Translation Factor.
Journal of Biological Chemistry, 2010, 285, 26779-26787. 1.6 144

107 Sigma viruses from three species of <i>Drosophila</i> form a major new clade in the rhabdovirus
phylogeny. Proceedings of the Royal Society B: Biological Sciences, 2010, 277, 35-44. 1.2 60

108 <i>Streptococcus pneumoniae</i> Isolates Expressing a Capsule with Epitopes of Both Serotypes 6A
and 6B. Vaccine Journal, 2010, 17, 1820-1822. 3.2 16

109
<i>In V</i> <i>itro</i> and <i>In V</i> <i>ivo</i> Characterization of the <i>Pseudomonas
aeruginosa</i> Cyclic AMP (cAMP) Phosphodiesterase CpdA, Required for cAMP Homeostasis and
Virulence Factor Regulation. Journal of Bacteriology, 2010, 192, 2779-2790.

1.0 87

110 The Inhibitory Action of P56 on Select Functions of E1 Mediates Interferon's Effect on Human
Papillomavirus DNA Replication. Journal of Virology, 2010, 84, 13036-13039. 1.5 53

111
Crystal structure analysis reveals <i>Pseudomonas</i> PilY1 as an essential calcium-dependent
regulator of bacterial surface motility. Proceedings of the National Academy of Sciences of the
United States of America, 2010, 107, 1065-1070.

3.3 78



8

Citation Report

# Article IF Citations

112 New Aminoacyl-tRNA Synthetase-like Protein in Insecta with an Essential Mitochondrial Function.
Journal of Biological Chemistry, 2010, 285, 38157-38166. 1.6 21

113 <i>Drosophila</i> IAP antagonists form multimeric complexes to promote cell death. Journal of Cell
Biology, 2010, 190, 1039-1052. 2.3 63

114 When simple sequence comparison fails: the cryptic case of the shared domains of the bacterial
replication initiation proteins DnaB and DnaD. Nucleic Acids Research, 2010, 38, 6930-6942. 6.5 26

115 Single-Stranded DNA Binding by F TraI Relaxase and Helicase Domains Is Coordinately Regulated.
Journal of Bacteriology, 2010, 192, 3620-3628. 1.0 25

116 A predictor for toxin-like proteins exposes cell modulator candidates within viral genomes.
Bioinformatics, 2010, 26, i482-i488. 1.8 8

117 Roborovskin, a Lipocalin in the Urine of the Roborovski Hamster, Phodopus roborovskii. Chemical
Senses, 2010, 35, 675-684. 1.1 11

118 Identification of Specific DNA Binding Residues in the TCP Family of Transcription Factors in
<i>Arabidopsis</i> Â . Plant Cell, 2010, 22, 1174-1189. 3.1 122

119
Expansion of the target of rapamycin (TOR) kinase family and function in <i>Leishmania</i> shows that
<i>TOR3</i> is required for acidocalcisome biogenesis and animal infectivity. Proceedings of the
National Academy of Sciences of the United States of America, 2010, 107, 11965-11970.

3.3 78

120 3DLigandSite: predicting ligand-binding sites using similar structures. Nucleic Acids Research, 2010, 38,
W469-W473. 6.5 549

121 A photoactivatable green-fluorescent protein from the phylum Ctenophora. Proceedings of the Royal
Society B: Biological Sciences, 2010, 277, 1155-1160. 1.2 27

122
The Actinomycin Biosynthetic Gene Cluster of<i>Streptomyces chrysomallus</i>: a Genetic Hall of
Mirrors for Synthesis of a Molecule with Mirror Symmetry. Journal of Bacteriology, 2010, 192,
2583-2595.

1.0 82

123 Negative Role of RIG-I Serine 8 Phosphorylation in the Regulation of Interferon-Î² Production. Journal
of Biological Chemistry, 2010, 285, 20252-20261. 1.6 96

124 Mutant WDR36 directly affects axon growth of retinal ganglion cells leading to progressive retinal
degeneration in mice. Human Molecular Genetics, 2010, 19, 3806-3815. 1.4 39

125 Archazolid A Binds to the Equatorial Region of the c-Ring of the Vacuolar H+-ATPase*. Journal of
Biological Chemistry, 2010, 285, 38304-38314. 1.6 44

126 Discovery and Characterization of an Amidinotransferase Involved in the Modification of Archaeal
tRNA. Journal of Biological Chemistry, 2010, 285, 12706-12713. 1.6 35

127 Epstein-Barr Virus LF2 Protein Regulates Viral Replication by Altering Rta Subcellular Localization.
Journal of Virology, 2010, 84, 9920-9931. 1.5 28

128 Characterization of the haem-uptake system of the equine pathogen Streptococcus equi subsp. equi.
Microbiology (United Kingdom), 2010, 156, 1824-1835. 0.7 12

129
Myosin 1G Is an Abundant Class I Myosin in Lymphocytes Whose Localization at the Plasma Membrane
Depends on Its Ancient Divergent Pleckstrin Homology (PH) Domain (Myo1PH). Journal of Biological
Chemistry, 2010, 285, 8675-8686.

1.6 58



9

Citation Report

# Article IF Citations

130 A Conserved Interaction between the SDI Domain of Bre2 and the Dpy-30 Domain of Sdc1 Is Required for
Histone Methylation and Gene Expression*. Journal of Biological Chemistry, 2010, 285, 595-607. 1.6 49

131 Gene cloning and characterization of a novel thermophilic esterase from Fervidobacterium nodosum
Rt17-B1. Acta Biochimica Et Biophysica Sinica, 2010, 42, 288-295. 0.9 23

132 The Extreme C Terminus of the ABC Protein DrrA Contains Unique Motifs Involved in Function and
Assembly of the DrrAB Complex. Journal of Biological Chemistry, 2010, 285, 38324-38336. 1.6 12

133 Identification of YsrT and Evidence that YsrRST Constitute a Unique Phosphorelay System in<i>Yersinia
enterocolitica</i>. Journal of Bacteriology, 2010, 192, 5887-5897. 1.0 9

134 Contributions of<i>Francisella tularensis</i>subsp.<i>novicida</i>Chitinases and Sec Secretion
System to Biofilm Formation on Chitin. Applied and Environmental Microbiology, 2010, 76, 596-608. 1.4 62

135 Sequencing delivers diminishing returns for homology detection: implications for mapping the
protein universe. Bioinformatics, 2010, 26, 2664-2671. 1.8 24

136
Direct structural insight into the substrate-shuttling mechanism of yeast fatty acid synthase by
electron cryomicroscopy. Proceedings of the National Academy of Sciences of the United States of
America, 2010, 107, 9164-9169.

3.3 62

137 The SOCS-Box of HIV-1 Vif Interacts with ElonginBC by Induced-Folding to Recruit Its Cul5-Containing
Ubiquitin Ligase Complex. PLoS Pathogens, 2010, 6, e1000925. 2.1 72

138
Importance of the Î±C-helix in the cyclic nucleotide binding domain for the stable channel regulation
and function of cyclic nucleotide gated ion channels in Arabidopsis. Journal of Experimental Botany,
2010, 61, 2383-2393.

2.4 28

139 Low-homology protein threading. Bioinformatics, 2010, 26, i294-i300. 1.8 74

140 Structural and Biochemical Characterization of the Human Cyclophilin Family of Peptidyl-Prolyl
Isomerases. PLoS Biology, 2010, 8, e1000439. 2.6 226

141 The Transcriptional Regulator Rok Binds A+T-Rich DNA and Is Involved in Repression of a Mobile
Genetic Element in Bacillus subtilis. PLoS Genetics, 2010, 6, e1001207. 1.5 90

142 Homology of SMP domains to the TULIP superfamily of lipid-binding proteins provides a structural
basis for lipid exchange between ER and mitochondria. Bioinformatics, 2010, 26, 1927-1931. 1.8 192

143 Calmodulin binding to Arabidopsis cyclic nucleotide gated ion channels. Plant Signaling and Behavior,
2010, 5, 1147-1149. 1.2 8

144 Vipp1 and PspA. Communicative and Integrative Biology, 2010, 3, 162-165. 0.6 30

145 The carbohydrate-binding module (CBM)-like sequence is crucial for rice CWA1/BC1 function in proper
assembly of secondary cell wall materials. Plant Signaling and Behavior, 2010, 5, 1433-1436. 1.2 15

146 Î±-Arrestins Aly1 and Aly2 Regulate Intracellular Trafficking in Response to Nutrient Signaling.
Molecular Biology of the Cell, 2010, 21, 3552-3566. 0.9 97

147 Functions of Heteromeric and Homomeric Isoamylase-Type Starch-Debranching Enzymes in Developing
Maize Endosperm Â  Â . Plant Physiology, 2010, 153, 956-969. 2.3 84



10

Citation Report

# Article IF Citations

148 Activin A Regulates Porcine Follicle-Stimulating Hormone Î²-Subunit Transcription via Cooperative
Actions of SMADs and FOXL2. Endocrinology, 2010, 151, 5456-5467. 1.4 40

149 Exploring genomes for glycosyltransferases. Molecular BioSystems, 2010, 6, 1773. 2.9 32

150 Breast cancer-specific mutations in CK1Îµ inhibit Wnt/Î²-catenin and activate the Wnt/Rac1/JNK and NFAT
pathways to decrease cell adhesion and promote cell migration. Breast Cancer Research, 2010, 12, R30. 2.2 69

151 Leucine-rich repeat protein PRAME: expression, potential functions and clinical implications for
leukaemia. Molecular Cancer, 2010, 9, 226. 7.9 76

152
Distinct class of DNA-binding domains is exemplified by a master regulator of phenotypic switching in
<i>Candida albicans</i>. Proceedings of the National Academy of Sciences of the United States of
America, 2010, 107, 14105-14110.

3.3 71

153
AromaticC-Methyltransferases with Antipodal Stereoselectivity for Structurally Diverse Phenolic
Amino Acids Catalyze the Methylation Step in the Biosynthesis of the Actinomycin Chromophore.
Biochemistry, 2010, 49, 9698-9705.

1.2 27

154 Cross-Talk between the Catalytic Core and the Regulatory Domain in Cystathionine Î²-Synthase: Study by
Differential Covalent Labeling and Computational Modeling. Biochemistry, 2010, 49, 10526-10534. 1.2 15

155 Selective Inhibition of DNA Replicase Assembly by a Non-natural Nucleotide: Exploiting the Structural
Diversity of ATP-Binding Sites. ACS Chemical Biology, 2010, 5, 183-194. 1.6 5

156 SIRT Inhibitors Induce Cell Death and p53 Acetylation through Targeting Both SIRT1 and SIRT2.
Molecular Cancer Therapeutics, 2010, 9, 844-855. 1.9 372

157 Biochemistry and Genetics of Starch Synthesis. Annual Review of Food Science and Technology, 2010,
1, 271-303. 5.1 173

158 Hijacking the host ubiquitin pathway: structural strategies of bacterial E3 ubiquitin ligases. Current
Opinion in Microbiology, 2010, 13, 41-46. 2.3 77

159 tRNA mitochondrial import in yeast: Mapping of the import determinants in the carrier protein, the
precursor of mitochondrial lysyl-tRNA synthetase. Mitochondrion, 2010, 10, 284-293. 1.6 22

160 Allergenicity of Hev b 13, a major esterase allergen in natural rubber latex (Hevea brasiliensis) allergy,
does not only depend on its carbohydrate moiety. Molecular Immunology, 2010, 47, 871-877. 1.0 8

161 Channel catfish soluble FcÎ¼R binds conserved linear epitopes present on CÎ¼3 and CÎ¼4. Molecular
Immunology, 2010, 47, 1306-1316. 1.0 8

162 The catalytic and other residues essential for the activity of the midgut trehalase from Spodoptera
frugiperda. Insect Biochemistry and Molecular Biology, 2010, 40, 733-741. 1.2 32

163 Characterization of a Î²-1,3-glucanase active in the alkaline midgut of Spodoptera frugiperda larvae and
its relation to Î²-glucan-binding proteins. Insect Biochemistry and Molecular Biology, 2010, 40, 861-872. 1.2 56

164
Homology modeling and docking studies of Comamonas testosteroni B-356 biphenyl-2,3-dioxygenase
involved in degradation of polychlorinated biphenyls. International Journal of Biological
Macromolecules, 2010, 46, 47-53.

3.6 9

165 Human group III PLA2 as a drug target: Structural analysis and inhibitor binding studies. International
Journal of Biological Macromolecules, 2010, 47, 496-501. 3.6 14



11

Citation Report

# Article IF Citations

166 Specific coiled-coil interactions contribute to a global model of the structure of the spindle pole
body. Journal of Structural Biology, 2010, 170, 246-256. 1.3 6

167
Binding of S-Methyl-5â€²-Thioadenosine and S-Adenosyl-l-Methionine to Protein MJ0100 Triggers an
Open-to-Closed Conformational Change in Its CBS Motif Pair. Journal of Molecular Biology, 2010, 396,
800-820.

2.0 42

168 Four Distinct Structural Domains in Clostridium difficile Toxin B Visualized Using SAXS. Journal of
Molecular Biology, 2010, 396, 1260-1270. 2.0 46

169 Protein Folding Requires Crowd Control in a Simulated Cell. Journal of Molecular Biology, 2010, 397,
1329-1338. 2.0 76

170
Crystal Structure of the GalNAc/Gal-Specific Agglutinin from the Phytopathogenic Ascomycete
Sclerotinia sclerotiorum Reveals Novel Adaptation of a Î²-Trefoil Domain. Journal of Molecular
Biology, 2010, 400, 715-723.

2.0 33

171 Assembly and Maturation of the Bacteriophage Lambda Procapsid: gpC Is the Viral Protease. Journal of
Molecular Biology, 2010, 401, 813-830. 2.0 37

172 Structural Conservation of Components in the Amino Acid Sensing Branch of the TOR Pathway in
Yeast and Mammals. Journal of Molecular Biology, 2010, 402, 388-398. 2.0 51

173 SAXS and X-ray Crystallography Suggest an Unfolding Model for the GDP/GTP Conformational Switch
of the Small GTPase Arf6. Journal of Molecular Biology, 2010, 402, 696-707. 2.0 13

174 Characterization of arrangement and expression of the beta-2 microglobulin locus in the sandbar and
nurse shark. Developmental and Comparative Immunology, 2010, 34, 189-195. 1.0 11

175 Mutational study of the MAMLD1-gene in hypospadias. European Journal of Medical Genetics, 2010, 53,
122-126. 0.7 51

176 Sodium or potassium efflux ATPase. Biochimica Et Biophysica Acta - Biomembranes, 2010, 1798, 1841-1853. 1.4 72

177 The Systematic Functional Analysis of Plasmodium Protein Kinases Identifies Essential Regulators of
Mosquito Transmission. Cell Host and Microbe, 2010, 8, 377-387. 5.1 267

178 Protective response to subunit vaccination against intranasal Burkholderia mallei and B.
pseudomallei challenge. Procedia in Vaccinology, 2010, 2, 73-77. 0.4 38

179 Multiple interests in structural models of DARC transmembrane protein. Transfusion Clinique Et
Biologique, 2010, 17, 184-196. 0.2 13

180 The 285Â kDa Bap/RTX hybrid cell surface protein (SO4317) of Shewanella oneidensis MR-1 is a key
mediator of biofilm formation. Research in Microbiology, 2010, 161, 144-152. 1.0 48

181 A Repurposing Strategy Identifies Novel Synergistic Inhibitors of <i>Plasmodium falciparum</i> Heat
Shock Protein 90. Journal of Medicinal Chemistry, 2010, 53, 3552-3557. 2.9 80

182
Barley xyloglucan xyloglucosyl transferases bind xyloglucan-derived oligosaccharides in their
acceptor-binding regions in multiple conformational states. Archives of Biochemistry and Biophysics,
2010, 496, 61-68.

1.4 7

183 Recombinant expression, purification, and characterization of ThmD, the oxidoreductase component
of tetrahydrofuran monooxygenase. Archives of Biochemistry and Biophysics, 2010, 496, 123-131. 1.4 11



12

Citation Report

# Article IF Citations

184 <i>In Vitro</i> Assembly of the T=13 Procapsid of Bacteriophage T5 with Its Scaffolding Domain.
Journal of Virology, 2010, 84, 9350-9358. 1.5 31

185 3D Structure Modeling of a Transmembrane Protein, Fatty Acid Elongase. Communications in
Computer and Information Science, 2010, , 36-45. 0.4 1

186 Analyses of Subnanometer Resolution Cryo-EM Density Maps. Methods in Enzymology, 2010, 483, 1-29. 0.4 22

187 Rrp6, Rrp47 and Cofactors of the Nuclear Exosome. Advances in Experimental Medicine and Biology,
2010, 702, 91-104. 0.8 53

188
A novel class of protease targets of phosphatidylethanolamine-binding proteins (PEBP): a study of the
acylpeptide hydrolase and the PEBP inhibitor from the archaeon Sulfolobus solfataricus. Molecular
BioSystems, 2010, 6, 2498.

2.9 9

189 Genetic variants of the NOTCH3 gene in the elderly and magnetic resonance imaging correlates of
age-related cerebral small vessel disease. Brain, 2011, 134, 3384-3397. 3.7 108

190
EspR, a key regulator of <i>Mycobacterium tuberculosis</i> virulence, adopts a unique dimeric
structure among helix-turn-helix proteins. Proceedings of the National Academy of Sciences of the
United States of America, 2011, 108, 13450-13455.

3.3 33

191 Type VI Secretion System in Pseudomonas aeruginosa. Journal of Biological Chemistry, 2011, 286,
12317-12327. 1.6 150

192 Crystal Structure of the Central Coiled-Coil Domain from Human Liprin-Î²2. Biochemistry, 2011, 50,
3807-3815. 1.2 5

193

Modelling the structure of the red cell membraneThis paper is one of a selection of papers published
in a Special Issue entitled CSBMCB 53rd Annual Meeting â€” Membrane Proteins in Health and Disease,
and has undergone the Journalâ€™s usual peer review process.. Biochemistry and Cell Biology, 2011, 89,
200-215.

0.9 91

194 A natural prodrug activation mechanism in nonribosomal peptide synthesis. Nature Chemical Biology,
2011, 7, 888-890. 3.9 118

195 Mechanism of the Intramolecular Claisen Condensation Reaction Catalyzed by MenB, a Crotonase
Superfamily Member. Biochemistry, 2011, 50, 9532-9544. 1.2 62

196 Changes in Conformation at the Cytoplasmic Ends of the Fifth and Sixth Transmembrane Helices of a
Yeast G Protein-Coupled Receptor in Response to Ligand Binding. Biochemistry, 2011, 50, 6841-6854. 1.2 22

197 Biochemical Characterization of a Multidomain Deubiquitinating Enzyme Ubp15 and the Regulatory
Role of Its Terminal Domains. Biochemistry, 2011, 50, 6423-6432. 1.2 12

198
Lyme Disease Enolpyruvyl-UDP-GlcNAc Synthase: Fosfomycin-Resistant MurA from <i>Borrelia
burgdorferi</i>, a Fosfomycin-Sensitive Mutant, and the Catalytic Role of the Active Site Asp.
Biochemistry, 2011, 50, 2205-2212.

1.2 22

199 Mapping the Reaction Coordinates of Enzymatic Defluorination. Journal of the American Chemical
Society, 2011, 133, 7461-7468. 6.6 73

200 A Î²-(1,2)-Glycosynthase and an Attempted Selection Method for the Directed Evolution of
Glycosynthases. Biochemistry, 2011, 50, 10359-10366. 1.2 11

201 Protein Structural Domains: Definition and Prediction. Current Protocols in Protein Science, 2011, 66,
Unit2.14. 2.8 2



13

Citation Report

# Article IF Citations

202 Cloning, sequencing and characterization of the biosynthetic gene cluster of sanglifehrin A, a potent
cyclophilin inhibitor. Molecular BioSystems, 2011, 7, 852-861. 2.9 49

203 Automated Protein Structure Modeling with SWISS-MODEL Workspace and the Protein Model Portal.
Methods in Molecular Biology, 2011, 857, 107-136. 0.4 124

204 Biosynthesis of the Pseudomonas aeruginosa Extracellular Polysaccharides, Alginate, Pel, and Psl.
Frontiers in Microbiology, 2011, 2, 167. 1.5 432

205 Synergistic use of plant-prokaryote comparative genomics for functional annotations. BMC Genomics,
2011, 12, S2. 1.2 43

206 Completing the puzzle of aurachin biosynthesis in Stigmatella aurantiaca Sg a15. Molecular
BioSystems, 2011, 7, 3308. 2.9 45

207 Mining Protein Sequence Databases for Remote Homologues That Can Display Considerable Domain
Length Variations. , 2011, , . 0

208 Peptide Signaling in the Staphylococci. Chemical Reviews, 2011, 111, 117-151. 23.0 341

210 S-nitrosylation of NADPH oxidase regulates cell death in plant immunity. Nature, 2011, 478, 264-268. 13.7 596

211 Atomistic Structure of Monomolecular Surface Layer Self-Assemblies: Toward Functionalized
Nanostructures. ACS Nano, 2011, 5, 2288-2297. 7.3 26

212 Oligomerization of plant FtsZ1 and FtsZ2 plastid division proteins. Archives of Biochemistry and
Biophysics, 2011, 513, 94-101. 1.4 8

213 Stimulation of human formyl peptide receptors by calpain inhibitors: Homology modeling of receptors
and ligand docking simulation. Archives of Biochemistry and Biophysics, 2011, 516, 121-127. 1.4 15

214 The Molecular Basis of CRL4DDB2/CSA Ubiquitin Ligase Architecture, Targeting, and Activation. Cell,
2011, 147, 1024-1039. 13.5 372

215 The second bactericidal permeability increasing protein (BPI) and its revelation of the gene duplication
in the Pacific oyster, Crassostrea gigas. Fish and Shellfish Immunology, 2011, 30, 954-963. 1.6 41

216 Synthetic biosensing systems. International Journal of Biochemistry and Cell Biology, 2011, 43, 310-319. 1.2 21

217 A hybrid model to study pathological mutations of the human ADP/ATP carriers. Biochimie, 2011, 93,
1415-1423. 1.3 2

218 Promiscuity, stability and cold adaptation of a newly isolated acylaminoacyl peptidase. Biochimie, 2011,
93, 1543-1554. 1.3 22

219 Nasal embryonic LHRH factor (NELF) mutations in patients with normosmic hypogonadotropic
hypogonadism and Kallmann syndrome. Fertility and Sterility, 2011, 95, 1613-1620.e7. 0.5 57

220 Identification of Plant RAD52 Homologs and Characterization of the Arabidopsis thaliana RAD52-Like
Genes. Plant Cell, 2011, 23, 4266-4279. 3.1 63



14

Citation Report

# Article IF Citations

221 Ligand-Binding PAS Domains in a Genomic, Cellular, and Structural Context. Annual Review of
Microbiology, 2011, 65, 261-286. 2.9 369

222 Characterization of FarR as a highly specialized, growth phase-dependent transcriptional regulator in
Neisseria meningitidis. International Journal of Medical Microbiology, 2011, 301, 325-333. 1.5 8

223 Identification of novel selective antagonists for cyclin C by homology modeling and virtual
screening. International Journal of Biological Macromolecules, 2011, 48, 292-300. 3.6 18

224 Polymorphisms of MAMLD1 gene in hypospadias. Journal of Pediatric Urology, 2011, 7, 585-591. 0.6 33

225 Structural insight into the glycosylphosphatidylinositol transamidase subunits PIG-K and PIG-S from
yeast. Journal of Structural Biology, 2011, 173, 271-281. 1.3 12

226 A Conformational Switch Involved in Maturation of Staphylococcus aureus Bacteriophage 80Î± Capsids.
Journal of Molecular Biology, 2011, 405, 863-876. 2.0 31

227 The Nonlinear Structure of the Desmoplakin Plakin Domain and the Effects of Cardiomyopathy-Linked
Mutations. Journal of Molecular Biology, 2011, 411, 1049-1061. 2.0 26

228 Structure and Substrate Recognition of the Staphylococcus aureus Protein Tyrosine Phosphatase
PtpA. Journal of Molecular Biology, 2011, 413, 24-31. 2.0 22

229 Human Cardiac Myosin Binding Protein C: Structural Flexibility within an Extended Modular
Architecture. Journal of Molecular Biology, 2011, 414, 735-748. 2.0 37

230 Bacterial toxin-antitoxin systems. Mobile Genetic Elements, 2011, 1, 283-306. 1.8 74

231
Expressed sequence identification and characterization of the cDNA for Interleukin-4 from the
mitogen-stimulated lymphoid tissue of a marsupial, Macropus eugenii. Veterinary Immunology and
Immunopathology, 2011, 140, 335-340.

0.5 9

232 Drosophila Nora virus capsid proteins differ from those of other picorna-like viruses. Virus Research,
2011, 160, 51-58. 1.1 18

233
Overexpression, purification and assessment of cyclosporin binding of a family of cyclophilins and
cyclophilin-like proteins of the human malarial parasite Plasmodium falciparum. Protein Expression
and Purification, 2011, 78, 225-234.

0.6 12

234
New aspects concerning to the characterization and the relationship with the immune response in
vivo of the spiny lobster Panulirus argus nitric oxide synthase. Nitric Oxide - Biology and Chemistry,
2011, 25, 396-406.

1.2 14

235
Structural and Functional Characterization of an Archaeal Clustered Regularly Interspaced Short
Palindromic Repeat (CRISPR)-associated Complex for Antiviral Defense (CASCADE). Journal of
Biological Chemistry, 2011, 286, 21643-21656.

1.6 183

236
Sequence confirmation and characterization of the mouse Ssxa gene: Ssxa protein is cleaved and the
N-terminal cleaved fragment translocates into the nucleus. International Journal of Molecular
Medicine, 2011, 28, 705-10.

1.8 0

237 A Bioinformatical Approach to Study the Endosomal Sorting Complex Required for Transport (ESCRT)
Machinery in Protozoan Parasites: The Entamoeba histolytica Case. , 0, , . 2

238 Substrate Pathways and Mechanisms of Inhibition in the Sulfur Oxygenase Reductase of Acidianus
Ambivalens. Frontiers in Microbiology, 2011, 2, 37. 1.5 28



15

Citation Report

# Article IF Citations

239 An Extracellular Tetrathionate Hydrolase from the Thermoacidophilic Archaeon Acidianus Ambivalens
with an Activity Optimum at pH 1. Frontiers in Microbiology, 2011, 2, 68. 1.5 28

240 Genomic and Experimental Evidence Suggests that Verrucomicrobium spinosum Interacts with
Eukaryotes. Frontiers in Microbiology, 2011, 2, 211. 1.5 19

241 Protective Antigens Against Glanders Identified by Expression Library Immunization. Frontiers in
Microbiology, 2011, 2, 227. 1.5 16

242 Endophytic Life Strategies Decoded by Genome and Transcriptome Analyses of the Mutualistic Root
Symbiont Piriformospora indica. PLoS Pathogens, 2011, 7, e1002290. 2.1 361

243 HMMerThread: Detecting Remote, Functional Conserved Domains in Entire Genomes by Combining
Relaxed Sequence-Database Searches with Fold Recognition. PLoS ONE, 2011, 6, e17568. 1.1 2

244 In Silico Survey of the Mitochondrial Protein Uptake and Maturation Systems in the Brown Alga
Ectocarpus siliculosus. PLoS ONE, 2011, 6, e19540. 1.1 10

245 Identification of Small-Molecule Inhibitors of Yersinia pestis Type III Secretion System YscN ATPase.
PLoS ONE, 2011, 6, e19716. 1.1 64

246 Computational Reverse-Engineering of a Spider-Venom Derived Peptide Active Against Plasmodium
falciparum SUB1. PLoS ONE, 2011, 6, e21812. 1.1 35

247 The Minimal Domain of Adipose Triglyceride Lipase (ATGL) Ranges until Leucine 254 and Can Be Activated
and Inhibited by CGI-58 and G0S2, Respectively. PLoS ONE, 2011, 6, e26349. 1.1 76

248 The Role of the Novel Exopolyphosphatase MT0516 in Mycobacterium tuberculosis Drug Tolerance and
Persistence. PLoS ONE, 2011, 6, e28076. 1.1 71

249 A Fungal P450 (CYP5136A3) Capable of Oxidizing Polycyclic Aromatic Hydrocarbons and Endocrine
Disrupting Alkylphenols: Role of Trp129 and Leu324. PLoS ONE, 2011, 6, e28286. 1.1 40

250 Phosphorylation of bacterial-type phosphoenolpyruvate carboxylase at Ser425 provides a further tier
of enzyme control in developing castor oil seeds. Biochemical Journal, 2011, 433, 65-74. 1.7 17

251 A RNAi-based Genome-wide Screen to Discover Genes Involved in Resistance to Tomato Yellow Leaf
Curl Virus (TYLCV) in Tomato. , 2011, , 155-176. 1

252 Mutations in the P3 Protein of <i>Soybean mosaic virus</i> G2 Isolates Determine Virulence on
<i>Rsv4-</i>Genotype Soybean. Molecular Plant-Microbe Interactions, 2011, 24, 37-43. 1.4 57

253 Protein Secretion Systems in Pseudomonas aeruginosa: An Essay on Diversity, Evolution, and Function.
Frontiers in Microbiology, 2011, 2, 155. 1.5 160

254 Discovery and structural characterization of a novel glycosidase family of marine origin.
Environmental Microbiology, 2011, 13, 1253-1270. 1.8 76

255 A maritime pine antimicrobial peptide involved in ammonium nutrition. Plant, Cell and Environment,
2011, 34, 1443-1453. 2.8 21

256 Evolutionary and comparative analysis of MYB and bHLH plant transcription factors. Plant Journal,
2011, 66, 94-116. 2.8 1,014



16

Citation Report

# Article IF Citations

257
An atypical heterotrimeric Gâ€•protein Î³â€•subunit is involved in guard cell K<sup>+</sup>â€•channel
regulation and morphological development in <i>Arabidopsis thaliana</i>. Plant Journal, 2011, 67,
840-851.

2.8 190

258
The 20S proteasome Î±<sub>5</sub> subunit of <i>Arabidopsis thaliana</i> carries an RNase activity and
interacts <i>in planta</i> with the <i>Lettuce mosaic potyvirus</i> HcPro protein. Molecular Plant
Pathology, 2011, 12, 137-150.

2.0 47

259
Molecular structure of the prothoracicotropic hormone gene in the northern house mosquito,
Culex pipiens, and its expression analysis in association with diapause and blood feeding. Insect
Molecular Biology, 2011, 20, 201-213.

1.0 41

260 Interaction of the <i>Salmonella</i> Typhimurium effector protein SopB with host cell Cdc42 is
involved in intracellular replication. Molecular Microbiology, 2011, 80, 1220-1240. 1.2 28

261 Structural model of the gas vesicle protein GvpA and analysis of GvpA mutants <i>in vivo</i>.
Molecular Microbiology, 2011, 81, 56-68. 1.2 43

262 RepC protein of the octopineâ€•type Ti plasmid binds to the probable origin of replication within
<i>repC</i> and functions only <i>in cis</i>. Molecular Microbiology, 2011, 81, 1593-1606. 1.2 20

263 <i>Bacillus anthracis</i> virulence regulator AtxA: oligomeric state, function and
CO<sub>2</sub>â€•signalling. Molecular Microbiology, 2011, 82, 634-647. 1.2 56

264
A multiâ€•repeat adhesin of the phytopathogen, <i>Pectobacterium atrosepticum</i>, is secreted by a Type
I pathway and is subject to complex regulation involving a nonâ€•canonical diguanylate cyclase.
Molecular Microbiology, 2011, 82, 719-733.

1.2 64

265 Determination of Noscapineâ€™s Localization and Interaction with the Tubulinâ€•Î±/Î² Heterodimer. Chemical
Biology and Drug Design, 2011, 78, 535-546. 1.5 25

266 Cloning, characterization and diagnostic performance of the salivary lipocalin protein TSGP1 from
Ornithodoros moubata. Veterinary Parasitology, 2011, 178, 163-172. 0.7 29

267 Lysine methylation of the NF-ÎºB subunit RelA by SETD6 couples activity of the histone methyltransferase
GLP at chromatin to tonic repression of NF-ÎºB signaling. Nature Immunology, 2011, 12, 29-36. 7.0 230

268 A role for the universal Kae1/Qri7/YgjD (COG0533) family in tRNA modification. EMBO Journal, 2011, 30,
882-893. 3.5 132

269 Structures of APC/CCdh1 with substrates identify Cdh1 and Apc10 as the D-box co-receptor. Nature,
2011, 470, 274-278. 13.7 176

270 Atomic Resolution Insights into Curli Fiber Biogenesis. Structure, 2011, 19, 1307-1316. 1.6 82

271 Crystal structures of three protozoan homologs of tryptophanyl-tRNA synthetase. Molecular and
Biochemical Parasitology, 2011, 177, 20-28. 0.5 16

272 Analysis of PCBs degradation abilities of biphenyl dioxygenase derived from Enterobacter sp. LY402 by
molecular simulation. New Biotechnology, 2011, 29, 90-98. 2.4 22

273 Identification, cloning, and expression of a GHF9 cellulase from Tribolium castaneum (Coleoptera:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 102 Td (Tenebrionidae). Journal of Insect Physiology, 2011, 57, 300-306.0.9 40

274 Elevated couch potato transcripts associated with adult diapause in the mosquito Culex pipiens.
Journal of Insect Physiology, 2011, 57, 620-627. 0.9 34



17

Citation Report

# Article IF Citations

275
Structure and expression of Î²-1,3-glucan recognition proteins from the ghost moth, Thitarodes pui
(Hepialidae), and their response to Beauveria bassiana infection. Journal of Insect Physiology, 2011, 57,
1660-1669.

0.9 16

276 Challenges for the prediction of macromolecular interactions. Current Opinion in Structural
Biology, 2011, 21, 382-390. 2.6 84

277 The retroviral cyclin of walleye dermal sarcoma virus binds cyclin-dependent kinases 3 and 8.
Virology, 2011, 409, 299-307. 1.1 13

278 The host outer membrane proteins OmpA and OmpC are associated with the Shigella phage Sf6 virion.
Virology, 2011, 409, 319-327. 1.1 12

279 Fossil record of an archaeal HK97-like provirus. Virology, 2011, 417, 362-368. 1.1 22

280
Atomic resolution structure of EhpR: phenazine resistance in Enterobacter agglomerans Eh1087
follows principles of bleomycin/mitomycin C resistance in other bacteria. BMC Structural Biology,
2011, 11, 33.

2.3 4

281 Characterisation of hookworm heat shock factor binding protein (HSB-1) during heat shock and
larval activation. International Journal for Parasitology, 2011, 41, 533-543. 1.3 8

282 Arenaviruses and hantaviruses: From epidemiology and genomics to antivirals. Antiviral Research,
2011, 90, 102-114. 1.9 43

283 The retroviral proteinase active site and the N-terminus of Ddi1 are required for repression of protein
secretion. FEBS Letters, 2011, 585, 139-142. 1.3 26

284 Conformational and molecular interaction studies of glucagon-like peptide-2 with its N-terminal
extracellular receptor domain. FEBS Letters, 2011, 585, 346-352. 1.3 25

285 Ribonucleases of different origins with a wide spectrum of medicinal applications. Biochimica Et
Biophysica Acta: Reviews on Cancer, 2011, 1815, 65-74. 3.3 74

286 The â€œthriftyâ€• gene encoding Ahsg/Fetuin-A meets the insulin receptor: Insights into the mechanism of
insulin resistance. Cellular Signalling, 2011, 23, 980-990. 1.7 77

287 What's Nu(SAP) in mitosis and cancer?. Cellular Signalling, 2011, 23, 991-998. 1.7 43

288 XPF-Dependent DNA Breaks and RNA Polymerase II Arrest Induced by Antitumor DNA Interstrand
Crosslinking-Mimetic Alkaloids. Chemistry and Biology, 2011, 18, 988-999. 6.2 46

289
Biosynthesis of the immunosuppressants FK506, FK520, and rapamycin involves a previously
undescribed family of enzymes acting on chorismate. Proceedings of the National Academy of Sciences
of the United States of America, 2011, 108, 4776-4781.

3.3 99

290 Type VI secretion delivers bacteriolytic effectors to target cells. Nature, 2011, 475, 343-347. 13.7 643

291 Methods for Sequenceâ€“Structure Alignment. Methods in Molecular Biology, 2011, 857, 55-82. 0.4 10

292 Derlin-1 is a rhomboid pseudoprotease required for the dislocation of mutant Î±-1 antitrypsin from the
endoplasmic reticulum. Nature Structural and Molecular Biology, 2011, 18, 1147-1152. 3.6 169



18

Citation Report

# Article IF Citations

293
Modeling of three-dimensional structure of the H+-dependent phosphate transporter of cytoplasmic
membrane from the yeast Yarrowia lipolytica. Biochemistry (Moscow) Supplement Series A: Membrane
and Cell Biology, 2011, 5, 324-334.

0.3 0

294 Homology modeling and monoclonal antibody binding of the Der f 7 dust mite allergen. Immunology
and Cell Biology, 2011, 89, 225-230. 1.0 15

295
Modeling of the structure and interactions of the B. anthracis antitoxin, MoxX: deletion mutant
studies highlight its modular structure and repressor function. Journal of Computer-Aided
Molecular Design, 2011, 25, 275-291.

1.3 27

296 Sequence-Structural Features and Evolutionary Relationships of Family GH57 Î±-Amylases and Their
Putative Î±-Amylase-Like Homologues. Protein Journal, 2011, 30, 429-435. 0.7 37

297 Cytochrome c 6-like protein as a putative donor of electrons to photosystem I in the cyanobacterium
Nostoc sp. PCC 7119. Photosynthesis Research, 2011, 110, 61-72. 1.6 11

298 PSS-3D1D: an improved 3D1D profile method of protein fold recognition for the annotation of twilight
zone sequences. Journal of Structural and Functional Genomics, 2011, 12, 181-189. 1.2 3

299 Gene cloning and enzyme structure modeling of the Aspergillus oryzae N74 fructosyltransferase.
Molecular Biology Reports, 2011, 38, 1151-1161. 1.0 20

300 Characterization of Recombinant Terrelysin, a Hemolysin of Aspergillus terreus. Mycopathologia,
2011, 171, 23-34. 1.3 20

301 Eimeria maxima phosphatidylinositol 4-phosphate 5-kinase: locus sequencing, characterization, and
cross-phylum comparison. Parasitology Research, 2011, 108, 611-620. 0.6 1

302 Bacterial metallothioneins: past, present, and questions for the future. Journal of Biological
Inorganic Chemistry, 2011, 16, 1011-1024. 1.1 138

303 The electron transfer complex between nitrous oxide reductase and its electron donors. Journal of
Biological Inorganic Chemistry, 2011, 16, 1241-1254. 1.1 26

304 Study of interactions between Mycobacterium tuberculosis proteins: SigK and anti-SigK. Journal of
Molecular Modeling, 2011, 17, 1109-1119. 0.8 13

305 The African swine fever virus lectin EP153R modulates the surface membrane expression of MHC class I
antigens. Archives of Virology, 2011, 156, 219-234. 0.9 42

306 Phylogenetic Inference of Colony Isolates Comprising Seasonal Microcystis Blooms in Lake Taihu,
China. Microbial Ecology, 2011, 62, 907-918. 1.4 57

307 Evolution of the IL17 receptor family in chordates: a new subfamily IL17REL. Immunogenetics, 2011, 63,
835-845. 1.2 28

308
Fervidobacterium changbaicum Lip1: identification, cloning, and characterization of the thermophilic
lipase as a new member of bacterial lipase family V. Applied Microbiology and Biotechnology, 2011, 89,
1463-1473.

1.7 26

309 Features and applications of bacterial sialidases. Applied Microbiology and Biotechnology, 2011, 91, 1-15. 1.7 65

310
Characterization of two Î²-xylosidases from Bifidobacterium adolescentis and their contribution to
the hydrolysis of prebiotic xylooligosaccharides. Applied Microbiology and Biotechnology, 2011, 92,
1179-1185.

1.7 49



19

Citation Report

# Article IF Citations

311 Purification, biochemical characterization and cloning of a new cationic peroxidase isoenzyme from
artichoke. Plant Physiology and Biochemistry, 2011, 49, 395-403. 2.8 22

312 Structural Stability as a Probe for Molecular Evolution of Homologous Albumins Studied by
Spectroscopy and Bioinformatics. Cell Biochemistry and Biophysics, 2011, 61, 313-325. 0.9 33

313
Backbone 1H, 13C, 15N NMR assignments of the unliganded and substrate ternary complex forms of
mevalonate diphosphate decarboxylase from Streptococcus pneumoniae. Biomolecular NMR
Assignments, 2011, 5, 11-14.

0.4 1

314 Loosenin, a novel protein with cellulose-disrupting activity from Bjerkandera adusta. Microbial Cell
Factories, 2011, 10, 8. 1.9 86

315 Functional analysis of archaeal MBF1 by complementation studies in yeast. Biology Direct, 2011, 6, 18. 1.9 10

316 Structural and functional studies of mycobacterial IspD enzymes. Acta Crystallographica Section D:
Biological Crystallography, 2011, 67, 403-414. 2.5 20

317
Expression, crystallization and preliminary X-ray data analysis of NT-Als9-2, a fungal adhesin
fromCandida albicans. Acta Crystallographica Section F: Structural Biology Communications, 2011, 67,
467-470.

0.7 3

318 Crystallization and preliminary X-ray crystallographic analysis of the human kindlin-2 PH domain. Acta
Crystallographica Section F: Structural Biology Communications, 2011, 67, 696-699. 0.7 3

319
Expression, purification, crystallization and preliminary crystallographic analysis of a
putative<i>Clostridium difficile</i>surface protein Cwp19. Acta Crystallographica Section F:
Structural Biology Communications, 2011, 67, 762-767.

0.7 2

320
Crystallization and preliminary X-ray diffraction studies of a complex of extracellular lipase
from<i>Streptomyces rimosus</i>with the inhibitor 3,4-dichloroisocoumarin. Acta Crystallographica
Section F: Structural Biology Communications, 2011, 67, 1378-1381.

0.7 3

321
Crystallization and preliminary X-ray crystallographic analysis of putative tRNA-modification enzymes
fromPyrococcus furiosusandThermus thermophilus. Acta Crystallographica Section F: Structural
Biology Communications, 2011, 67, 1432-1435.

0.7 3

322 FunFOLD: an improved automated method for the prediction of ligand binding residues using 3D
models of proteins. BMC Bioinformatics, 2011, 12, 160. 1.2 64

323 The dynamics of vertebrate homeobox gene evolution: gain and loss of genes in mouse and human
lineages. BMC Evolutionary Biology, 2011, 11, 169. 3.2 44

324 Genome-wide evidence for positive selection and recombination in Actinobacillus pleuropneumoniae.
BMC Evolutionary Biology, 2011, 11, 203. 3.2 34

325 Molecular evolution of cyclin proteins in animals and fungi. BMC Evolutionary Biology, 2011, 11, 224. 3.2 30

326 A multipleâ€•template approach to protein threading. Proteins: Structure, Function and Bioinformatics,
2011, 79, 1930-1939. 1.5 85

327 Modeling of the Tollâ€•like receptor 3 and a putative Tollâ€•like receptor 3 antagonist encoded by the
African swine fever virus. Protein Science, 2011, 20, 247-255. 3.1 14

328 Structural and biochemical investigation of two <i>Arabidopsis shikimate</i> kinases: The
heatâ€•inducible isoform is thermostable. Protein Science, 2011, 20, 1125-1136. 3.1 12



20

Citation Report

# Article IF Citations

329 Interaction map of the <i>Trypanosoma cruzi</i> ribosomal P protein complex (stalk) and the
elongation factor 2. Journal of Molecular Recognition, 2011, 24, 359-370. 1.1 11

330 Mutations in the <i>TSGA14</i> gene in families with autism spectrum disorders. American Journal of
Medical Genetics Part B: Neuropsychiatric Genetics, 2011, 156, 303-311. 1.1 15

331 Discovery and Protein Engineering of Biocatalysts for Organic Synthesis. Advanced Synthesis and
Catalysis, 2011, 353, 2191-2215. 2.1 86

332 Mapping of conformational autoantibody epitopes in ZNT8. Diabetes/Metabolism Research and Reviews,
2011, 27, 883-886. 1.7 14

333 Insertion of 16 amino acids in the BAR domain of the oligophrenin 1 protein causes mental retardation
and cerebellar hypoplasia in an Italian family. Human Mutation, 2011, 32, E2294-E2307. 1.1 20

334 Structural and molecular biology of type I galactosemia: Diseaseâ€•associated mutations. IUBMB Life,
2011, 63, 949-954. 1.5 34

335 An Additional Dehydrataseâ€•Like Activity is Required for Lankacidin Antibiotic Biosynthesis.
ChemBioChem, 2011, 12, 2408-2412. 1.3 17

336 Two Pathways for Pyrrole Formation in Coumermycin A<sub>1</sub> Biosynthesis: The Central
Pyrrole Moiety Is Formed From <scp>L</scp>â€•Threonine. ChemBioChem, 2011, 12, 2677-2685. 1.3 10

337
Site-directed mutations and kinetic studies show key residues involved in alkylammonium interactions
and reveal two sites for phosphorylcholine in Pseudomonas aeruginosa phosphorylcholine
phosphatase. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2011, 1814, 858-863.

1.1 7

338 Structural and functional studies of a 50kDa antigenic protein from Salmonella enterica serovar
Typhi. Journal of Molecular Graphics and Modelling, 2011, 29, 834-842. 1.3 18

339 Species specific amino acid sequenceâ€“protein local structure relationships: An analysis in the light of
a structural alphabet. Journal of Theoretical Biology, 2011, 276, 209-217. 0.8 5

340 Cloning, expression and functional characterization of the C2 domain from tomato phospholipase DÎ±.
Plant Physiology and Biochemistry, 2011, 49, 18-32. 2.8 26

341 Identification of a novel helitron transposon in the genome of Antarctic fish. Molecular
Phylogenetics and Evolution, 2011, 58, 439-446. 1.2 22

342 Bitter Gourd (Momordica charantia) is a Cornucopia of Health: A Review of its Credited Antidiabetic,
Anti-HIV, and Antitumor Properties. Current Molecular Medicine, 2011, 11, 417-436. 0.6 88

343 Online homology modelling as a means of bridging the sequence-structure gap. Bioengineered Bugs,
2011, 2, 299-305. 2.0 10

344 Functional and biochemical characterization of the baculovirus caspase inhibitor MaviP35. Cell Death
and Disease, 2011, 2, e242-e242. 2.7 15

345 The<i>ISG56/IFIT1</i>Gene Family. Journal of Interferon and Cytokine Research, 2011, 31, 71-78. 0.5 244

346 Endo-Î²-1,3-Glucanase GLU1, from the Fruiting Body of Lentinula edodes, Belongs to a New Glycoside
Hydrolase Family. Applied and Environmental Microbiology, 2011, 77, 8350-8354. 1.4 60



21

Citation Report

# Article IF Citations

347 Tandem Translation Generates a Chaperone for the Salmonella Type III Secretion System Protein SsaQ.
Journal of Biological Chemistry, 2011, 286, 36098-36107. 1.6 37

348 Viral protein targeting to the cortical endoplasmic reticulum is required for cellâ€“cell spreading in
plants. Journal of Cell Biology, 2011, 193, 521-535. 2.3 81

349 A mitochondrial-focused genetic interaction map reveals a scaffold-like complex required for inner
membrane organization in mitochondria. Journal of Cell Biology, 2011, 195, 323-340. 2.3 402

350 Novel Vinculin Binding Site of the IpaA Invasin of Shigella. Journal of Biological Chemistry, 2011, 286,
23214-23221. 1.6 37

351 TrbB from Conjugative Plasmid F Is a Structurally Distinct Disulfide Isomerase That Requires DsbD for
Redox State Maintenance. Journal of Bacteriology, 2011, 193, 4588-4597. 1.0 17

352
Novel Mutations in a Patient Isolate of Streptococcus agalactiae with Reduced Penicillin
Susceptibility Emerging after Long-Term Oral Suppressive Therapy. Antimicrobial Agents and
Chemotherapy, 2011, 55, 2983-2985.

1.4 80

353 Shewanella oneidensis MR-1 Sensory Box Protein Involved in Aerobic and Anoxic Growth. Applied and
Environmental Microbiology, 2011, 77, 4647-4656. 1.4 14

354 Sorting of GPI-anchored proteins into ER exit sites by p24 proteins is dependent on remodeled GPI.
Journal of Cell Biology, 2011, 194, 61-75. 2.3 115

355 A discovery 70 years in the making: characterization of the Rose rosette virus. Journal of General
Virology, 2011, 92, 1727-1732. 1.3 127

356 Uncovering the Human Methyltransferasome. Molecular and Cellular Proteomics, 2011, 10,
M110.000976. 2.5 234

357 A Novel Lawsonia intracellularis Autotransporter Protein Is a Prominent Antigen. Vaccine Journal,
2011, 18, 1282-1287. 3.2 14

358 A Conserved Coatomer-related Complex Containing Sec13 and Seh1 Dynamically Associates With the
Vacuole in Saccharomyces cerevisiae. Molecular and Cellular Proteomics, 2011, 10, M110.006478. 2.5 115

359 Expression and Genome-Wide Analysis of the Xylogen-Type Gene Family. Plant and Cell Physiology, 2011,
52, 1095-1106. 1.5 50

360 Species-Specific Variation in RELA Underlies Differences in NF-ÎºB Activity: a Potential Role in African
Swine Fever Pathogenesis. Journal of Virology, 2011, 85, 6008-6014. 1.5 48

361 Structureâ€“function analysis of HsiF, a gp25-like component of the type VI secretion system, in
Pseudomonas aeruginosa. Microbiology (United Kingdom), 2011, 157, 3292-3305. 0.7 52

362 Phage-Borne Factors and Host LexA Regulate the Lytic Switch in Phage GIL01. Journal of Bacteriology,
2011, 193, 6008-6019. 1.0 30

363 Transthiocarbamoylation of Proteins by Thiolated Isothiocyanates*. Journal of Biological Chemistry,
2011, 286, 42150-42161. 1.6 45

364 Asp2 and Asp3 Interact Directly with GspB, the Export Substrate of the Streptococcus gordonii
Accessory Sec System. Journal of Bacteriology, 2011, 193, 3165-3174. 1.0 24



22

Citation Report

# Article IF Citations

365 The Maize High-Lysine Mutant opaque7 Is Defective in an Acyl-CoA Synthetase-Like Protein. Genetics,
2011, 189, 1271-1280. 1.2 34

366 Genome and Proteome of Campylobacter jejuni Bacteriophage NCTC 12673. Applied and Environmental
Microbiology, 2011, 77, 8265-8271. 1.4 61

367
Changes in expression pattern of the <i>teosinte branched1â€•</i>like genes in the Zingiberales provide a
mechanism for evolutionary shifts in symmetry across the order. American Journal of Botany, 2011, 98,
227-243.

0.8 65

368 Functional significance of mutations in the Snf2 domain of ATRX. Human Molecular Genetics, 2011, 20,
2603-2610. 1.4 46

369
How the Virus Outsmarts the Host: Function and Structure of Cytomegalovirus MHC-I-Like Molecules
in the Evasion of Natural Killer Cell Surveillance. Journal of Biomedicine and Biotechnology, 2011,
2011, 1-12.

3.0 33

370 Phosphorylcholine Phosphatase: A Peculiar Enzyme of <i>Pseudomonas aeruginosa</i>. Enzyme
Research, 2011, 2011, 1-12. 1.8 17

371 Identification of Amino Acid Residues Critical for Catalysis of Holliday Junction Resolution by
Mycoplasma genitalium RecU. Journal of Bacteriology, 2011, 193, 3941-3948. 1.0 7

372 Identification and Characterization of Two Adenosine Phosphorylase Activities in Mycobacterium
smegmatis. Journal of Bacteriology, 2011, 193, 5668-5674. 1.0 8

373 Mutations outside the rifampicin resistance-determining region associated with rifampicin resistance
in Mycobacterium tuberculosis. Journal of Antimicrobial Chemotherapy, 2011, 66, 730-733. 1.3 99

374
Super-resolution microscopy reveals that mammalian mitochondrial nucleoids have a uniform size
and frequently contain a single copy of mtDNA. Proceedings of the National Academy of Sciences of
the United States of America, 2011, 108, 13534-13539.

3.3 450

375 Yeast ADP/ATP Carrier Isoform 2. Journal of Biological Chemistry, 2011, 286, 36119-36131. 1.6 17

376 Î±-Galactosidase/Sucrose Kinase (AgaSK), a Novel Bifunctional Enzyme from the Human Microbiome
Coupling Galactosidase and Kinase Activities. Journal of Biological Chemistry, 2011, 286, 40814-40823. 1.6 32

377 <i>WRP/srGAP3</i>Facilitates the Initiation of Spine Development by an Inverse F-BAR Domain, and Its
Loss Impairs Long-Term Memory. Journal of Neuroscience, 2011, 31, 2447-2460. 1.7 107

378 Identification and Sequencing of a Novel Rodent Gammaherpesvirus That Establishes Acute and Latent
Infection in Laboratory Mice. Journal of Virology, 2011, 85, 2642-2656. 1.5 22

379 Mutations in INF2 Are a Major Cause of Autosomal Dominant Focal Segmental Glomerulosclerosis.
Journal of the American Society of Nephrology: JASN, 2011, 22, 239-245. 3.0 138

380 A Novel Core Genome-Encoded Superantigen Contributes to Lethality of Community-Associated MRSA
Necrotizing Pneumonia. PLoS Pathogens, 2011, 7, e1002271. 2.1 169

381 State-of-the-art bioinformatics protein structure prediction tools (Review). International Journal of
Molecular Medicine, 2011, 28, 295-310. 1.8 25

382 Comparative Modeling: The State of the Art and Protein Drug Target Structure Prediction.
Combinatorial Chemistry and High Throughput Screening, 2011, 14, 532-547. 0.6 42



23

Citation Report

# Article IF Citations

383 Functional effect of grapevine 1-deoxy-D-xylulose 5-phosphate synthase substitution K284N on Muscat
flavour formation. Journal of Experimental Botany, 2011, 62, 5497-5508. 2.4 105

384 Alternative Splicing and Gene Duplication in the Evolution of the FoxP Gene Subfamily. Molecular
Biology and Evolution, 2011, 28, 237-247. 3.5 59

385 Arabidopsis NDR1 Is an Integrin-Like Protein with a Role in Fluid Loss and Plasma Membrane-Cell Wall
Adhesion Â  Â . Plant Physiology, 2011, 156, 286-300. 2.3 127

386 Insights into Structure and Function of the Active Site of SoxAX Cytochromes. Journal of Biological
Chemistry, 2011, 286, 24872-24881. 1.6 19

387 Atomic Structure of Bacteriophage Sf6 Tail Needle Knob. Journal of Biological Chemistry, 2011, 286,
30867-30877. 1.6 33

388 Extracellular Superoxide Dismutase in Insects. Journal of Biological Chemistry, 2011, 286, 40110-40121. 1.6 73

389
Determination of Target Sequence Bound by PapX, Repressor of Bacterial Motility, in flhD Promoter
Using Systematic Evolution of Ligands by Exponential Enrichment (SELEX) and High Throughput
Sequencing*. Journal of Biological Chemistry, 2011, 286, 44726-44738.

1.6 27

390 Endo-Î²-1,3-galactanase from Winter Mushroom Flammulina velutipes. Journal of Biological Chemistry,
2011, 286, 27848-27854. 1.6 38

391 Functional Characterization of the Multidomain F Plasmid TraI Relaxase-Helicase. Journal of
Biological Chemistry, 2011, 286, 12670-12682. 1.6 16

392 The C-terminal Region of the Exosome-associated Protein Rrp47 Is Specifically Required for Box C/D
Small Nucleolar RNA 3â€²-Maturation. Journal of Biological Chemistry, 2011, 286, 4535-4543. 1.6 36

393 Functional Adaptation between Yeast Actin and Its Cognate Myosin Motors. Journal of Biological
Chemistry, 2011, 286, 30384-30392. 1.6 9

394
The Virulence Factor PEB4 (Cj0596) and the Periplasmic Protein Cj1289 Are Two Structurally Related
SurA-like Chaperones in the Human Pathogen Campylobacter jejuni. Journal of Biological Chemistry,
2011, 286, 21254-21265.

1.6 33

395 Characterization of the Fibrinogen Binding Domain of Bacteriophage Lysin from Streptococcus mitis.
Infection and Immunity, 2011, 79, 3518-3526. 1.0 14

396 Characterization of Cyanate Metabolism in Marine <i>Synechococcus</i> and
<i>Prochlorococcus</i> spp. Applied and Environmental Microbiology, 2011, 77, 291-301. 1.4 52

397 Fluoroquinolone Efflux in Streptococcus suis Is Mediated by SatAB and Not by SmrA. Antimicrobial
Agents and Chemotherapy, 2011, 55, 5850-5860. 1.4 28

398 Insights into Membrane Association of <i>Klebsiella pneumoniae</i> NifL under Nitrogen-Fixing
Conditions from Mutational Analysis. Journal of Bacteriology, 2011, 193, 695-705. 1.0 9

399 Autoinhibitory Regulation of TrwK, an Essential VirB4 ATPase in Type IV Secretion Systems. Journal of
Biological Chemistry, 2011, 286, 17376-17382. 1.6 18

400 Aicardi-GoutiÃ¨res Syndrome Gene and HIV-1 Restriction Factor SAMHD1 Is a dGTP-regulated
Deoxynucleotide Triphosphohydrolase. Journal of Biological Chemistry, 2011, 286, 43596-43600. 1.6 305



24

Citation Report

# Article IF Citations

401 Vibrio cholerae Requires the Type VI Secretion System Virulence Factor VasX To Kill Dictyostelium
discoideum. Infection and Immunity, 2011, 79, 2941-2949. 1.0 173

402 The peptide-binding motif of HLA-DR8 shares important structural features with other type 1
diabetes-associated alleles. Genes and Immunity, 2011, 12, 504-512. 2.2 19

403 Inoculation- and Nitrate-Induced CLE Peptides of Soybean Control NARK-Dependent Nodule Formation.
Molecular Plant-Microbe Interactions, 2011, 24, 606-618. 1.4 243

404 The Opening of the SPP1 Bacteriophage Tail, a Prevalent Mechanism in Gram-positive-infecting
Siphophages. Journal of Biological Chemistry, 2011, 286, 25397-25405. 1.6 40

405 Syringyl Lignin Is Unaltered by Severe Sinapyl Alcohol Dehydrogenase Suppression in Tobacco. Plant
Cell, 2011, 23, 4492-4506. 3.1 34

406 The interaction of IQGAPs with calmodulin-like proteins. Biochemical Society Transactions, 2011, 39,
694-699. 1.6 17

407 The stb Operon Balances the Requirements for Vegetative Stability and Conjugative Transfer of
Plasmid R388. PLoS Genetics, 2011, 7, e1002073. 1.5 56

408 Selective Phthalate Activation of Naturally Occurring Human Constitutive Androstane Receptor
Splice Variants and the Pregnane X Receptor. Toxicological Sciences, 2011, 120, 381-391. 1.4 79

409 A Genome-Wide Metabolic QTL Analysis in Europeans Implicates Two Loci Shaped by Recent Positive
Selection. PLoS Genetics, 2011, 7, e1002270. 1.5 132

410 Two Group A Streptococcal Peptide Pheromones Act through Opposing Rgg Regulators to Control
Biofilm Development. PLoS Pathogens, 2011, 7, e1002190. 2.1 165

411 A novel mechanism for target gene-specific SWI/SNF recruitment via the Snf2p N-terminus. Nucleic
Acids Research, 2011, 39, 4088-4098. 6.5 0

412 Ancestral Genes Can Control the Ability of Horizontally Acquired Loci to Confer New Traits. PLoS
Genetics, 2011, 7, e1002184. 1.5 32

413 A Novel Human Cytomegalovirus Locus Modulates Cell Type-Specific Outcomes of Infection. PLoS
Pathogens, 2011, 7, e1002444. 2.1 140

414 FFAS server: novel features and applications. Nucleic Acids Research, 2011, 39, W38-W44. 6.5 130

415 A Protein Thermometer Controls Temperature-Dependent Transcription of Flagellar Motility Genes in
Listeria monocytogenes. PLoS Pathogens, 2011, 7, e1002153. 2.1 81

416 IQ-motif selectivity in human IQGAP2 and IQGAP3: binding of calmodulin and myosin essential light
chain. Bioscience Reports, 2011, 31, 371-379. 1.1 30

417 A genetic screen for terminator function in yeast identifies a role for a new functional domain in
termination factor Nab3. Nucleic Acids Research, 2012, 40, 7476-7491. 6.5 31

418 Unbiased Mutagenesis of MHV68 LANA Reveals a DNA-Binding Domain Required for LANA Function In
Vitro and In Vivo. PLoS Pathogens, 2012, 8, e1002906. 2.1 23



25

Citation Report

# Article IF Citations

419 Genetic and Biochemical Dissection of a HisKA Domain Identifies Residues Required Exclusively for
Kinase and Phosphatase Activities. PLoS Genetics, 2012, 8, e1003084. 1.5 88

420 Structure Prediction, Molecular Dynamics Simulation and Docking Studies of D-Specific Dehalogenase
from Rhizobium sp. RC1. International Journal of Molecular Sciences, 2012, 13, 15724-15754. 1.8 10

421 CyanoLyase: a database of phycobilin lyase sequences, motifs and functions. Nucleic Acids Research,
2012, 41, D396-D401. 6.5 32

422 CombFunc: predicting protein function using heterogeneous data sources. Nucleic Acids Research,
2012, 40, W466-W470. 6.5 63

423
Structural Modeling and Biochemical Characterization of Recombinant KPN_02809, a Zinc-Dependent
Metalloprotease from Klebsiella pneumoniae MGH 78578. International Journal of Molecular Sciences,
2012, 13, 901-917.

1.8 19

424 Inverted formin 2 mutations with variable expression in patients with sporadic and hereditary focal
and segmental glomerulosclerosis. Kidney International, 2012, 81, 94-99. 2.6 72

425 Evolutionary and Molecular Aspects of Indian Tomato Leaf Curl Virus Coat Protein. International
Journal of Plant Genomics, 2012, 2012, 1-12. 2.2 10

426 Identification and characterization of the RNA binding surface of the pentatricopeptide repeat
protein. Nucleic Acids Research, 2012, 40, 2712-2723. 6.5 47

427 Mucosal Adjuvanticity of Fibronectin-Binding Peptide (FBP) Fused with Echinococcus multilocularis
Tetraspanin 3: Systemic and Local Antibody Responses. PLoS Neglected Tropical Diseases, 2012, 6, e1842. 1.3 6

428 A Second Extracellular Site Is Required for Norepinephrine Transport by the Human Norepinephrine
Transporter. Molecular Pharmacology, 2012, 82, 898-909. 1.0 18

429
Alanine scanning mutagenesis of a high-affinity nitrate transporter highlights the requirement for
glycine and asparagine residues in the two nitrate signature motifs. Biochemical Journal, 2012, 447,
35-42.

1.7 12

430 Advanced Vaccine Candidates for Lassa Fever. Viruses, 2012, 4, 2514-2557. 1.5 50

431 Biogenesis and Mechanism of Action of Small Non-Coding RNAs: Insights from the Point of View of
Structural Biology. International Journal of Molecular Sciences, 2012, 13, 10268-10295. 1.8 18

432 An Allele of an Ancestral Transcription Factor Dependent on a Horizontally Acquired Gene Product.
PLoS Genetics, 2012, 8, e1003060. 1.5 9

433 Two Protein Lysine Methyltransferases Methylate Outer Membrane Protein B from Rickettsia. Journal
of Bacteriology, 2012, 194, 6410-6418. 1.0 22

434 Multiple Peptidoglycan Modification Networks Modulate Helicobacter pylori's Cell Shape, Motility,
and Colonization Potential. PLoS Pathogens, 2012, 8, e1002603. 2.1 125

435 Structural Basis for Type VI Secretion Effector Recognition by a Cognate Immunity Protein. PLoS
Pathogens, 2012, 8, e1002613. 2.1 58

436 Binding of Glycoprotein Srr1 of Streptococcus agalactiae to Fibrinogen Promotes Attachment to
Brain Endothelium and the Development of Meningitis. PLoS Pathogens, 2012, 8, e1002947. 2.1 93



26

Citation Report

# Article IF Citations

437 Henipavirus Mediated Membrane Fusion, Virus Entry and Targeted Therapeutics. Viruses, 2012, 4,
280-308. 1.5 59

438 The Oxytricha trifallax Mitochondrial Genome. Genome Biology and Evolution, 2012, 4, 136-154. 1.1 52

439
Proteomic Phenotyping of Novosphingobium nitrogenifigens Reveals a Robust Capacity for
Simultaneous Nitrogen Fixation, Polyhydroxyalkanoate Production, and Resistance to Reactive Oxygen
Species. Applied and Environmental Microbiology, 2012, 78, 4802-4815.

1.4 25

440
The Rab GTPase-Activating Protein TBC1D4/AS160 Contains an Atypical Phosphotyrosine-Binding Domain
That Interacts with Plasma Membrane Phospholipids To Facilitate GLUT4 Trafficking in Adipocytes.
Molecular and Cellular Biology, 2012, 32, 4946-4959.

1.1 58

441 Molecular Genetic and Biochemical Characterization of the Vaccinia Virus I3 Protein, the Replicative
Single-Stranded DNA Binding Protein. Journal of Virology, 2012, 86, 6197-6209. 1.5 18

442 PINALOG: a novel approach to align protein interaction networksâ€”implications for complex detection
and function prediction. Bioinformatics, 2012, 28, 1239-1245. 1.8 88

443 Analysis of Keystone Enzyme in Agar Hydrolysis Provides Insight into the Degradation (of a) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 502 Td (Polysaccharide from) Red Seaweeds. Journal of Biological Chemistry, 2012, 287, 13985-13995.1.6 89

444 A new structural model of the acid-labile subunit: pathogenetic mechanisms of short stature-causing
mutations. Journal of Molecular Endocrinology, 2012, 49, 213-220. 1.1 16

445 The Rickettsial OmpB Î²-Peptide of Rickettsia conorii Is Sufficient To Facilitate Factor H-Mediated Serum
Resistance. Infection and Immunity, 2012, 80, 2735-2743. 1.0 30

446 A novel motif in the yeast mitochondrial dynamin Dnm1 is essential for adaptor binding and membrane
recruitment. Journal of Cell Biology, 2012, 199, 613-622. 2.3 28

447 The Armadillo Repeat Gene <i>ZAK IXIK</i> Promotes <i>Arabidopsis</i> Early Embryo and Endosperm
Development through a Distinctive Gametophytic Maternal Effect. Plant Cell, 2012, 24, 4026-4043. 3.1 19

448
Positional cloning and characterization reveal the molecular basis for soybean maturity locus
<i>E1</i> that regulates photoperiodic flowering. Proceedings of the National Academy of Sciences of
the United States of America, 2012, 109, E2155-64.

3.3 398

449 Regulation of Enteric vapBC Transcription: Induction by VapC Toxin Dimer-Breaking. Nucleic Acids
Research, 2012, 40, 4347-4357. 6.5 70

450 ATP Serves as an Endogenous Inhibitor of UDP-Glucuronosyltransferase (UGT): A New Insight into the
Latency of UGT. Drug Metabolism and Disposition, 2012, 40, 2081-2089. 1.7 13

451
Structural Analysis of the Leptospiral Sphingomyelinases: in silico and Experimental Evaluation of
Sph2 as an Mg&lt;sup&gt;++&lt;/sup&gt;-Dependent Sphingomyelinase. Journal of Molecular
Microbiology and Biotechnology, 2012, 22, 24-34.

1.0 17

452 A Properly Configured Ring Structure Is Critical for the Function of the Mitochondrial DNA
Recombination Protein, Mgm101. Journal of Biological Chemistry, 2012, 287, 37259-37268. 1.6 9

453 The Role of Heme Binding by DNA-protective Protein from Starved Cells (Dps) in the Tolerance of
Porphyromonas gingivalis to Heme Toxicity. Journal of Biological Chemistry, 2012, 287, 42243-42258. 1.6 20

454 Cancer and the bromodomains of BAF180. Biochemical Society Transactions, 2012, 40, 364-369. 1.6 31



27

Citation Report

# Article IF Citations

455 Nucleoside analog studies indicate mechanistic differences between RNA-editing adenosine
deaminases. Nucleic Acids Research, 2012, 40, 9825-9835. 6.5 23

456 Z-line formins promote contractile lattice growth and maintenance in striated muscles of <i>C.
elegans</i>. Journal of Cell Biology, 2012, 198, 87-102. 2.3 49

457
Î±-N-Acetylgalactosaminidase from Infant-associated Bifidobacteria Belonging to Novel Glycoside
Hydrolase Family 129 Is Implicated in Alternative Mucin Degradation Pathway. Journal of Biological
Chemistry, 2012, 287, 693-700.

1.6 79

458 The Accessory Sec Protein Asp2 Modulates GlcNAc Deposition onto the Serine-Rich Repeat
Glycoprotein GspB. Journal of Bacteriology, 2012, 194, 5564-5575. 1.0 26

459 Increased leaf photosynthesis caused by elevated stomatal conductance in a rice mutant deficient in
SLAC1, a guard cell anion channel protein. Journal of Experimental Botany, 2012, 63, 5635-5644. 2.4 148

460 Comparative Genome Analysis of <i>Trichophyton rubrum</i> and Related Dermatophytes Reveals
Candidate Genes Involved in Infection. MBio, 2012, 3, e00259-12. 1.8 211

461 Recent Advances in Thymidine Kinase 2 (TK2) Inhibitors and New Perspectives for Potential
Applications. Current Pharmaceutical Design, 2012, 18, 2981-2994. 0.9 15

462 Characterization of MRFAP1 Turnover and Interactions Downstream of the NEDD8 Pathway.
Molecular and Cellular Proteomics, 2012, 11, M111.014407. 2.5 23

463 The Sulfur Oxygenase Reductase from the Mesophilic Bacterium Halothiobacillus neapolitanus Is a
Highly Active Thermozyme. Journal of Bacteriology, 2012, 194, 677-685. 1.0 30

464 Computational studies on a new cationic peroxidase isoenzyme from artichoke leaves. Bioengineered,
2012, 3, 60-66. 1.4 0

465 Towards Creating Complete Proteomic Structural Databases of Whole Organisms. Current
Bioinformatics, 2012, 7, 424-435. 0.7 4

466 Identification of IL7RA Risk Alleles for Rapid Progression During HIV-1 Infection: A Comprehensive
Study in the GRIV Cohort. Current HIV Research, 2012, 10, 143-150. 0.2 19

467 A Phosphorylated Pseudokinase Complex Controls Cell Wall Synthesis in Mycobacteria. Science
Signaling, 2012, 5, ra7. 1.6 151

468 Characterization of Î±2,3- and Î±2,6-sialyltransferases from Helicobacter acinonychis. Glycobiology, 2012,
22, 997-1006. 1.3 12

469 Toxin-Antitoxin Systems Are Important for Niche-Specific Colonization and Stress Resistance of
Uropathogenic Escherichia coli. PLoS Pathogens, 2012, 8, e1002954. 2.1 175

470 A short linear motif in BNIP3L (NIX) mediates mitochondrial clearance in reticulocytes. Autophagy,
2012, 8, 1325-1332. 4.3 73

471 Overexpression of a novel osteopetrosis-related gene CCDC154 suppresses cell proliferation by
inducing G<sub>2</sub>/M arrest. Cell Cycle, 2012, 11, 3270-3279. 1.3 10

472 Shigella. Gut Microbes, 2012, 3, 104-120. 4.3 81



28

Citation Report

# Article IF Citations

473 Identification of positive selection in disease response genes within members of the Poaceae. Plant
Signaling and Behavior, 2012, 7, 1667-1675. 1.2 9

474 Modeling and Simulation Studies of Human &beta;3 Adrenergic Receptor and its Interactions with
Agonists. Current Computer-Aided Drug Design, 2012, 8, 283-295. 0.8 8

475 Interactions among MARM binding factors. , 2012, , . 0

476 Human Immunodeficiency VirusnefSignature Sequences Are Associated with Pulmonary Hypertension.
AIDS Research and Human Retroviruses, 2012, 28, 607-618. 0.5 50

477 Computational modeling of full-length prochemerin from human. , 2012, , . 0

478 Structural analysis of an eIF3 subcomplex reveals conserved interactions required for a stable and
proper translation pre-initiation complex assembly. Nucleic Acids Research, 2012, 40, 2294-2311. 6.5 64

479 Sequence and Structural Characterization of Great Salt Lake Bacteriophage CW02, a Member of the
T7-Like Supergroup. Journal of Virology, 2012, 86, 7907-7917. 1.5 31

480 Identification of Novel Positive-Strand RNA Viruses by Metagenomic Analysis of Archaea-Dominated
Yellowstone Hot Springs. Journal of Virology, 2012, 86, 5562-5573. 1.5 107

481 PHF20 is an effector protein of p53 double lysine methylation that stabilizes and activates p53. Nature
Structural and Molecular Biology, 2012, 19, 916-924. 3.6 89

482 Hypervariable loci in the human gut virome. Proceedings of the National Academy of Sciences of the
United States of America, 2012, 109, 3962-3966. 3.3 167

483 Allosteric Modulation of Drp1 Mechanoenzyme Assembly and Mitochondrial Fission by the Variable
Domain. Journal of Biological Chemistry, 2012, 287, 10990-11001. 1.6 94

484 Tracing Determinants of Dual Substrate Specificity in Glycoside Hydrolase Family 5. Journal of
Biological Chemistry, 2012, 287, 25335-25343. 1.6 39

485 The Zinc Regulated Antivirulence Pathway of Salmonella Is a Multiprotein Immunoglobulin Adhesion
System. Journal of Biological Chemistry, 2012, 287, 32324-32337. 1.6 11

486 Structural Insight into Unique Cardiac Myosin-binding Protein-C Motif. Journal of Biological
Chemistry, 2012, 287, 8254-8262. 1.6 47

487 Single-cell Characterization of Autotransporter-mediated Escherichia coli Surface Display of
Disulfide Bond-containing Proteins. Journal of Biological Chemistry, 2012, 287, 38580-38589. 1.6 23

488 The Cytoskeletal Protein Î±-Catenin Unfurls upon Binding to Vinculin. Journal of Biological Chemistry,
2012, 287, 18492-18499. 1.6 84

489 Identification and Biochemical Characterization of Two Functional CMP-Sialic Acid Synthetases in
Danio rerio. Journal of Biological Chemistry, 2012, 287, 13239-13248. 1.6 14

490 Characterization of Gut-associated Cathepsin D Hemoglobinase from Tick Ixodes ricinus (IrCD1).
Journal of Biological Chemistry, 2012, 287, 21152-21163. 1.6 36



29

Citation Report

# Article IF Citations

491
Amino acid addition to <i>Vibrio cholerae</i> LPS establishes a link between surface remodeling in
Gram-positive and Gram-negative bacteria. Proceedings of the National Academy of Sciences of the
United States of America, 2012, 109, 8722-8727.

3.3 133

492 Structure of the surface layer of the methanogenic archaean <i>Methanosarcina acetivorans</i>.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, 11812-11817. 3.3 67

493 The Conserved Bud20 Zinc Finger Protein Is a New Component of the Ribosomal 60S Subunit Export
Machinery. Molecular and Cellular Biology, 2012, 32, 4898-4912. 1.1 42

494 MS_RHII-RSD, a Dual-Function RNase HII-(p)ppGpp Synthetase from Mycobacterium smegmatis. Journal of
Bacteriology, 2012, 194, 4003-4014. 1.0 48

495
Analysis of cellulose synthase genes from domesticated apple identifies collinear genes WDR53 and
CesA8A: partial co-expression, bicistronic mRNA, and alternative splicing of CESA8A. Journal of
Experimental Botany, 2012, 63, 6045-6056.

2.4 8

496
Cleavage of a putative metal permease in <i>Chlamydia trachomatis</i> yields an iron-dependent
transcriptional repressor. Proceedings of the National Academy of Sciences of the United States of
America, 2012, 109, 10546-10551.

3.3 24

497 Identification of essential and non-essential single-stranded DNA-binding proteins in a model archaeal
organism. Nucleic Acids Research, 2012, 40, 1077-1090. 6.5 81

498 Yeast Irc6p is a novel type of conserved clathrin coat accessory factor related to small G proteins.
Molecular Biology of the Cell, 2012, 23, 4416-4429. 0.9 9

499 The role of Ca 2+ in the activity of Mycobacterium tuberculosis DNA gyrase. Nucleic Acids Research,
2012, 40, 9774-9787. 6.5 22

500
Targeting and Import Mechanism of Coiled-coil Helix Coiled-coil Helix Domain-containing Protein 3
(ChChd3) into the Mitochondrial Intermembrane Space. Journal of Biological Chemistry, 2012, 287,
39480-39491.

1.6 61

501
Engineering robust control of two-component system phosphotransfer using modular scaffolds.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109,
18090-18095.

3.3 79

502 Inn1 and Cyk3 regulate chitin synthase during cytokinesis in budding yeasts. Journal of Cell Science,
2012, 125, 5453-66. 1.2 38

503 Identification of a novel adhesin involved in acid-induced adhesion of enterohaemorrhagic
Escherichia coli O157â€Š:â€ŠH7. Microbiology (United Kingdom), 2012, 158, 2399-2407. 0.7 18

504 Nramp. Current Topics in Membranes, 2012, 69, 249-293. 0.5 45

505 SurA Is Involved in the Targeting to the Outer Membrane of a Tat Signal Sequence-Anchored Protein.
Journal of Bacteriology, 2012, 194, 6131-6142. 1.0 8

506 Genomic and antigenic characterization of Jos virus. Journal of General Virology, 2012, 93, 293-298. 1.3 21

507 Molecular Modelling of Oligomeric States of DmOR83b, an Olfactory Receptor in <i>D.
Melanogaster</i>. Bioinformatics and Biology Insights, 2012, 6, BBI.S8990. 1.0 11

508 Drug Target Exploitable Structural Features of Adenylyl Cyclase Activity in Schistosoma mansoni.
Drug Target Insights, 2012, 6, 41-58. 0.9 3



30

Citation Report

# Article IF Citations

509 SUMOylation in Giardia lamblia: A Conserved Post-Translational Modification in One of the Earliest
Divergent Eukaryotes. Biomolecules, 2012, 2, 312-330. 1.8 10

510 Viperin: a radical response to viral infection. Biomolecular Concepts, 2012, 3, 255-266. 1.0 43

511 DNA repair endonuclease ERCC1-XPF as a novel therapeutic target to overcome chemoresistance in
cancer therapy. Nucleic Acids Research, 2012, 40, 9990-10004. 6.5 155

512 N-Glycans of SREC-I (scavenger receptor expressed by endothelial cells): Essential role for ligand
binding, trafficking and stability. Glycobiology, 2012, 22, 714-724. 1.3 24

513
Computational analyses of the catalytic and heparin-binding sites and their interactions with
glycosaminoglycans in glycoside hydrolase family 79 endo-Î²-d-glucuronidase (heparanase).
Glycobiology, 2012, 22, 35-55.

1.3 44

514 Clostridium difficile Cell Wall Protein CwpV Undergoes Enzyme-independent Intramolecular
Autoproteolysis. Journal of Biological Chemistry, 2012, 287, 1538-1544. 1.6 12

515 Regulation of the Type IV Secretion ATPase TrwD by Magnesium. Journal of Biological Chemistry, 2012,
287, 17408-17414. 1.6 18

516 Two surfaces on the histone chaperone Rtt106 mediate histone binding, replication, and silencing.
Proceedings of the National Academy of Sciences of the United States of America, 2012, 109, E144-53. 3.3 43

517
Structural and Functional Insights into the DNA Replication Factor Cdc45 Reveal an Evolutionary
Relationship to the DHH Family of Phosphoesterases. Journal of Biological Chemistry, 2012, 287,
4121-4128.

1.6 49

518 Adaptive Evolution of Class 5 Fimbrial Genes in Enterotoxigenic Escherichia coli and Its Functional
Consequences. Journal of Biological Chemistry, 2012, 287, 6150-6158. 1.6 22

519 Elucidation and Chemical Modulation of Sulfolipid-1 Biosynthesis in Mycobacterium tuberculosis.
Journal of Biological Chemistry, 2012, 287, 7990-8000. 1.6 75

520 Bioinformatic and Mutational Analysis of Channelrhodopsin-2 Protein Cation-conducting Pathway.
Journal of Biological Chemistry, 2012, 287, 4818-4825. 1.6 33

521
The Drosophila Juvenile Hormone Receptor Candidates Methoprene-tolerant (MET) and Germ
Cell-expressed (GCE) Utilize a Conserved LIXXL Motif to Bind the FTZ-F1 Nuclear Receptor. Journal of
Biological Chemistry, 2012, 287, 7821-7833.

1.6 49

522 Biophysical and Structural Characterization of a Sequence-diverse Set of Solute-binding Proteins for
Aromatic Compounds. Journal of Biological Chemistry, 2012, 287, 23748-23756. 1.6 15

523 Structureâ€“function mapping of a heptameric module in the nuclear pore complex. Journal of Cell
Biology, 2012, 196, 419-434. 2.3 110

524 Resistance to a Novel Antichlamydial Compound Is Mediated through Mutations inChlamydia
trachomatis secY. Antimicrobial Agents and Chemotherapy, 2012, 56, 4296-4302. 1.4 16

525
HIV gp120 H375 Is Unique to HIV-1 Subtype CRF01_AE and Confers Strong Resistance to the Entry
Inhibitor BMS-599793, a Candidate Microbicide Drug. Antimicrobial Agents and Chemotherapy, 2012, 56,
4257-4267.

1.4 30

526 Defining Sequence Space and Reaction Products within the Cyanuric Acid Hydrolase
(AtzD)/Barbiturase Protein Family. Journal of Bacteriology, 2012, 194, 4579-4588. 1.0 27



31

Citation Report

# Article IF Citations

527 The Novel Plant Protein INAPERTURATE POLLEN1 Marks Distinct Cellular Domains and Controls
Formation of Apertures in the <i>Arabidopsis</i> Pollen Exine. Plant Cell, 2012, 24, 4452-4464. 3.1 60

528 Genome3D: a UK collaborative project to annotate genomic sequences with predicted 3D structures
based on SCOP and CATH domains. Nucleic Acids Research, 2012, 41, D499-D507. 6.5 53

529 Mechanistic Insight into Pentatricopeptide Repeat Proteins as Sequence-Specific RNA-Binding Proteins
for Organellar RNAs in Plants. Plant and Cell Physiology, 2012, 53, 1171-1179. 1.5 84

530
Phylogenomic analysis of polyketide synthase genes in actinomycetes: structural analysis of KS
domains and modules of polyketide synthases. International Journal of Computational Biology and
Drug Design, 2012, 5, 89.

0.3 0

531 Recessive germline<i>SDHA</i>and<i>SDHB</i>mutations causing leukodystrophy and isolated
mitochondrial complex II deficiency. Journal of Medical Genetics, 2012, 49, 569-577. 1.5 100

532 Pathophysiology of protein aggregation and extended phenotyping in filaminopathy. Brain, 2012, 135,
2642-2660. 3.7 70

533 Phosphatidic acid regulation of PIPKI is critical for actin cytoskeletal reorganization. Journal of Lipid
Research, 2012, 53, 2598-2609. 2.0 43

534 The classification of esterases: an important gene family involved in insecticide resistance - A review.
Memorias Do Instituto Oswaldo Cruz, 2012, 107, 437-449. 0.8 190

535 Proteomic analysis of <i>Plasmodium</i> in the mosquito: progress and pitfalls. Parasitology, 2012,
139, 1131-1145. 0.7 35

536 Study of Cnidarian-Algal Symbiosis in the â€œOmicsâ€• Age. Biological Bulletin, 2012, 223, 44-65. 0.7 82

537 Dual Regulatory Roles of the Extended N Terminus for Activation of the Tomato Mi-1.2 Resistance
Protein. Molecular Plant-Microbe Interactions, 2012, 25, 1045-1057. 1.4 41

538
Domain Organization of the Polymerizing Mannosyltransferases Involved in Synthesis of the
Escherichia coli O8 and O9a Lipopolysaccharide O-antigens. Journal of Biological Chemistry, 2012, 287,
38135-38149.

1.6 32

539 In Silico Implementation of Synthetic Gene Networks. Methods in Molecular Biology, 2012, 813, 3-21. 0.4 7

540 Characterization of pyrimidine nucleoside phosphorylase of <i>Mycoplasma hyorhinis</i>:
implications for the clinical efficacy of nucleoside analogues. Biochemical Journal, 2012, 445, 113-123. 1.7 21

541 Hearing Aid for Vertebrates via Multiple Episodic Adaptive Events on Prestin Genes. Molecular Biology
and Evolution, 2012, 29, 2187-2198. 3.5 22

542 Structure determination of enterovirus 71. Acta Crystallographica Section D: Biological
Crystallography, 2012, 68, 1217-1222. 2.5 12

543
Various cross-reactivity of the grass pollen group 4 allergens: crystallographic study of the Bermuda
grass isoallergen Cyn d 4. Acta Crystallographica Section D: Biological Crystallography, 2012, 68,
1303-1310.

2.5 7

544

Crystallization and preliminary crystal structure analysis of the ligand-binding domain of PqsR
(MvfR), the<i>Pseudomonas</i>quinolone signal (PQS) responsive quorum-sensing transcription
factor of<i>Pseudomonas aeruginosa</i>. Acta Crystallographica Section F: Structural Biology
Communications, 2012, 68, 1034-1039.

0.7 9



32

Citation Report

# Article IF Citations

545
New secreted toxins and immunity proteins encoded within the <scp>T</scp>ype <scp>VI</scp>
secretion system gene cluster of <i><scp>S</scp>erratia marcescens</i>. Molecular Microbiology,
2012, 86, 921-936.

1.2 121

546 Vertebrate nucleoplasmin and NASP: egg histone storage proteins with multiple chaperone activities.
FASEB Journal, 2012, 26, 4788-4804. 0.2 42

547 A Novel Bat Herpesvirus Encodes Homologues of Major Histocompatibility Complex Classes I and II,
C-Type Lectin, and a Unique Family of Immune-Related Genes. Journal of Virology, 2012, 86, 8014-8030. 1.5 39

548 Cryo-EM structures of Arx1 and maturation factors Rei1 and Jjj1 bound to the 60S ribosomal subunit.
Nature Structural and Molecular Biology, 2012, 19, 1228-1233. 3.6 95

549 Regulation of ISWI involves inhibitory modules antagonized by nucleosomal epitopes. Nature, 2012,
492, 280-284. 13.7 137

550 Anaplasma phagocytophilum Outer Membrane Protein A Interacts with Sialylated Glycoproteins To
Promote Infection of Mammalian Host Cells. Infection and Immunity, 2012, 80, 3748-3760. 1.0 71

551 Iron-Regulated Surface Determinant (Isd) Proteins of Staphylococcus lugdunensis. Journal of
Bacteriology, 2012, 194, 6453-6467. 1.0 43

552 Engineering and Application of Genetically Encoded Calcium Indicators. Neuromethods, 2012, , 125-147. 0.2 2

553 A RAD52â€•like singleâ€•stranded DNA binding protein affects mitochondrial DNA repair by recombination.
Plant Journal, 2012, 72, 423-435. 2.8 39

554 Evolution of an MCM Complex in Flies That Promotes Meiotic Crossovers by Blocking BLM Helicase.
Science, 2012, 338, 1363-1365. 6.0 61

555 Dioxygenase fromAspergillus fumigatusMC8: molecular modelling andin silicostudies on
enzymeâ€“substrate interactions. Molecular Simulation, 2012, 38, 144-151. 0.9 2

556 The Last Piece in the Vitamin B1 Biosynthesis Puzzle. Journal of Biological Chemistry, 2012, 287,
42333-42343. 1.6 27

557 Henipavirus outbreaks to antivirals: the current status of potential therapeutics. Current Opinion in
Virology, 2012, 2, 176-187. 2.6 53

558 Immunogenic characterization of outer membrane porins OmpC and OmpF of porcine extraintestinal
pathogenic<i>Escherichia coli</i>. FEMS Microbiology Letters, 2012, 337, 104-111. 0.7 34

559 Directed Evolution of Xylose Isomerase for Improved Xylose Catabolism and Fermentation in the Yeast
Saccharomyces cerevisiae. Applied and Environmental Microbiology, 2012, 78, 5708-5716. 1.4 136

560 Crystal structure of the channelrhodopsin light-gated cation channel. Nature, 2012, 482, 369-374. 13.7 503

561 FhCaBP4: a Fasciola hepatica calcium-binding protein with EF-hand and dynein light chain domains.
Parasitology Research, 2012, 111, 1707-1713. 0.6 19

562
Structural prediction of a novel chitinase from the psychrophilic Glaciozyma antarctica PI12 and an
analysis of its structural properties and function. Journal of Computer-Aided Molecular Design, 2012,
26, 947-961.

1.3 38



33

Citation Report

# Article IF Citations

563
A simple recipe for the non-expert bioinformaticist for building experimentally-testable hypotheses
for proteins with no known homologs. Journal of Structural and Functional Genomics, 2012, 13,
185-200.

1.2 0

564
A developmentally regulated lipocalin-like gene is overexpressed in Tomato yellow leaf curl
virus-resistant tomato plants upon virus inoculation, and its silencing abolishes resistance. Plant
Molecular Biology, 2012, 80, 273-287.

2.0 29

565 O-GlcNAc processing enzymes: catalytic mechanisms, substrate specificity, and enzyme regulation.
Current Opinion in Chemical Biology, 2012, 16, 488-497. 2.8 122

566 Protein Modularity, Cooperative Binding, and Hybrid Regulatory States Underlie Transcriptional
Network Diversification. Cell, 2012, 151, 80-95. 13.5 89

567 The GPS Motif Is a Molecular Switch for Bimodal Activities of Adhesion Class G Protein-Coupled
Receptors. Cell Reports, 2012, 2, 321-331. 2.9 123

568 In silico identification of catalytic residues and domain fold of the family GH119 sharing the catalytic
machinery with the Î±â€•amylase family GH57. FEBS Letters, 2012, 586, 3360-3366. 1.3 26

569 Evolutionary analysis of Antarctic teleost Toll-like receptor 2. Fish and Shellfish Immunology, 2012,
33, 1076-1085. 1.6 11

570 A plasma membrane Ca2+-ATPase (PMCA) from the liver fluke, Fasciola hepatica. International Journal
for Parasitology, 2012, 42, 851-858. 1.3 9

571 MANF regulates dopaminergic neuron development in larval zebrafish. Developmental Biology, 2012,
370, 237-249. 0.9 82

572 UbC gene allele frequency in Korean population and novel UbC mosaic repeat unit formation. Genes
and Genomics, 2012, 34, 415-422. 0.5 0

573
Cross-linking Measurements of the <i>Potato leafroll virus</i> Reveal Protein Interaction Topologies
Required for Virion Stability, Aphid Transmission, and Virusâ€“Plant Interactions. Journal of Proteome
Research, 2012, 11, 2968-2981.

1.8 62

574
Structural insights into the biogenesis and biofilm formation by the <i>Escherichia coli</i> common
pilus. Proceedings of the National Academy of Sciences of the United States of America, 2012, 109,
3950-3955.

3.3 55

575
Isolation and Preliminary Characterization of Amino Acid Substitution Mutations That Increase the
Activity of the Osmoregulated ProP Protein ofSalmonella EntericaSerovar Typhimurium. DNA and Cell
Biology, 2012, 31, 956-967.

0.9 3

576 Evidence of Fe3+ interaction with the plug domain of the outer membrane transferrin receptor
protein of Neisseria gonorrhoeae: implications for Fe transport. Metallomics, 2012, 4, 361. 1.0 13

577 Mutational analysis of a phenazine biosynthetic gene cluster in Streptomyces anulatus 9663. Beilstein
Journal of Organic Chemistry, 2012, 8, 501-513. 1.3 29

578 Myocilin, a Component of a Membrane-Associated Protein Complex Driven by a Homologous Q-SNARE
Domain. Biochemistry, 2012, 51, 3606-3613. 1.2 14

579 Immunization Strategies Against Henipaviruses. Current Topics in Microbiology and Immunology, 2012,
359, 197-223. 0.7 23

581 DNA Polymerase Î´ and Î¶ Switch by Sharing Accessory Subunits of DNA Polymerase Î´. Journal of Biological
Chemistry, 2012, 287, 17281-17287. 1.6 144



34

Citation Report

# Article IF Citations

582
<i>Momordica Charantia</i> Lectin, a Type II Ribosome Inactivating Protein, Exhibits Antitumor Activity
toward Human Nasopharyngeal Carcinoma Cells <i>In Vitro</i> and <i>In Vivo</i>. Cancer Prevention
Research, 2012, 5, 109-121.

0.7 88

583 Bioinformatics Analysis of UL41 Protein Encoded by UL41 Gene of Duck Plague Virus. , 2012, , . 0

584 BqsR/BqsS Constitute a Two-Component System That Senses Extracellular Fe(II) in Pseudomonas
aeruginosa. Journal of Bacteriology, 2012, 194, 1195-1204. 1.0 35

585 Mutations in UVSSA cause UV-sensitive syndrome and impair RNA polymerase IIo processing in
transcription-coupled nucleotide-excision repair. Nature Genetics, 2012, 44, 586-592. 9.4 162

586 Chimeras taking shape: Potential functions of proteins encoded by chimeric RNA transcripts. Genome
Research, 2012, 22, 1231-1242. 2.4 143

587
Self-produced exopolysaccharide is a signal that stimulates biofilm formation in <i>Pseudomonas
aeruginosa</i>. Proceedings of the National Academy of Sciences of the United States of America, 2012,
109, 20632-20636.

3.3 265

588 Getting a grasp on domain III/IV responsible for Auxin Response Factorâ€“IAA protein interactions. Plant
Science, 2012, 190, 82-88. 1.7 130

589 Transcriptional analysis of equine Î»-light chains in the horse breeds Rhenish-German Coldblood and
Hanoverian Warmblood. Veterinary Immunology and Immunopathology, 2012, 145, 50-65. 0.5 11

590 Design and characterization of polytope construct with multiple B and TH epitopes of Japanese
encephalitis virus. Virus Research, 2012, 166, 77-86. 1.1 9

591 Mutational analysis of positively charged amino acid residues of Uukuniemi phlebovirus nucleocapsid
protein. Virus Research, 2012, 167, 118-123. 1.1 1

592 Distant plant homologues: donâ€™t throw out the baby. Trends in Plant Science, 2012, 17, 126-128. 4.3 3

593 Diversity of Archaeosine Synthesis in Crenarchaeota. ACS Chemical Biology, 2012, 7, 300-305. 1.6 41

594 Cas5d processes pre-crRNA and is a member of a larger family of CRISPR RNA endonucleases. Rna, 2012,
18, 2020-2028. 1.6 80

595 The cryo-EM structure of the UPFâ€“EJC complex shows UPF1 poised toward the RNA 3â€² end. Nature
Structural and Molecular Biology, 2012, 19, 498-505. 3.6 68

596
Roles of individual domains in the function of DHX29, an essential factor required for translation of
structured mammalian mRNAs. Proceedings of the National Academy of Sciences of the United States
of America, 2012, 109, E3150-9.

3.3 40

597 Quality assessment of protein model-structures based on structural and functional similarities. BMC
Bioinformatics, 2012, 13, 242. 1.2 11

598 Vitamin D and the kidney. Archives of Biochemistry and Biophysics, 2012, 523, 77-86. 1.4 54

599
Recombinant expression of a unique chloromuconolactone dehalogenase ClcF from Rhodococcus
opacus 1CP and identification of catalytically relevant residues by mutational analysis. Archives of
Biochemistry and Biophysics, 2012, 526, 69-77.

1.4 9



35

Citation Report

# Article IF Citations

600 The Structure of the Conserved Type Six Secretion Protein TssL (DotU) from Francisella novicida.
Journal of Molecular Biology, 2012, 419, 277-283. 2.0 24

601 A Death Effector Domain Chain DISC Model Reveals a Crucial Role for Caspase-8 Chain Assembly in
Mediating Apoptotic Cell Death. Molecular Cell, 2012, 47, 291-305. 4.5 279

602 Comparative modeling of HGPRT enzyme of L. donovani and binding affinities of different analogs of
GMP. International Journal of Biological Macromolecules, 2012, 50, 637-649. 3.6 25

603 The C-terminal Î±-helix of SPAS-1, a Caenorhabditis elegans spastin homologue, is crucial for
microtubule severing. Journal of Structural Biology, 2012, 179, 138-142. 1.3 1

604 Detection of new allotypic variants of bovine Î»-light chain constant regions in different cattle breeds.
Developmental and Comparative Immunology, 2012, 36, 130-139. 1.0 4

605 Big defensins and mytimacins, new AMP families of the Mediterranean mussel Mytilus
galloprovincialis. Developmental and Comparative Immunology, 2012, 36, 390-399. 1.0 106

606 Binding properties of pheromone-binding protein 1 from the common cutworm Spodoptera litura.
Comparative Biochemistry and Physiology - B Biochemistry and Molecular Biology, 2012, 161, 295-302. 0.7 72

607 COSA-1 Reveals Robust Homeostasis and Separable Licensing and Reinforcement Steps Governing
Meiotic Crossovers. Cell, 2012, 149, 75-87. 13.5 231

608 Insights into RNA Biology from an Atlas of Mammalian mRNA-Binding Proteins. Cell, 2012, 149, 1393-1406. 13.5 1,765

609 Structure of a Peptidoglycan Amidase Effector Targeted to Gram-Negative Bacteria by the Type VI
Secretion System. Cell Reports, 2012, 1, 656-664. 2.9 90

610 Adiponutrin Functions as a Nutritionally Regulated Lysophosphatidic Acid Acyltransferase. Cell
Metabolism, 2012, 15, 691-702. 7.2 258

611 Monoubiquitination-dependent chromatin loading of FancD2 in silkworms, a species lacking the FA
core complex. Gene, 2012, 501, 180-187. 1.0 10

612 In silico structural, functional and pathogenicity evaluation of a novel mutation: An overview of
HSD3B2 gene mutations. Gene, 2012, 503, 215-221. 1.0 27

613 Copy Number Variation of Multiple Genes at <i>Rhg1</i> Mediates Nematode Resistance in Soybean.
Science, 2012, 338, 1206-1209. 6.0 535

614 Identification of amino acids involved in the hydrolytic activity of lipase LipBL from Marinobacter
lipolyticus. Microbiology (United Kingdom), 2012, 158, 2192-2203. 0.7 35

615 Mutation in Elongation Factor G Confers Resistance to the Antibiotic Argyrin in the Opportunistic
Pathogen <i>Pseudomonas aeruginosa</i>. ChemBioChem, 2012, 13, 2339-2345. 1.3 30

616 PyMod: sequence similarity searches, multiple sequence-structure alignments, and homology
modeling within PyMOL. BMC Bioinformatics, 2012, 13, S2. 1.2 141

617 Multifunctionality and diversity of GDSL esterase/lipase gene family in rice (Oryza sativa L. japonica)
genome: new insights from bioinformatics analysis. BMC Genomics, 2012, 13, 309. 1.2 165



36

Citation Report

# Article IF Citations

618 A novel mutation causing nephronophthisis in the Lewis polycystic kidney rat localises to a conserved
RCC1 domain in Nek8. BMC Genomics, 2012, 13, 393. 1.2 58

619 Molecular characterization of a mosaic locus in the genome of 'CandidatusLiberibacter asiaticus'.
BMC Microbiology, 2012, 12, 18. 1.3 23

620 Characterisation of a cell wall-anchored protein of Staphylococcus saprophyticus associated with
linoleic acid resistance. BMC Microbiology, 2012, 12, 8. 1.3 19

621 A generalised module for the selective extracellular accumulation of recombinant proteins.
Microbial Cell Factories, 2012, 11, 69. 1.9 34

622 Endemic bacteriophages: a cautionary tale for evaluation of bacteriophage therapy and other
interventions for infection control in animals. Virology Journal, 2012, 9, 207. 1.4 24

623 Pseudomyotonia in Romagnola cattle caused by novel ATP2A1mutations. BMC Veterinary Research, 2012,
8, 186. 0.7 13

624 Cloning of aquaporin-1 of the blue crab, Callinectes sapidus: its expression during the larval
development in hyposalinity. Aquatic Biosystems, 2012, 8, 21. 1.8 28

625 CHAPTER 8. Fructose Chemistry. Food and Nutritional Components in Focus, 2012, , 115-137. 0.1 2

626 Selective Proteasomal Degradation of the Bâ€²Î² Subunit of Protein Phosphatase 2A by the E3 Ubiquitin
Ligase Adaptor Kelch-like 15. Journal of Biological Chemistry, 2012, 287, 43378-43389. 1.6 36

627 The Nâ€•terminal domain of the myelin enzyme 2â€²,3â€²â€•cyclic nucleotide 3â€²â€•phosphodiesterase: direct molecular
interaction with the calcium sensor calmodulin. Journal of Neurochemistry, 2012, 123, 515-524. 2.1 17

628
Archaeal <scp>JAB</scp>1/<scp>MPN</scp>/<scp>MOV</scp>34 metalloenzyme (<scp>HvJAMM</scp>1)
cleaves ubiquitinâ€•like small archaeal modifier proteins (<scp>SAMP</scp>s) from proteinâ€•conjugates.
Molecular Microbiology, 2012, 86, 971-987.

1.2 39

629 Self-cleavage of Human CLCA1 Protein by a Novel Internal Metalloprotease Domain Controls
Calcium-activated Chloride Channel Activation. Journal of Biological Chemistry, 2012, 287, 42138-42149. 1.6 61

630 Template-based protein structure modeling using the RaptorX web server. Nature Protocols, 2012, 7,
1511-1522. 5.5 1,474

631 In Vivo Protein Interactions and Complex Formation in the Pectobacterium atrosepticum Subtype I-F
CRISPR/Cas System. PLoS ONE, 2012, 7, e49549. 1.1 69

632 Structure and Function of Eukaryotic DNA Polymerase Î´. Sub-Cellular Biochemistry, 2012, 62, 217-236. 1.0 19

633
Expression, purification, crystallization and preliminary X-ray crystallographic analysis of Zucchini
fromDrosophila melanogaster. Acta Crystallographica Section F: Structural Biology
Communications, 2012, 68, 1346-1350.

0.7 1

634 A Mutation in PNPT1, Encoding Mitochondrial-RNA-Import Protein PNPase, Causes Hereditary Hearing
Loss. American Journal of Human Genetics, 2012, 91, 919-927. 2.6 82

635 Deficiency for the Ubiquitin Ligase UBE3B in a Blepharophimosis-Ptosis-Intellectual-Disability
Syndrome. American Journal of Human Genetics, 2012, 91, 998-1010. 2.6 82



37

Citation Report

# Article IF Citations

636
Isolation, functional characterization and crystallization of Aq_1259, an outer membrane protein
with porin features, from Aquifex aeolicus. Biochimica Et Biophysica Acta - Proteins and Proteomics,
2012, 1824, 1358-1365.

1.1 0

637 Biochemical, structural and functional characterization of two novel antifungal endoglucanases
from Anabaena laxa. Biocatalysis and Agricultural Biotechnology, 2012, 1, 338-347. 1.5 15

638 Non-amyloidogenic peptide tags for the regulatable self-assembling of protein-only nanoparticles.
Biomaterials, 2012, 33, 8714-8722. 5.7 65

639 Putative Chitin Synthases from Branchiostoma floridae Show Extracellular Matrix-related Domains
and Mosaic Structures. Genomics, Proteomics and Bioinformatics, 2012, 10, 197-207. 3.0 6

640 Type II-dependent secretion of a Pseudomonas aeruginosa DING protein. Research in Microbiology, 2012,
163, 457-469. 1.0 20

641 Molecular simulations of drugâ€“receptor complexes in anticancer research. Future Medicinal
Chemistry, 2012, 4, 1961-1970. 1.1 5

642 Structure and Catalytic Mechanism of Nicotinate (Vitamin B<sub>3</sub>) Degradative Enzyme
Maleamate Amidohydrolase from <i>Bordetella bronchiseptica</i> RB50. Biochemistry, 2012, 51, 545-554. 1.2 15

643 Proteomic Analysis of <i>Sulfolobus solfataricus</i> during <i>Sulfolobus</i> Turreted Icosahedral
Virus Infection. Journal of Proteome Research, 2012, 11, 1420-1432. 1.8 26

644
Ion Mobility Mass Spectrometry Coupled with Rapid Protein Threading Predictor Structure Prediction
and Collision-Induced Dissociation for Probing Chemokine Conformation and Stability. Analytical
Chemistry, 2012, 84, 3208-3214.

3.2 9

645 Identification and characterisation of the gene cluster for the anti-MRSA antibiotic bottromycin:
expanding the biosynthetic diversity of ribosomal peptides. Chemical Science, 2012, 3, 3516. 3.7 64

646 Modeling of Alternate RNA Polymerase Sigma D Factor and Identification of Novel Inhibitors by
Virtual Screening. Cellular and Molecular Bioengineering, 2012, 5, 363-374. 1.0 8

647 Expression, purification and antimicrobial activity of puroindoline A protein and its mutants. Amino
Acids, 2012, 43, 1689-1696. 1.2 20

648 The Eukaryotic Replisome: a Guide to Protein Structure and Function. Sub-Cellular Biochemistry, 2012,
, . 1.0 12

649 Identification and characterization of a gene encoding a putative lysophosphatidyl acyltransferase
from Arachis hypogaea. Journal of Biosciences, 2012, 37, 1029-1039. 0.5 10

650 A transforming <i>KIF5B</i> and <i>RET</i> gene fusion in lung adenocarcinoma revealed from
whole-genome and transcriptome sequencing. Genome Research, 2012, 22, 436-445. 2.4 433

651 RNA interference in<i>Caenorhabditis elegans</i>: Uptake, mechanism, and regulation. Parasitology,
2012, 139, 560-573. 0.7 50

652 Subnanometre-resolution structure of the intact Thermus thermophilus H+-driven ATP synthase.
Nature, 2012, 481, 214-218. 13.7 109

653 Natural Variation in a Chloride Channel Subunit Confers Avermectin Resistance in <i>C. elegans</i>.
Science, 2012, 335, 574-578. 6.0 160



38

Citation Report

# Article IF Citations

654 X-ray structures of LeuT in substrate-free outward-open and apo inward-open states. Nature, 2012, 481,
469-474. 13.7 488

655 Cellulose production by Enterobacter sp. CJF-002 and identification of genes for cellulose
biosynthesis. Cellulose, 2012, 19, 1989-2001. 2.4 35

657 Distribution and Properties of the Genes Encoding the Biosynthesis of the Bacterial Cofactor,
Pyrroloquinoline Quinone. Biochemistry, 2012, 51, 2265-2275. 1.2 103

658 Computational prediction of protein-protein complexes. BMC Research Notes, 2012, 5, 495. 0.6 9

659 Structural View of a Non Pfam Singleton and Crystal Packing Analysis. PLoS ONE, 2012, 7, e31673. 1.1 2

660 Carbohydrate Recognition by an Architecturally Complex Î±-N-Acetylglucosaminidase from Clostridium
perfringens. PLoS ONE, 2012, 7, e33524. 1.1 42

661 DotU and VgrG, Core Components of Type VI Secretion Systems, Are Essential for Francisella LVS
Pathogenicity. PLoS ONE, 2012, 7, e34639. 1.1 66

662 The Glycosyltransferase Repertoire of the Spikemoss Selaginella moellendorffii and a Comparative
Study of Its Cell Wall. PLoS ONE, 2012, 7, e35846. 1.1 68

663 Congenic Strain Analysis Reveals Genes That Are Rapidly Evolving Components of a Prezygotic
Isolation Mechanism Mediating Incipient Reinforcement. PLoS ONE, 2012, 7, e35898. 1.1 11

664 Heterologous Expression of ATG8c from Soybean Confers Tolerance to Nitrogen Deficiency and
Increases Yield in Arabidopsis. PLoS ONE, 2012, 7, e37217. 1.1 87

665 Genome-Wide Study of the Defective Sucrose Fermenter Strain of Vibrio cholerae from the Latin
American Cholera Epidemic. PLoS ONE, 2012, 7, e37283. 1.1 13

666 Crowd Sourcing a New Paradigm for Interactome Driven Drug Target Identification in Mycobacterium
tuberculosis. PLoS ONE, 2012, 7, e39808. 1.1 36

667 Structural Modeling and DNA Binding Autoinhibition Analysis of Ergp55, a Critical Transcription
Factor in Prostate Cancer. PLoS ONE, 2012, 7, e39850. 1.1 3

668 Characterization and Whole Genome Analysis of Human Papillomavirus Type 16 E1-1374âˆ§63nt Variants.
PLoS ONE, 2012, 7, e41045. 1.1 10

669 Mitochondrial Reactive Oxygen Species Modulate Mosquito Susceptibility to Plasmodium Infection.
PLoS ONE, 2012, 7, e41083. 1.1 35

670 Diversification of the Salmonella Fimbriae: A Model of Macro- and Microevolution. PLoS ONE, 2012, 7,
e38596. 1.1 96

671 Role of the NC-Loop in Catalytic Activity and Stability in Lipase from Fervidobacterium changbaicum.
PLoS ONE, 2012, 7, e46881. 1.1 17

672 The CRISPR Associated Protein Cas4 Is a 5â€² to 3â€² DNA Exonuclease with an Iron-Sulfur Cluster. PLoS ONE,
2012, 7, e47232. 1.1 101



39

Citation Report

# Article IF Citations

673 The Roles of Gene Duplication, Gene Conversion and Positive Selection in Rodent Esp and Mup
Pheromone Gene Families with Comparison to the Abp Family. PLoS ONE, 2012, 7, e47697. 1.1 13

674 Re-Evaluation of a Bacterial Antifreeze Protein as an Adhesin with Ice-Binding Activity. PLoS ONE, 2012,
7, e48805. 1.1 57

675 Plasmodium falciparum Rosetting Epitopes Converge in the SD3-Loop of PfEMP1-DBL1Î±. PLoS ONE, 2012, 7,
e50758. 1.1 21

676 Identification of Putative Rhamnogalacturonan-II Specific Glycosyltransferases in Arabidopsis Using a
Combination of Bioinformatics Approaches. PLoS ONE, 2012, 7, e51129. 1.1 16

677 Characterization of Transcription Factors That Regulate the Type IV Secretion System and Riboflavin
Biosynthesis in Wolbachia of Brugia malayi. PLoS ONE, 2012, 7, e51597. 1.1 50

678
Horizontal Gene Transfer Contributed to the Evolution of Extracellular Surface Structures: The
Freshwater Polyp Hydra Is Covered by a Complex Fibrous Cuticle Containing Glycosaminoglycans and
Proteins of the PPOD and SWT (Sweet Tooth) Families. PLoS ONE, 2012, 7, e52278.

1.1 26

679 Structural Bioinformatics of Proteins: Predicting the Tertiary and Quaternary Structure of Proteins
from Sequence. , 2012, , . 1

680 In Silico Engineering of Proteins That Recognize Small Molecules. , 2012, , . 0

681 Comparative modeling of CCRL1, a key protein in masked immune diseases and virtual screening for
finding inhibitor of this protein. Bioinformation, 2012, 8, 336-340. 0.2 4

682 Ribosomes from Trypanosomatids: Unique Structural and Functional Properties. , 2012, , . 0

683
Expression, purification, crystallization and preliminary X-ray analysis ofPseudomonas
aeruginosaPelD. Acta Crystallographica Section F: Structural Biology Communications, 2012, 68,
181-184.

0.7 11

684 Solution structure and small angle scattering analysis of TraI (381â€“569). Proteins: Structure,
Function and Bioinformatics, 2012, 80, 2250-2261. 1.5 5

685 required to maintain repression2 Is a Novel Protein That Facilitates Locus-Specific Paramutation in
Maize. Plant Cell, 2012, 24, 1761-1775. 3.1 33

686 Synaptic Cell Adhesion. Cold Spring Harbor Perspectives in Biology, 2012, 4, a005694-a005694. 2.3 198

687 Calcium channel auxiliary Î±2Î´ and Î² subunits: trafficking and one step beyond. Nature Reviews
Neuroscience, 2012, 13, 542-555. 4.9 324

688 Integrity of the P-site is probed during maturation of the 60S ribosomal subunit. Journal of Cell
Biology, 2012, 197, 747-759. 2.3 68

689 <i>Schizosaccharomyces pombe</i>Ccq1 and TER1 bind the 14-3-3-like domain of Est1, which promotes
and stabilizes telomeraseâ€“telomere association. Genes and Development, 2012, 26, 82-91. 2.7 33

690 The discovery of novel 10,11-dihydro-5H-dibenz[b,f]azepine SIRT2 inhibitors. MedChemComm, 2012, 3, 373. 3.5 21



40

Citation Report

# Article IF Citations

691 Cdc6-Induced Conformational Changes in ORC Bound to Origin DNA Revealed by Cryo-Electron
Microscopy. Structure, 2012, 20, 534-544. 1.6 60

693
Molecular characterization and gene expression of apolipophorin III from the ghost moth,
<i>Thitarodes pui</i> (Lepidoptera, Hepialidae). Archives of Insect Biochemistry and Physiology, 2012,
80, 1-14.

0.6 20

694 The chicken or the egg: PHEX, FGF23 and SIBLINGs unscrambled. Cell Biochemistry and Function, 2012,
30, 355-375. 1.4 55

695
Avirulence Proteins AvrBs7 from Xanthomonas gardneri and AvrBs1.1 from Xanthomonas
euvesicatoria Contribute to a Novel Gene-for-Gene Interaction in Pepper. Molecular Plant-Microbe
Interactions, 2012, 25, 307-320.

1.4 35

696 Protein construct optimization: data sharing strategy. Protein and Cell, 2012, 3, 321-322. 4.8 0

697 Characterization of the indole-3-glycerol phosphate synthase from Pseudomonas aeruginosa PAO1.
Protein Journal, 2012, 31, 359-365. 0.7 7

698 Molecular characterization of an elicitor-responsive Armadillo repeat gene (GhARM) from cotton
(Gossypium hirsutum). Molecular Biology Reports, 2012, 39, 8513-8523. 1.0 8

699 Molecular Cloning and Characterisation of Genes Coding for Glycine- and Proline-Rich Proteins
(GPRPs) in Soybean. Plant Molecular Biology Reporter, 2012, 30, 566-577. 1.0 23

700 Bhageerathâ€”Targeting the near impossible: Pushing the frontiers of atomic models for protein
tertiary structure prediction#. Journal of Chemical Sciences, 2012, 124, 83-91. 0.7 24

701 Bioinformatic evidence and characterization of novel putative large conjugative transposons
residing in genomes of genera Bacteroides and Prevotella. Folia Microbiologica, 2012, 57, 285-290. 1.1 2

702 Sequence fingerprints of enzyme specificities from the glycoside hydrolase family GH57.
Extremophiles, 2012, 16, 497-506. 0.9 54

703
Predicting functional residues of the Solanum lycopersicum aspartic protease inhibitor (SLAPI) by
combining sequence and structural analysis with molecular docking. Journal of Molecular Modeling,
2012, 18, 2673-2687.

0.8 3

704
Full-length structural model of RET3 and SEC21 in COPI: identification of binding sites on the
appendage for accessory protein recruitment motifs. Journal of Molecular Modeling, 2012, 18,
3199-3212.

0.8 5

705 Structural analysis of secretory phospholipase A2 from Clonorchis sinensis: therapeutic implications
for hepatic fibrosis. Journal of Molecular Modeling, 2012, 18, 3139-3145. 0.8 12

706 Structural modelling and dynamics of proteins for insights into drug interactions. Advanced Drug
Delivery Reviews, 2012, 64, 323-343. 6.6 32

707 OATPs, OATs and OCTs: the organic anion and cation transporters of the <i>SLCO</i> and
<i>SLC22A</i> gene superfamilies. British Journal of Pharmacology, 2012, 165, 1260-1287. 2.7 627

708 SpyA is a membraneâ€•bound ADPâ€•ribosyltransferase of <i>Streptococcus pyogenes</i> which modifies a
streptococcal peptide, SpyB. Molecular Microbiology, 2012, 83, 936-952. 1.2 9

709 Coinheritance of three novel FV gene mutations in a patient with a severe FV deficiency. Haemophilia,
2012, 18, e51-3. 1.0 6



41

Citation Report

# Article IF Citations

710 Is there a role for rare variants in DRD4 gene in the susceptibility for ADHD? Searching for an effect
of allelic heterogeneity. Molecular Psychiatry, 2012, 17, 520-526. 4.1 24

711 Decoding the roles of pilotins and accessory proteins in secretin escort services. FEMS Microbiology
Letters, 2012, 328, 1-12. 0.7 60

712 Substrate specificity of the recombinant alginate lyase from the marine bacteria Pseudomonas
alginovora. Carbohydrate Research, 2012, 352, 44-50. 1.1 31

713 Identification of a disulfide bridge essential for structure and function of the voltage-gated Ca2+
channel Î±2Î´-1 auxiliary subunit. Cell Calcium, 2012, 51, 22-30. 1.1 38

714 Raalin, a transcript enriched in the honey bee brain, is a remnant of genomic rearrangement in
hymenoptera. Insect Molecular Biology, 2012, 21, 305-318. 1.0 5

715 A novel p.Glu175X premature stop mutation in the Câ€•terminal end of HSP27 is a cause of CMT2. Journal
of the Peripheral Nervous System, 2012, 17, 201-205. 1.4 19

716 Small non-coding RNA SraG regulates the operon YPK_1206-1205 in Yersinia pseudotuberculosis. FEMS
Microbiology Letters, 2012, 331, 37-43. 0.7 16

717 Constructing structural networks of signaling pathways on the proteome scale. Current Opinion in
Structural Biology, 2012, 22, 367-377. 2.6 61

718 Nuclear hormone receptor co-repressors: Structure and function. Molecular and Cellular
Endocrinology, 2012, 348, 440-449. 1.6 148

719 Cytochrome P450 in fluke Opisthorchis felineus: Identification and characterization. Molecular and
Biochemical Parasitology, 2012, 181, 190-194. 0.5 29

720 The identification of antigenic proteins: 14-3-3 protein and propionyl-CoA carboxylase in Clonorchis
sinensis. Molecular and Biochemical Parasitology, 2012, 182, 1-6. 0.5 12

721 Characterization and differential expression of a ferritin protein from Fasciola hepatica. Molecular
and Biochemical Parasitology, 2012, 182, 54-61. 0.5 15

722 Flavin-binding of azoreductase: Direct evidences for dual-binding property of apo-azoreductase with
FMN and FAD. Journal of Molecular Catalysis B: Enzymatic, 2012, 74, 204-208. 1.8 7

723 A Position-Specific Distance-Dependent Statistical Potential for Protein Structure and Functional
Study. Structure, 2012, 20, 1118-1126. 1.6 55

724 On the ancestral recruitment of metalloproteinases into the venom of snakes. Toxicon, 2012, 60,
449-454. 0.8 49

725 Identification of new <i>Potato virus Y</i> (PVY) molecular determinants for the induction of vein
necrosis in tobacco. Molecular Plant Pathology, 2012, 13, 948-959. 2.0 45

726 Rab11 is phosphorylated by classical and novel protein kinase C isoenzymes upon sustained phorbol
ester activation. Biology of the Cell, 2012, 104, 102-115. 0.7 22

727
Crystallization and preliminary X-ray crystallographic characterization of a cyclic nucleotide-binding
homology domain from the mouse EAG potassium channel. Acta Crystallographica Section F:
Structural Biology Communications, 2012, 68, 337-339.

0.7 4



42

Citation Report

# Article IF Citations

728
Expression, purification, crystallization and preliminary X-ray analysis of<i>Pseudomonas
aeruginosa</i>AlgL. Acta Crystallographica Section F: Structural Biology Communications, 2012, 68,
584-587.

0.7 11

729 Structure of the signal transduction protein TRAP (target of RNAIII-activating protein). Acta
Crystallographica Section F: Structural Biology Communications, 2012, 68, 744-750. 0.7 11

730 <i>Chlamydia</i> coâ€•opts the rod shapeâ€•determining proteins MreB and Pbp2 for cell division.
Molecular Microbiology, 2012, 85, 164-178. 1.2 95

731 Evidence for roles of the <i>Escherichia coli</i> Hda protein beyond regulatory inactivation of DnaA.
Molecular Microbiology, 2012, 85, 648-668. 1.2 15

732 A conserved domain in the Nâ€•terminus is important for LEAFY dimerization and function in
<i>Arabidopsis thaliana</i>. Plant Journal, 2012, 71, 736-749. 2.8 22

733 A p.D116G mutation in CREB1 leads to novel multiple malformation syndrome
resembling<i>CrebA</i>knockout mouse. Human Mutation, 2012, 33, 651-654. 1.1 4

734 Molecular chaperones as therapeutic targets to counteract proteostasis defects. Journal of Cellular
Physiology, 2012, 227, 1226-1234. 2.0 10

735 Molecular model of human heparanase with proposed binding mode of a heparan sulfate
oligosaccharide and catalytic amino acids. Biopolymers, 2012, 97, 21-34. 1.2 19

736 Terpene Biosynthesis: Modularity Rules. Angewandte Chemie - International Edition, 2012, 51, 1124-1137. 7.2 286

737 The Diversity of Polyketide Synthase Genes from Sugarcane-Derived Fungi. Microbial Ecology, 2012, 63,
565-577. 1.4 12

738 Functions of the poly(ADP-ribose) polymerase superfamily in plants. Cellular and Molecular Life
Sciences, 2012, 69, 175-189. 2.4 63

739 Polymorphism in the exon 4 of Î²-lactoglobulin variant B precursor gene and its association with milk
traits and protein structure in Chinese Holstein. Molecular Biology Reports, 2012, 39, 3957-3964. 1.0 9

740
Comparative modeling of UDP-N-acetylmuramoyl-glycyl-D-glutamate-2, 6-diaminopimelate ligase from
Mycobacterium leprae and analysis of its binding features through molecular docking studies.
Journal of Molecular Modeling, 2012, 18, 115-125.

0.8 12

741
Functional characterization of the novel <i>BRAF</i> complex mutation,
<i>BRAF</i><sup><i>V600delinsYM</i></sup>, identified in papillary thyroid carcinoma. International
Journal of Cancer, 2013, 132, 738-743.

2.3 16

742 Dual organism design cycle reveals small subunit substitutions that improve [NiFe] hydrogenase
hydrogen evolution. Journal of Biological Engineering, 2013, 7, 17. 2.0 13

743 Binding of bacterial secondary messenger molecule c di-GMP is a STING operation. Protein and Cell,
2013, 4, 117-129. 4.8 18

744 The bacterial phosphoenolpyruvate: sugar phosphotransferase system (PTS): an interface between
energy and signal transduction. Journal of the Iranian Chemical Society, 2013, 10, 593-630. 1.2 43

745 C-terminus of transcription factor TnrA from Bacillus subtilis controls DNA-binding domain activity
but is not required for dimerization. Molecular Biology, 2013, 47, 293-298. 0.4 2



43

Citation Report

# Article IF Citations

746 Evolution of the ABPA Subunit of Androgen-Binding Protein Expressed in the Submaxillary Glands in
New and Old World Rodent Taxa. Journal of Molecular Evolution, 2013, 76, 324-331. 0.8 7

747 Molecular Phylogeny and Evolution of the Proteins Encoded by Coleoid (Cuttlefish, Octopus, and) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 702 Td (Squid) Posterior Venom Glands. Journal of Molecular Evolution, 2013, 76, 192-204.0.8 62

748 Evolution of General Transcription Factors. Journal of Molecular Evolution, 2013, 76, 28-47. 0.8 7

749 The PI(3)P interactome from a colon cancer cell. Journal of Proteomics, 2013, 82, 35-51. 1.2 27

750 Identification of the monocyte activating motif in Mycobacterium tuberculosis chaperonin 60.1.
Tuberculosis, 2013, 93, 442-447. 0.8 8

751
A tandem <scp>K</scp>unitz protease inhibitor (<scp>KPI</scp>106)â€“serine carboxypeptidase
(<scp>SCP</scp>1) controls mycorrhiza establishment and arbuscule development in
<i><scp>M</scp>edicago truncatula</i>. Plant Journal, 2013, 75, 711-725.

2.8 30

752
Cloning, expression and biochemical characterization of a novel, moderately thermostable GDSL
family esterase from Geobacillus thermodenitrificans T2. Journal of Bioscience and Bioengineering,
2013, 115, 133-137.

1.1 32

753 The Effects of Non-Synonymous Single Nucleotide Polymorphisms (nsSNPs) on Proteinâ€“Protein
Interactions. Journal of Molecular Biology, 2013, 425, 3949-3963. 2.0 184

754 Identification and characterization of OmpL as a potential vaccine candidate for immune-protection
against salmonellosis in mice. Vaccine, 2013, 31, 2930-2936. 1.7 17

755 Analysis of sequence, structure of GAPDH of<i>Leishmania donovani</i>and its interactions. Journal
of Biomolecular Structure and Dynamics, 2013, 31, 258-275. 2.0 7

756 FMNL3 FH2â€“actin structure gives insight into formin-mediated actin nucleation and elongation.
Nature Structural and Molecular Biology, 2013, 20, 111-118. 3.6 54

757 Origin, evolution and classification of type-3 copper proteins: lineage-specific gene expansions and
losses across the Metazoa. BMC Evolutionary Biology, 2013, 13, 96. 3.2 64

758 Laser microdissection coupled with RNA-seq analysis of porcine enterocytes infected with an obligate
intracellular pathogen (Lawsonia intracellularis). BMC Genomics, 2013, 14, 421. 1.2 38

759 Conserved loci of leaf and stem rust fungi of wheat share synteny interrupted by lineage-specific
influx of repeat elements. BMC Genomics, 2013, 14, 60. 1.2 20

760 Disruption of focal adhesion kinase and p53 interaction with small molecule compound R2 reactivated
p53 and blocked tumor growth. BMC Cancer, 2013, 13, 342. 1.1 49

761 FtsZ in chloroplast division: structure, function and evolution. Current Opinion in Cell Biology, 2013,
25, 461-470. 2.6 74

762 Biology, Controls and Models of Tree Volatile Organic Compound Emissions. Tree Physiology, 2013, , . 0.9 38

763 Dynamic Change of Heme Environment in Soluble Guanylate Cyclase and Complexation of
NOâ€•Independent Drug Agents with Hâ€•NOX Domain. Chemical Biology and Drug Design, 2013, 81, 359-381. 1.5 2



44

Citation Report

# Article IF Citations

764 Biochemical and Structural Characterization of the Ubiquitin-Conjugating Enzyme UBE2W Reveals the
Formation of a Noncovalent Homodimer. Cell Biochemistry and Biophysics, 2013, 67, 103-110. 0.9 15

765 In Vitro Ca2+-Dependent Maturation of Milk-Clotting Recombinant Epr: Minor Extracellular Protease:
From Bacillus licheniformis. Molecular Biotechnology, 2013, 54, 304-311. 1.3 0

766 Teth137, a Conserved Factor of Unknown Function from Thermoanaerobacter ethanolicus JW200,
Represses the Transcription of the adhE Gene In Vitro. Indian Journal of Microbiology, 2013, 53, 149-154. 1.5 3

767 Citrate synthase from the liver fluke Fasciola hepatica. Parasitology Research, 2013, 112, 2413-2417. 0.6 6

768 OmpA-mediated rickettsial adherence to and invasion of human endothelial cells is dependent upon
interaction with Î±2Î²1 integrin. Cellular Microbiology, 2013, 15, 727-741. 1.1 65

769 Structure of a bacterial type IV secretion core complex at subnanometre resolution. EMBO Journal,
2013, 32, 1195-1204. 3.5 85

770 Mechanistic Basis of Desmosome-Targeted Diseases. Journal of Molecular Biology, 2013, 425, 4006-4022. 2.0 88

771 The Yeast Ski Complex: Crystal Structure and RNA Channeling to the Exosome Complex. Cell, 2013, 154,
814-826. 13.5 177

772 NBPF is a potential DNA-binding transcription factor that is directly regulated by NF-ÎºB. International
Journal of Biochemistry and Cell Biology, 2013, 45, 2479-2490. 1.2 27

773 Expression, purification and molecular modeling of the NIa protease of<i>Cardamom mosaic virus</i>.
Journal of Biomolecular Structure and Dynamics, 2013, 31, 602-611. 2.0 4

774 A two-step sulfation in antibiotic biosynthesis requires a type III polyketide synthase. Nature Chemical
Biology, 2013, 9, 610-615. 3.9 36

775 High diversification of CD94 by alternative splicing in New World primates. Immunogenetics, 2013, 65,
281-290. 1.2 3

776 Novel CAD-like enzymes from Escherichia coli K-12 as additional tools in chemical production. Applied
Microbiology and Biotechnology, 2013, 97, 5815-5824. 1.7 42

777 Comparative study of the promotion of porcine fetal fibroblast proliferation by overexpression of
two transcriptional variants of SIRT6. Science Bulletin, 2013, 58, 1169-1174. 1.7 0

778 DNA Variations in Oculocutaneous Albinism: An Updated Mutation List and Current Outstanding
Issues in Molecular Diagnostics. Human Mutation, 2013, 34, 827-835. 1.1 114

779 Conformational Analysis of StrH, the Surface-Attached exo-Î²-d-N-Acetylglucosaminidase from
Streptococcus pneumoniae. Journal of Molecular Biology, 2013, 425, 334-349. 2.0 14

780
Insights into the structureâ€“function relationship of disease resistance protein HCTR in maize (Zea) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 107 Td (mays L.): A computational structural biology approach. Journal of Molecular Graphics and Modelling,

2013, 45, 50-64.
1.3 9

781 Structural and phylogenetic basis for the classification of group III phospholipase A2. Journal of
Molecular Modeling, 2013, 19, 3779-3791. 0.8 11



45

Citation Report

# Article IF Citations

782 Sequence and structural investigation of a novel psychrophilic Î±-amylase from Glaciozyma antarctica
PI12 for cold-adaptation analysis. Journal of Molecular Modeling, 2013, 19, 3369-3383. 0.8 30

783 Concentration-dependent antagonistic persuasion of SDS and naphthalene derivatives on the
fibrillation of stem bromelain. Archives of Biochemistry and Biophysics, 2013, 540, 101-116. 1.4 35

784 Comparative evaluation of commercially available homology modelling tools: A structural
bioinformatics perspective. Drug Invention Today (discontinued), 2013, 5, 207-211. 0.6 2

785 Structure of an atypical periplasmic adaptor from a multidrug efflux pump of the spirochete
<i>Borrelia burgdorferi</i>. FEBS Letters, 2013, 587, 2984-2988. 1.3 21

786 Probing the protein space for extending the detection of weak homology folds. Journal of
Theoretical Biology, 2013, 320, 152-158. 0.8 7

787 A Vibrio parahaemolyticus T3SS Effector Mediates Pathogenesis by Independently Enabling Intestinal
Colonization and Inhibiting TAK1 Activation. Cell Reports, 2013, 3, 1690-1702. 2.9 70

788 Human sweet taste receptor: Complete structure prediction and evaluation. International Journal of
Chemical and Analytical Science, 2013, 4, 24-32. 0.5 12

789 Functional assignment of Mycobacterium tuberculosis proteome revealed byÂ genome-scale
fold-recognition. Tuberculosis, 2013, 93, 40-46. 0.8 18

790 Triose phosphate isomerase from the blood fluke <i>Schistosoma mansoni</i>: Biochemical
characterisation of a potential drug and vaccine target. FEBS Letters, 2013, 587, 3422-3427. 1.3 22

791 A Novel Automethylation Reaction in the Aspergillus nidulans LaeA Protein Generates
S-Methylmethionine. Journal of Biological Chemistry, 2013, 288, 14032-14045. 1.6 66

792 <scp>PMEL</scp>: a pigment cellâ€•specific model for functional amyloid formation. Pigment Cell and
Melanoma Research, 2013, 26, 300-315. 1.5 143

793 Genes encoding FAD-binding proteins in Volvariella volvacea exhibit differential expression in
homokaryons and heterokaryons. Microbiological Research, 2013, 168, 533-546. 2.5 13

794 The oneâ€•component system <scp>ArnR</scp>: a membraneâ€•bound activator of the crenarchaeal
archaellum. Molecular Microbiology, 2013, 88, 125-139. 1.2 53

795 Membrane-bound mucin modular domains: From structure to function. Biochimie, 2013, 95, 1077-1086. 1.3 61

796 Computational determination of the orientation of a heat repeat-like domain of DNA-PKcs.
Computational Biology and Chemistry, 2013, 42, 1-4. 1.1 1

797 Conserved Regulation of Cardiac Calcium Uptake by Peptides Encoded in Small Open Reading Frames.
Science, 2013, 341, 1116-1120. 6.0 311

798 Homology modeling study toward identifying structural properties in the HA2 B-loop that would
influence the HA1 receptor-binding site. Journal of Molecular Graphics and Modelling, 2013, 44, 161-167. 1.3 4

799
Cloning, molecular characterization, and expression analysis of the signal transducer and activator
of transcription 3 (STAT3) gene from grass carp (Ctenopharyngodon idellus). Fish and Shellfish
Immunology, 2013, 35, 1624-1634.

1.6 13



46

Citation Report

# Article IF Citations

800 Identification of Mureidomycin Analogues and Functional Analysis of an Nâ€•Acetyltransferase in
Napsamycin Biosynthesis. ChemBioChem, 2013, 14, 2248-2255. 1.3 8

801
Identification and expression analysis of a new glycoside hydrolase family 55
exo-Î²-1,3-glucanase-encoding gene in Volvariella volvacea suggests a role in fruiting body development.
Gene, 2013, 527, 154-160.

1.0 33

802 Tubulin-binding cofactor C domain-containing protein TBCCD1 orchestrates cytoskeletal filament
formation. Journal of Cell Science, 2013, 126, 5350-6. 1.2 28

803
Binding of the N-Terminal Domain of the Lactococcal Bacteriophage TP901-1 CI Repressor to Its Target
DNA: A Crystallography, Small Angle Scattering, and Nuclear Magnetic Resonance Study. Biochemistry,
2013, 52, 6892-6904.

1.2 12

804 Akirins in sea lice: First steps towards a deeper understanding. Experimental Parasitology, 2013, 135,
188-199. 0.5 15

805
Structure, Function, and Onâ€“Off Switching of a Core Unit Contact between CheA Kinase and CheW
Adaptor Protein in the Bacterial Chemosensory Array: A Disulfide Mapping and Mutagenesis Study.
Biochemistry, 2013, 52, 7753-7765.

1.2 36

806
Crystal structure of the human eIF4AIIIâ€“CWC22 complex shows how a DEAD-box protein is inhibited by
a MIF4G domain. Proceedings of the National Academy of Sciences of the United States of America,
2013, 110, E4611-8.

3.3 40

807 Phylogenomic Network and Comparative Genomics Reveal a Diverged Member of the Ï•KZ-Related Group,
Marine Vibrio Phage Ï•JM-2012. Journal of Virology, 2013, 87, 12866-12878. 1.5 38

808 Expanding the Fluorine Chemistry of Living Systems Using Engineered Polyketide Synthase Pathways.
Science, 2013, 341, 1089-1094. 6.0 166

809 Structural characterization of NETNES glycopeptide from Trypanosoma cruzi. Carbohydrate Research,
2013, 373, 28-34. 1.1 3

810
Osmosensory signaling in <i>Mycobacterium tuberculosis</i> mediated by a eukaryotic-like Ser/Thr
protein kinase. Proceedings of the National Academy of Sciences of the United States of America, 2013,
110, E5069-77.

3.3 58

811
Biochemical and Biophysical Characterization of the Sialyl-/Hexosyltransferase Synthesizing the
Meningococcal Serogroup W135 Heteropolysaccharide Capsule. Journal of Biological Chemistry, 2013,
288, 11718-11730.

1.6 24

812 Large serine recombinase domain structure and attachment site binding. Critical Reviews in
Biochemistry and Molecular Biology, 2013, 48, 476-491. 2.3 46

813 A Calcineurin-dependent Switch Controls the Trafficking Function of Î±-Arrestin Aly1/Art6. Journal of
Biological Chemistry, 2013, 288, 24063-24080. 1.6 57

814 Cargo Recognition in Clathrin-Mediated Endocytosis. Cold Spring Harbor Perspectives in Biology,
2013, 5, a016790-a016790. 2.3 244

815 Novel and recurrent mutations in the TAT gene in Tunisian families affected with Richnerâ€“Hanhart
Syndrome. Gene, 2013, 529, 45-49. 1.0 10

816
Structure-Function Analysis of a Broad Specificity Populus trichocarpa Endo-Î²-glucanase Reveals an
Evolutionary Link between Bacterial Licheninases and Plant XTH Gene Products. Journal of Biological
Chemistry, 2013, 288, 15786-15799.

1.6 41

817 Cluster of Genes That Encode Positive and Negative Elements Influencing Filament Length in a
Heterocyst-Forming Cyanobacterium. Journal of Bacteriology, 2013, 195, 3957-3966. 1.0 17



47

Citation Report

# Article IF Citations

818 Insights into Exo- and Endoglucanase Activities of Family 6 Glycoside Hydrolases from Podospora
anserina. Applied and Environmental Microbiology, 2013, 79, 4220-4229. 1.4 45

819 Crystallographic Analysis of the Reaction Cycle of 2â€²,3â€²-Cyclic Nucleotide 3â€²-Phosphodiesterase, a
Unique Member of the 2H Phosphoesterase Family. Journal of Molecular Biology, 2013, 425, 4307-4322. 2.0 16

820
Minor Modifications to the Phosphate Groups and the C3â€² Acyl Chain Length of Lipid A in Two
Bordetella pertussis Strains, BP338 and 18-323, Independently Affect Toll-like Receptor 4 Protein
Activation. Journal of Biological Chemistry, 2013, 288, 11751-11760.

1.6 35

821 The charged residues in the surface-exposed C-terminus of the Soybean mosaic virus coat protein are
critical for cell-to-cell movement. Virology, 2013, 446, 95-101. 1.1 34

822 Systemic Signalling in Legume Nodulation: Nodule Formation and Its Regulation. Signaling and
Communication in Plants, 2013, , 219-229. 0.5 8

823 Identification of the Major Ubiquitin-binding Domain of the Pseudomonas aeruginosa ExoU A2
Phospholipase. Journal of Biological Chemistry, 2013, 288, 26741-26752. 1.6 33

824 The Biochemistry and Molecular Biology of Volatile Messengers in Trees. Tree Physiology, 2013, , 47-93. 0.9 25

825 Colponemids Represent Multiple Ancient Alveolate Lineages. Current Biology, 2013, 23, 2546-2552. 1.8 43

826 Caffeoyl Shikimate Esterase (CSE) Is an Enzyme in the Lignin Biosynthetic Pathway in <i>Arabidopsis</i>.
Science, 2013, 341, 1103-1106. 6.0 432

827 A Common Origin for Guanidinobutanoate Starter Units in Antifungal Natural Products. Angewandte
Chemie - International Edition, 2013, 52, 13096-13099. 7.2 48

828 Photosystem I Reduction in Diatoms: As Complex as the Green Lineage Systems but Less Efficient.
Biochemistry, 2013, 52, 8687-8695. 1.2 9

829 Type IV Pili in Gram-Positive Bacteria. Microbiology and Molecular Biology Reviews, 2013, 77, 323-341. 2.9 205

830 Bioinformatics analysis of a non-specific nuclease from Yersinia enterocolitica subsp. palearctica.
Computational Biology and Chemistry, 2013, 47, 207-214. 1.1 5

831 A Motif in the Vertebrate Telomerase N-Terminal Linker of TERT Contributes to RNA Binding and
Telomerase Activity and Processivity. Structure, 2013, 21, 1870-1878. 1.6 34

832 Organization and regulation of the arsenite oxidase operon of the moderately acidophilic and
facultative chemoautotrophic Thiomonas arsenitoxydans. Extremophiles, 2013, 17, 911-920. 0.9 18

833 Directed evolution and characterization of atrazine chlorohydrolase variants with enhanced
activity. Biochemistry (Moscow), 2013, 78, 1104-1111. 0.7 7

834 Contrasted evolutionary histories of two Toll-like receptors (Tlr4 and Tlr7) in wild rodents
(MURINAE). BMC Evolutionary Biology, 2013, 13, 194. 3.2 58

835 Rational engineering of the fungal P450 monooxygenase CYP5136A3 to improve its oxidizing activity
toward polycyclic aromatic hydrocarbons. Protein Engineering, Design and Selection, 2013, 26, 553-557. 1.0 23



48

Citation Report

# Article IF Citations

836 An association-adjusted consensus deleterious scheme to classify homozygous Mis-sense mutations
for personal genome interpretation. BioData Mining, 2013, 6, 24. 2.2 1

837 Functional characterization of two members of histidine phosphatase superfamily in Mycobacterium
tuberculosis. BMC Microbiology, 2013, 13, 292. 1.3 7

838 Genome wide gene-expression analysis of facultative reproductive diapause in the two-spotted spider
mite Tetranychus urticae. BMC Genomics, 2013, 14, 815. 1.2 92

839 A proposed mechanism for IS607-family serine transposases. Mobile DNA, 2013, 4, 24. 1.3 37

840 In silico design of small peptide-based Hsp90 inhibitor: A novel anticancer agent. Medical Hypotheses,
2013, 81, 853-861. 0.8 15

841 Protein Modeling: What Happened to the â€œProtein Structure Gapâ€•?. Structure, 2013, 21, 1531-1540. 1.6 111

842 <scp><i>B</i></scp><i>urkholderia</i>â€…<scp>BcpA</scp> mediates biofilm formation independently of
interbacterial contactâ€•dependent growth inhibition. Molecular Microbiology, 2013, 89, 1213-1225. 1.2 75

843 A non-canonical role for Rgnef (p190RhoGEF) in promoting integrin-stimulated focal adhesion kinase
activation. Journal of Cell Science, 2013, 126, 5074-85. 1.2 21

844 Defining a Substrateâ€•Binding Model of a Polysialyltransferase. ChemBioChem, 2013, 14, 1949-1953. 1.3 5

845 Protein interactions in the murine cytomegalovirus capsid revealed by cryoEM. Protein and Cell, 2013,
4, 833-845. 4.8 7

846
Probing the role of highly conserved residues forming the acceptor binding pocket of the
promiscuous glycosyltransferase mgt in defining the specificity towards a panel of flavonoids.
Biochemistry (Moscow), 2013, 78, 536-541.

0.7 0

847 An extremely thermostable amylopullulanase from Staphylothermus marinus displays both pullulan-
and cyclodextrin-degrading activities. Applied Microbiology and Biotechnology, 2013, 97, 5359-5369. 1.7 45

848 Conformational stability of CopC and roles of residues Tyr79 and Trp83. Protein Science, 2013, 22,
1519-1530. 3.1 13

849 EEC- and ADULT-Associated<i>TP63</i>Mutations Exhibit Functional Heterogeneity Toward P63
Responsive Sequences. Human Mutation, 2013, 34, 894-904. 1.1 19

850 Synthesis, activity and structureâ€“activity relationship of noroviral protease inhibitors.
MedChemComm, 2013, 4, 1354. 3.5 17

851
Molecular Modelling and Functional Studies of the Non-Stereospecific Î±-Haloalkanoic Acid
Dehalogenase (DehE) from<i>Rhizobium</i>SP. RC1 and its Association with 3-Chloropropionic Acid
(Î²-Chlorinated Aliphatic Acid). Biotechnology and Biotechnological Equipment, 2013, 27, 3725-3736.

0.5 19

852
Characterization of Staphylococcus aureus EssB, an integral membrane component of the TypeÂ VII
secretion system: atomic resolution crystal structure of the cytoplasmic segment. Biochemical
Journal, 2013, 449, 469-477.

1.7 25

853 Biochemical Characterization of Cardiolipin Synthase Mutations Associated with Daptomycin
Resistance in Enterococci. Antimicrobial Agents and Chemotherapy, 2013, 57, 289-296. 1.4 71



49

Citation Report

# Article IF Citations

854 Structural and Functional Characterization of Pseudomonas aeruginosa AlgX. Journal of Biological
Chemistry, 2013, 288, 22299-22314. 1.6 48

855 Conopeptide Ï•-TIA Defines a New Allosteric Site on the Extracellular Surface of the Î±1B-Adrenoceptor.
Journal of Biological Chemistry, 2013, 288, 1814-1827. 1.6 23

856 Dual inhibition of DNA polymerase PolC and protein tyrosine phosphatase CpsB uncovers a novel
antibiotic target. Biochemical and Biophysical Research Communications, 2013, 430, 167-172. 1.0 15

857
Functional and structural variation of uridine diphosphate glycosyltransferase (UGT) gene of Stevia
rebaudianaâ€“UGTSr involved in the synthesis of rebaudioside A. Plant Physiology and Biochemistry,
2013, 63, 245-253.

2.8 26

858

Conserved hostâ€“pathogen PPIs Globally conserved inter-species bacterial PPIs based conserved
host-pathogen interactome derived novel target in<i>C. pseudotuberculosis</i>,<i>C.
diphtheriae</i>,<i>M. tuberculosis</i>,<i>C. ulcerans</i>,<i>Y. pestis</i>, and<i>E. coli</i>targeted
by<i>Piper betel</i>compounds. Integrative Biology (United Kingdom), 2013, 5, 495-509.

0.6 24

859 Mannan-Binding Lectin of the Sea Urchin Strongylocentrotus nudus. Marine Biotechnology, 2013, 15,
73-86. 1.1 11

860
The <scp>ESX</scp>/type <scp>VII</scp> secretion system modulates development, but not virulence, of
the plant pathogen <i><scp>S</scp>treptomyces scabies</i>. Molecular Plant Pathology, 2013, 14,
119-130.

2.0 31

861 Mutagenesis and Modeling To Predict Structural and Functional Characteristics of the
Staphylococcus aureus MepA Multidrug Efflux Pump. Journal of Bacteriology, 2013, 195, 523-533. 1.0 27

862 Structure of the St. Louis Encephalitis Virus Postfusion Envelope Trimer. Journal of Virology, 2013, 87,
818-828. 1.5 28

863 The first Î±-helical domain of the vesicle-inducing protein in plastids 1 promotes oligomerization and
lipid binding. Planta, 2013, 237, 529-540. 1.6 54

864 Structural Characterization of Hydroperoxide Lyase in Dodecyl Maltoside by Using Circular
Dichroism. Protein Journal, 2013, 32, 1-6. 0.7 6

865 Molecular Modeling Comparison of the Performance of NS5b Polymerase Inhibitor (PSI-7977) on
Prevalent HCV Genotypes. Protein Journal, 2013, 32, 75-80. 0.7 43

866 Identification and Molecular Characterisation of a Lectin Receptor-like Kinase (GhLecRK-2) from
Cotton. Plant Molecular Biology Reporter, 2013, 31, 9-20. 1.0 12

867
CYP63A2, a Catalytically Versatile Fungal P450 Monooxygenase Capable of Oxidizing
Higher-Molecular-Weight Polycyclic Aromatic Hydrocarbons, Alkylphenols, and Alkanes. Applied and
Environmental Microbiology, 2013, 79, 2692-2702.

1.4 93

868 Synthase-dependent exopolysaccharide secretion in Gram-negative bacteria. Trends in Microbiology,
2013, 21, 63-72. 3.5 206

869 FUNCTIONAL ANALYSIS OF A MOSQUITO SHORTâ€•CHAIN DEHYDROGENASE CLUSTER. Archives of Insect
Biochemistry and Physiology, 2013, 82, 96-115. 0.6 16

870 Novel frameshift mutation in the p16/INK4A tumor suppressor gene in canine breast cancer alters
expression from the p16/INK4A/p14ARF locus. Journal of Cellular Biochemistry, 2013, 114, 56-66. 1.2 15

871 Differential expression of liver fluke Î²-tubulin isotypes at selected life cycle stages. International
Journal for Parasitology, 2013, 43, 1133-1139. 1.3 15



50

Citation Report

# Article IF Citations

872 High-resolution crystal structure of the eukaryotic HMP-P synthase (THIC) from Arabidopsis thaliana.
Journal of Structural Biology, 2013, 184, 438-444. 1.3 22

873 Mdm10 is an ancient eukaryotic porin co-occurring with the ERMES complex. Biochimica Et Biophysica
Acta - Molecular Cell Research, 2013, 1833, 3314-3325. 1.9 68

874 Coâ€•evolution of HAD phosphatase and hotdogâ€•fold thioesterase domain function in the
menaquinoneâ€•pathway fusion proteins BF1314 and PG1653. FEBS Letters, 2013, 587, 2851-2859. 1.3 9

875 Splicing variants of the porcine betaineâ€“homocysteine S-methyltransferase gene: Implications for
mammalian metabolism. Gene, 2013, 529, 228-237. 1.0 2

876 Thioredoxin-like proteins in F and other plasmid systems. Plasmid, 2013, 70, 168-189. 0.4 15

877 Biochemical characterisation of triose phosphate isomerase fromÂ theÂ liver fluke Fasciola hepatica.
Biochimie, 2013, 95, 2182-2189. 1.3 27

878 Characterization of a subtilisin-like protease with apical localization from microsporidian Nosema
bombycis. Journal of Invertebrate Pathology, 2013, 112, 166-174. 1.5 22

879 Modeling the surface of campylobacter fetus: Protein surface layer stability and resistance to
cationic antimicrobial peptides. Biochimica Et Biophysica Acta - Biomembranes, 2013, 1828, 1143-1152. 1.4 2

880 The Four Canonical TPR Subunits of Human APC/C Form Related Homo-Dimeric Structures and Stack in
Parallel to Form a TPR Suprahelix. Journal of Molecular Biology, 2013, 425, 4236-4248. 2.0 20

881
Improved processing of secretory proteins in Hansenula polymorpha by sequence variation near the
processing site of the alpha mating factor prepro sequence. Journal of Biotechnology, 2013, 167,
94-100.

1.9 8

882 Crystal Structure of the Yeast Ribosomal Protein rpS3 in Complex with Its Chaperone Yar1. Journal of
Molecular Biology, 2013, 425, 4154-4160. 2.0 34

883 Overlapping glycosylation sequon influences the glycosylation pattern of a chimeric protein
expressed in tomato leaf and callus. Journal of Biotechnology, 2013, 164, 9-12. 1.9 2

884 Functional analysis of the distal region of the third intracellular loop of PROKR2. Biochemical and
Biophysical Research Communications, 2013, 439, 12-17. 1.0 9

885 Tracing the evolution of the Î±-amylase subfamily GH13_36 covering the amylolytic enzymes intermediate
between oligo-1,6-glucosidases and neopullulanases. Carbohydrate Research, 2013, 367, 48-57. 1.1 61

886 Structural insights into Elongator function. Current Opinion in Structural Biology, 2013, 23, 235-242. 2.6 52

887 Active site characterization and molecular cloning of Tenebrio molitor midgut trehalase and
comments on their insect homologs. Insect Biochemistry and Molecular Biology, 2013, 43, 768-780. 1.2 20

888 A novel myeloid differentiation factor 88 homolog, SpMyD88, exhibiting SpToll-binding activity in the
mud crab Scylla paramamosain. Developmental and Comparative Immunology, 2013, 39, 313-322. 1.0 67

889 Identification of Receptorâ€•Interacting Regions of Vitellogenin within Evolutionarily Conserved Î²â€•Sheet
Structures by Using a Peptide Array. ChemBioChem, 2013, 14, 1116-1122. 1.3 39



51

Citation Report

# Article IF Citations

890 Description of a Riboflavin Biosynthetic Gene Variant Prevalent in the Phylum Proteobacteria. Journal
of Bacteriology, 2013, 195, 5479-5486. 1.0 25

891 Capturing native/native like structures with a physico-chemical metric (pcSM) in protein folding.
Biochimica Et Biophysica Acta - Proteins and Proteomics, 2013, 1834, 1520-1531. 1.1 19

892 The C-terminal domain of the bacteriophage T4 terminase docks on the prohead portal clip region
during DNA packaging. Virology, 2013, 446, 293-302. 1.1 26

893 Influenza A virus protein PB1-F2 from different strains shows distinct structural signatures.
Biochimica Et Biophysica Acta - Proteins and Proteomics, 2013, 1834, 568-582. 1.1 13

894 Cloning, expression and analysis of the olfactory glutathione S-transferases in coho salmon.
Biochemical Pharmacology, 2013, 85, 839-848. 2.0 25

895
Holocarboxylase synthetase interacts physically with euchromatic histone-lysine
N-methyltransferase, linking histone biotinylation with methylation events. Journal of Nutritional
Biochemistry, 2013, 24, 1446-1452.

1.9 20

896
Insights into the function of RifI2: Structural and biochemical investigation of a new shikimate
dehydrogenase family protein. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2013, 1834,
516-523.

1.1 7

897 Titanium binding dodecapeptides and the impact of water structure. Surface Science, 2013, 617, 42-52. 0.8 17

898 Estimating structure quality trends in the Protein Data Bank by equivalent resolution. Computational
Biology and Chemistry, 2013, 46, 8-15. 1.1 13

899 Molecular characterisation and expression of Interleukin-6 and Interleukin-6Î”2 in the Tammar wallaby
(Macropus eugenii). Veterinary Immunology and Immunopathology, 2013, 155, 139-145. 0.5 8

900 The SLC1 high-affinity glutamate and neutral amino acid transporter family. Molecular Aspects of
Medicine, 2013, 34, 108-120. 2.7 255

901 Characterization of a novel thermophilic pyrethroid-hydrolyzing carboxylesterase from Sulfolobus
tokodaii into a new family. Journal of Molecular Catalysis B: Enzymatic, 2013, 97, 225-232. 1.8 23

902 Improved activity and thermostability of Bacillus pumilus lipase by directed evolution. Journal of
Biotechnology, 2013, 164, 123-129. 1.9 73

903 Insights into Notch3 Activation and Inhibition Mediated by Antibodies Directed against Its Negative
Regulatory Region. Journal of Molecular Biology, 2013, 425, 3192-3204. 2.0 26

904 FB-NOF is a non-autonomous transposable element, expressed in Drosophila melanogaster and present
only in the melanogaster group. Gene, 2013, 526, 459-463. 1.0 5

905 Genetic diversity analyses reveal novel recombination events in Grapevine leafroll-associated virus 3
in China. Virus Research, 2013, 171, 15-21. 1.1 30

906 A treatment for and vaccine against the deadly Hendra and Nipah viruses. Antiviral Research, 2013, 100,
8-13. 1.9 111

907 FhCaBP3: A Fasciola hepatica calcium binding protein with EF-hand and dynein light chain domains.
Biochimie, 2013, 95, 751-758. 1.3 22



52

Citation Report

# Article IF Citations

908
A Pseudo-Atomic Model for the Capsid Shell of Bacteriophage Lambda Using Chemical
Cross-Linking/Mass Spectrometry and Molecular Modeling. Journal of Molecular Biology, 2013, 425,
3378-3388.

2.0 25

909 Mutations in FBXL4 Cause Mitochondrial Encephalopathy and a Disorder of Mitochondrial DNA
Maintenance. American Journal of Human Genetics, 2013, 93, 471-481. 2.6 137

910 Nonspecific Recognition Is Achieved in Pot1pC through the Use of Multiple Binding Modes. Structure,
2013, 21, 121-132. 1.6 29

911 Common mechanistic themes for the powerstroke of kinesin-14 motors. Journal of Structural
Biology, 2013, 184, 335-344. 1.3 6

912 Structural Insights into the Intrinsic Self-Assembly of Par-3 N-Terminal Domain. Structure, 2013, 21,
997-1006. 1.6 34

913 High-resolution cryo-electron microscopy structure of the Trypanosoma brucei ribosome. Nature,
2013, 494, 385-389. 13.7 122

914 Identification of Widespread Adenosine Nucleotide Binding in Mycobacterium tuberculosis. Chemistry
and Biology, 2013, 20, 123-133. 6.2 45

915 Allelic variation at a single gene increases food value in a drought-tolerant staple cereal. Nature
Communications, 2013, 4, 1483. 5.8 41

916
Incomplete transfer of accessory loci influencing <i><scp>S</scp>b<scp>MATE</scp></i> expression
underlies genetic background effects for aluminum tolerance in sorghum. Plant Journal, 2013, 73,
276-288.

2.8 31

917 <scp>COG6</scp> Interacts with a Subset of the Golgi <scp>SNAREs</scp> and Is Important for the
Golgi Complex Integrity. Traffic, 2013, 14, 194-204. 1.3 48

918 The Architecture of EssB, an Integral Membrane Component of the Type VII Secretion System.
Structure, 2013, 21, 595-603. 1.6 19

919 Molecular modelling and simulations in cancer research. Biochimica Et Biophysica Acta: Reviews on
Cancer, 2013, 1836, 1-14. 3.3 39

920
Raw starch-degrading Î±-amylase from<i>Bacillus aquimaris</i>MKSC 6.2: isolation and expression of
the gene, bioinformatics and biochemical characterization of the recombinant enzyme. Journal of
Applied Microbiology, 2013, 114, 108-120.

1.4 56

921 A fresh view of the cell biology of copper in enterobacteria. Molecular Microbiology, 2013, 87, 447-454. 1.2 43

922 Using Analyses of Amino Acid Coevolution to Understand Protein Structure and Function. Methods in
Enzymology, 2013, 523, 191-212. 0.4 13

923
Molecular approaches for structural characterization of a new potassium channel blocker from
Tityus stigmurus venom: cDNA cloning, homology modeling, dynamic simulations and docking.
Biochemical and Biophysical Research Communications, 2013, 430, 113-118.

1.0 17

924
Cloning and characterization of a thermostable endo-arabinanase from Phanerochaete
chrysosporium and its synergistic action with endo-xylanase. Bioprocess and Biosystems Engineering,
2013, 36, 677-685.

1.7 13

925
3-(1H-indol-3-yl)-2-[3-(4-nitrophenyl)ureido]propanamide enantiomers with human formyl-peptide
receptor agonist activity: Molecular modeling of chiral recognition by FPR2. Biochemical
Pharmacology, 2013, 85, 404-416.

2.0 26



53

Citation Report

# Article IF Citations

926 Carboxyl ester hydrolase from <i>Penicillium expansum</i> : cloning, characterization and
overproduction by <i>Penicillium griseoroseum</i>. Journal of Applied Microbiology, 2013, 115, 114-124. 1.4 6

927 Conjugate symbiotic populations part II: Analysis of nfr5 receptor gene polymorphisms using
molecular docking. Russian Journal of Genetics: Applied Research, 2013, 3, 146-151. 0.4 1

928 The antiporter-like subunit constituent of the universal adaptor of complex I, group 4
membrane-bound [NiFe]-hydrogenases and related complexes. Biological Chemistry, 2013, 394, 659-666. 1.2 16

929 Unusual Acetylationâ€“Elimination in the Formation of Tetronate Antibiotics. Angewandte Chemie -
International Edition, 2013, 52, 5785-5788. 7.2 44

930 Diverse type VI secretion phospholipases are functionally plastic antibacterial effectors. Nature, 2013,
496, 508-512. 13.7 357

931 Biochemical and bioinformatic analysis of the myosinâ€•XIX motor domain. Cytoskeleton, 2013, 70, 281-295. 1.0 25

932 Correlation between sequence, structure and function for trisporoid processing proteins in the
model zygomycete Mucor mucedo. Journal of Theoretical Biology, 2013, 320, 66-75. 0.8 6

933 Two CRISPR-Cas systems in<i><i>Methanosarcina mazei</i></i>strain GÃ¶1 display common processing
features despite belonging to different types I and III. RNA Biology, 2013, 10, 779-791. 1.5 50

934 Comparative genomics of chemosensory protein genes reveals rapid evolution and positive selection
in ant-specific duplicates. Heredity, 2013, 110, 538-547. 1.2 60

935 Recognition of Nontrivial Remote Homology Relationships Involving Proteins of Helicobacter pylori:
Implications for Function Recognition. Methods in Molecular Biology, 2013, 993, 155-175. 0.4 0

936 Architecture of Human Translation Initiation Factor 3. Structure, 2013, 21, 920-928. 1.6 62

937 Identification of the acid/base catalyst of a glycoside hydrolase family 3 (GH3) Î²-glucosidase from
Aspergillus niger ASKU28. Biochimica Et Biophysica Acta - General Subjects, 2013, 1830, 2739-2749. 1.1 41

938 Jagged-1 juxtamembrane region: Biochemical characterization and cleavage by ADAM17 (TACE) catalytic
domain. Biochemical and Biophysical Research Communications, 2013, 432, 666-671. 1.0 14

940 Two RND proteins involved in heavy metal efflux in Caulobacter crescentus belong to separate
clusters within proteobacteria. BMC Microbiology, 2013, 13, 79. 1.3 33

941 Bioinformatic analysis of RecQ4 helicases reveals the presence of a RQC domain and a Zn knuckle.
Biophysical Chemistry, 2013, 177-178, 34-39. 1.5 22

942 Host-Induced Gene Silencing in Barley Powdery Mildew Reveals a Class of Ribonuclease-Like Effectors.
Molecular Plant-Microbe Interactions, 2013, 26, 633-642. 1.4 190

943 Substrate-specific structural rearrangements of human Dicer. Nature Structural and Molecular
Biology, 2013, 20, 662-670. 3.6 89

944 The architecture of T rypanosomaÂ brucei tubulinâ€•binding cofactorÂ  B and implications for function.
FEBS Journal, 2013, 280, 3270-3280. 2.2 6



54

Citation Report

# Article IF Citations

945 Dracula's children: Molecular evolution of vampire bat venom. Journal of Proteomics, 2013, 89, 95-111. 1.2 61

946 Synthesis and Pharmacological Evaluation of New Pyridazinâ€•Based Thioderivatives as Formyl Peptide
Receptor (<scp>FPR</scp>) Agonists. Drug Development Research, 2013, 74, 259-271. 1.4 21

947
In silico modeling of the type 2 IDI enzymes of Bacillus licheniformis, Pseudomonas stutzeri,
Streptococcus pyogenes, and Staphylococcus aureus for virtual screening of potential inhibitors of
this therapeutic target. Journal of Molecular Graphics and Modelling, 2013, 39, 176-182.

1.3 0

948
The pathogenicity island encoded <scp>PvrSR</scp>/<scp>RcsCB</scp> regulatory network controls
biofilm formation and dispersal in <i><scp>P</scp>seudomonas aeruginosa</i>â€…<scp>PA</scp>14.
Molecular Microbiology, 2013, 89, 450-463.

1.2 35

949 Identification of an outer membrane protein of Salmonella enterica serovar Typhimurium as a
potential vaccine candidate for Salmonellosis in mice. Microbes and Infection, 2013, 15, 388-398. 1.0 14

950 Characterization of a High Affinity Phytochelatin Synthase from The Cdâ€•Utilizing Marine Diatom
<i>Thalassiosira pseudonana</i>. Journal of Phycology, 2013, 49, 32-40. 1.0 6

951 7.5-Ã… Cryo-EM Structure of the Mycobacterial Fatty Acid Synthase. Journal of Molecular Biology, 2013,
425, 841-849. 2.0 47

952 The mitochondrial ADP/ATP carrier (SLC25 family): Pathological implications of its dysfunction.
Molecular Aspects of Medicine, 2013, 34, 485-493. 2.7 107

953 Diversity of parasite complex II. Biochimica Et Biophysica Acta - Bioenergetics, 2013, 1827, 658-667. 0.5 34

954 Oriented Covalent Immobilization of Antibodies for Measurement of Intermolecular Binding Forces
between Zipper-Like Contact Surfaces of Split Inteins. Analytical Chemistry, 2013, 85, 6080-6088. 3.2 32

955 Isolation of cold-active, acidic endocellulase from Ladakh soil by functional metagenomics.
Extremophiles, 2013, 17, 229-239. 0.9 39

956
<i>In silico</i> design and construction of metalâ€•binding hybrid proteins for specific removal of
cadmium based on <scp>CS</scp>3 pili display on the surface of <i>Escherichia coli</i>. Biotechnology
and Applied Biochemistry, 2013, 60, 564-572.

1.4 6

957 Small-molecule ligand docking into comparative models with Rosetta. Nature Protocols, 2013, 8,
1277-1298. 5.5 149

958 Recent host-shifts in ranaviruses: signatures of positive selection in the viral genome. Journal of
General Virology, 2013, 94, 2082-2093. 1.3 29

959 Oxidoreductases that Act as Conditional Virulence Suppressors in Salmonella enterica Serovar
Typhimurium. PLoS ONE, 2013, 8, e64948. 1.1 18

960 Functional studies of Nâ€•terminally modified CYP2J2 epoxygenase in model lipid bilayers. Protein Science,
2013, 22, 964-979. 3.1 38

961 Structure of the Human Telomeric Stn1-Ten1 Capping Complex. PLoS ONE, 2013, 8, e66756. 1.1 71

962 An Extracellular Interactome of Immunoglobulin and LRR Proteins Reveals Receptor-Ligand Networks.
Cell, 2013, 154, 228-239. 13.5 207



55

Citation Report

# Article IF Citations

963 Identification of Wheat Gene <i>Sr35</i> That Confers Resistance to Ug99 Stem Rust Race Group.
Science, 2013, 341, 783-786. 6.0 283

964 Proteomics Analysis of the Regulatory Role of Rpf/DSF Cell-to-Cell Signaling System in the Virulence
of <i>Xanthomonas campestris</i>. Molecular Plant-Microbe Interactions, 2013, 26, 1131-1137. 1.4 17

965 The structure of the KtrAB potassium transporter. Nature, 2013, 496, 323-328. 13.7 100

966 Comparative analyses of stress-responsive genes in Arabidopsis thaliana: insight from genomic data
mining, functional enrichment, pathway analysis and phenomics. Molecular BioSystems, 2013, 9, 1888. 2.9 26

967 Cyclin B gene and its cell cycle-dependent differential expression in the toxic dinoflagellate
Alexandrium fundyense Atama Group I/Clade I. Harmful Algae, 2013, 26, 71-79. 2.2 29

968
Further studies on 2-arylacetamide pyridazin-3(2H)-ones: Design, synthesis and evaluation of
4,6-disubstituted analogs as formyl peptide receptors (FPRs) agonists. European Journal of Medicinal
Chemistry, 2013, 64, 512-528.

2.6 35

969
Cloning and functional analysis of the flowering gene GmSOC1-like, a putative SUPPRESSOR OF
OVEREXPRESSION CO1/AGAMOUS-LIKE 20 (SOC1/AGL20) ortholog in soybean. Plant Cell Reports, 2013, 32,
1219-1229.

2.8 29

970 Molecular cloning and biochemical characterization of two UDP-glycosyltransferases from poplar.
Phytochemistry, 2013, 91, 148-157. 1.4 21

971 Evolutionary patterns of the mitochondrial genome in the Moorish gecko, Tarentola mauritanica.
Gene, 2013, 512, 166-173. 1.0 7

972 Lipase from Pseudomonas stutzeri: Purification, homology modelling and rational explanation of the
substrate binding mode. Journal of Molecular Catalysis B: Enzymatic, 2013, 87, 88-98. 1.8 30

973 Chimeric hERG Channels Containing a Tetramerization Domain are Functional and Stable.
Biochemistry, 2013, 52, 9237-9245. 1.2 9

974 Recombinant Expression, Biophysical Characterization, and Cardiolipin-Induced Changes of Two
Caenorhabditis elegans Cytochrome c Proteins. Biochemistry, 2013, 52, 653-666. 1.2 9

975 Synthesis of Î±-Glucan in Mycobacteria Involves a Hetero-octameric Complex of Trehalose Synthase TreS
and Maltokinase Pep2. ACS Chemical Biology, 2013, 8, 2245-2255. 1.6 27

976 Functional inferences of environmental coccolithovirus biodiversity. Virologica Sinica, 2013, 28,
291-302. 1.2 10

977 Stability Mechanisms of Laccase Isoforms using a Modified FoldX Protocol Applicable to Widely
Different Proteins. Journal of Chemical Theory and Computation, 2013, 9, 3210-3223. 2.3 51

978 Biochemical Characterization of Molybdenum Cofactor-free Nitrate Reductase from Neurospora
crassa. Journal of Biological Chemistry, 2013, 288, 14657-14671. 1.6 20

979 The evolutionary conserved protein CG9186 is associated with lipid droplets, required for their
positioning and for fat storage. Journal of Cell Science, 2013, 126, 2198-212. 1.2 48

980
Structures of the Class D Carbapenemases OXA-23 and OXA-146: Mechanistic Basis of Activity against
Carbapenems, Extended-Spectrum Cephalosporins, and Aztreonam. Antimicrobial Agents and
Chemotherapy, 2013, 57, 4848-4855.

1.4 68



56

Citation Report

# Article IF Citations

981
Structural analysis and molecular dynamics simulations of novel Î´-endotoxin Cry1Id from Bacillus
thuringiensis to pave the way for development of novel fusion proteins against insect pests of crops.
Journal of Molecular Modeling, 2013, 19, 5301-5316.

0.8 12

982
Structure-Function Analysis of the Human Ferroportin Iron Exporter (SLC40A1): Effect of
Hemochromatosis Type 4 Disease Mutations and Identification of Critical Residues. Human Mutation,
2013, 34, 1371-1380.

1.1 48

983 R1 Motif Is the Major Actin-Binding Domain of TRIOBP-4. Biochemistry, 2013, 52, 5256-5264. 1.2 17

985 Mycobacterium tuberculosis RNA Polymerase-binding Protein A (RbpA) and Its Interactions with Sigma
Factors. Journal of Biological Chemistry, 2013, 288, 14438-14450. 1.6 44

986 Autoinhibition and Phosphorylation-Induced Activation of Phospholipase C-Î³ Isozymes. Biochemistry,
2013, 52, 4810-4819. 1.2 35

987 Structural and Biochemical Characterization of the Bilin Lyase CpcS from Thermosynechococcus
elongatus. Biochemistry, 2013, 52, 8663-8676. 1.2 29

988 Protein Engineering as a Tool for the Development of Novel Bioproduction Systems. Advances in
Biochemical Engineering/Biotechnology, 2013, 137, 25-40. 0.6 7

989 TMEM126A is a mitochondrial located mRNA (MLR) protein of the mitochondrial inner membrane.
Biochimica Et Biophysica Acta - General Subjects, 2013, 1830, 3719-3733. 1.1 23

990 Lactobacillus reuteri-Specific Immunoregulatory Gene <i>rsiR</i> Modulates Histamine Production
and Immunomodulation by Lactobacillus reuteri. Journal of Bacteriology, 2013, 195, 5567-5576. 1.0 53

991 Protein Interfaces of the Conserved Nup84 Complex from Chaetomium thermophilum Shown by
Crosslinking Mass Spectrometry and Electron Microscopy. Structure, 2013, 21, 1672-1682. 1.6 48

992 Reverse-vaccinology strategy for designing T-cell epitope candidates forÂ Staphylococcus aureus
endocarditis vaccine. Biologicals, 2013, 41, 148-153. 0.5 35

993 Performance of secondary structure prediction methods on proteins containing structurally
ambivalent sequence fragments. Biopolymers, 2013, 100, 148-153. 1.2 11

994 Identification, Structure, and Function of a Novel Type VI Secretion Peptidoglycan Glycoside
Hydrolase Effector-Immunity Pair. Journal of Biological Chemistry, 2013, 288, 26616-26624. 1.6 110

995 Dissociation of Multisubunit Proteinâ€“Ligand Complexes in the Gas Phase. Evidence for Ligand
Migration. Journal of the American Society for Mass Spectrometry, 2013, 24, 1573-1583. 1.2 15

996 DTF1 is a core component of RNA-directed DNA methylation and may assist in the recruitment of Pol IV.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 8290-8295. 3.3 158

997 Cross-linking and mass spectrometry methodologies to facilitate structural biology: finding a path
through the maze. Journal of Structural and Functional Genomics, 2013, 14, 77-90. 1.2 25

998 Functional Characterization of <i>Staphylococcus epidermidis</i> IcaB, a De-<i>N</i>-acetylase
Important for Biofilm Formation. Biochemistry, 2013, 52, 5463-5471. 1.2 32

999 Posttranslational modification by an isolevuglandin diminishes activity of the mitochondrial
cytochrome P450 27A1. Journal of Lipid Research, 2013, 54, 1421-1429. 2.0 18



57

Citation Report

# Article IF Citations

1000 Evolutionary Analysis Points to Divergent Physiological Roles of Type 1 Fimbriae in Salmonella and
Escherichia coli. MBio, 2013, 4, . 1.8 13

1001 A Suppressor Screen of the Chimeric <i>AtCNGC11/12</i> Reveals Residues Important for Intersubunit
Interactions of Cyclic Nucleotide-Gated Ion Channels Â  Â  Â . Plant Physiology, 2013, 162, 1681-1693. 2.3 15

1002 New insights into the evolution and structure of<i>Colletotrichum</i>plant-like subtilisins (CPLSs).
Communicative and Integrative Biology, 2013, 6, e25727. 0.6 3

1003 Direct Interaction between a Precursor Mature Domain and Transport Component Tha4 during Twin
Arginine Transport of Chloroplasts Â  Â . Plant Physiology, 2013, 161, 990-1001. 2.3 21

1004 CMP-Sialic Acid Synthetase: The Point of Constriction in the Sialylation Pathway. Topics in Current
Chemistry, 2013, 366, 139-167. 4.0 24

1005 Structural characterizations of the chloroplast translocon protein <scp><scp>Tic110</scp></scp>.
Plant Journal, 2013, 75, 847-857. 2.8 29

1006 Proteomic Identification of Novel Secreted Antibacterial Toxins of the Serratia marcescens Type VI
Secretion System. Molecular and Cellular Proteomics, 2013, 12, 2735-2749. 2.5 81

1007 Impact of Sequence Variation in the UL128 Locus on Production of Human Cytomegalovirus in
Fibroblast and Epithelial Cells. Journal of Virology, 2013, 87, 10489-10500. 1.5 77

1008 Acinetobacter baumannii Strain M2 Produces Type IV Pili Which Play a Role in Natural Transformation
and Twitching Motility but Not Surface-Associated Motility. MBio, 2013, 4, . 1.8 182

1009 Regulation of CTnDOT Conjugative Transfer Is a Complex and Highly Coordinated Series of Events.
MBio, 2013, 4, e00569-13. 1.8 52

1010 Structural insights into protein-only RNase P complexed with tRNA. Nature Communications, 2013, 4,
1353. 5.8 62

1011 Streptomyces coelicolor Encodes a Urate-Responsive Transcriptional Regulator with Homology to
PecS from Plant Pathogens. Journal of Bacteriology, 2013, 195, 4954-4965. 1.0 18

1012 Non-FG mediated transport of the large pre-ribosomal subunit through the nuclear pore complex by
the mRNA export factor Gle2. Nucleic Acids Research, 2013, 41, 8266-8279. 6.5 18

1013 Has1 regulates consecutive maturation and processing steps for assembly of 60S ribosomal subunits.
Nucleic Acids Research, 2013, 41, 7889-7904. 6.5 52

1014 True Arrestins and Arrestin-Fold Proteins. Progress in Molecular Biology and Translational Science,
2013, 118, 21-56. 0.9 38

1015 Molecular architecture of the human protein deacetylase Sirt1 and its regulation by AROS and
resveratrol. Bioscience Reports, 2013, 33, . 1.1 30

1016 Autoreactivity and Exceptional CDR Plasticity (but Not Unusual Polyspecificity) Hinder Elicitation of
the Anti-HIV Antibody 4E10. PLoS Pathogens, 2013, 9, e1003639. 2.1 44

1017 Defining the Core Proteome of the Chloroplast Envelope Membranes. Frontiers in Plant Science, 2013,
4, 11. 1.7 75



58

Citation Report

# Article IF Citations

1018 Three-Fingered RAVERs: Rapid Accumulation of Variations in Exposed Residues of Snake Venom Toxins.
Toxins, 2013, 5, 2172-2208. 1.5 111

1019 CRISPR interference: a structural perspective. Biochemical Journal, 2013, 453, 155-166. 1.7 113

1020 Crystal Structure of the Gamma-2 Herpesvirus LANA DNA Binding Domain Identifies Charged Surface
Residues Which Impact Viral Latency. PLoS Pathogens, 2013, 9, e1003673. 2.1 33

1021 Identification, Characterization, and Functional Analysis of Tube and Pelle Homologs in the Mud Crab
Scylla paramamosain. PLoS ONE, 2013, 8, e76728. 1.1 19

1022 Small Genomes and Sparse Metabolisms of Sediment-Associated Bacteria from Four Candidate Phyla.
MBio, 2013, 4, e00708-13. 1.8 298

1023 Bioinformatic Analysis of the 3D Polyprotein from Duck Hepatitis A Virus Strain H Isolated in China.
Advanced Materials Research, 2013, 647, 396-402. 0.3 5

1024 Evolution Stings: The Origin and Diversification of Scorpion Toxin Peptide Scaffolds. Toxins, 2013, 5,
2456-2487. 1.5 79

1025 Atractaspis aterrima Toxins: The First Insight into the Molecular Evolution of Venom in Side-Stabbers.
Toxins, 2013, 5, 1948-1964. 1.5 17

1026 Mechanistic Insights Revealed by the Crystal Structure of a Histidine Kinase with Signal Transducer
and Sensor Domains. PLoS Biology, 2013, 11, e1001493. 2.6 137

1027 A KH-Domain RNA-Binding Protein Interacts with FIERY2/CTD Phosphatase-Like 1 and Splicing Factors
and Is Important for Pre-mRNA Splicing in Arabidopsis. PLoS Genetics, 2013, 9, e1003875. 1.5 88

1028 Differential Evolution and Neofunctionalization of Snake Venom Metalloprotease Domains.
Molecular and Cellular Proteomics, 2013, 12, 651-663. 2.5 83

1029 In Silico Identification of a Candidate Synthetic Peptide (Tsgf118â€“43) to Monitor Human Exposure to
Tsetse Flies in West Africa. PLoS Neglected Tropical Diseases, 2013, 7, e2455. 1.3 17

1030 APOBEC3G Polymorphism as a Selective Barrier to Cross-Species Transmission and Emergence of
Pathogenic SIV and AIDS in a Primate Host. PLoS Pathogens, 2013, 9, e1003641. 2.1 59

1031
New Group in the Leptospirillum Clade: Cultivation-Independent Community Genomics, Proteomics,
and Transcriptomics of the New Species â€œLeptospirillum Group IV UBA BSâ€•. Applied and Environmental
Microbiology, 2013, 79, 5384-5393.

1.4 49

1032 Mammalian ribosomal and chaperone protein RPS3A counteracts Î±-synuclein aggregation and toxicity
in a yeast model system. Biochemical Journal, 2013, 455, 295-306. 1.7 15

1033 The Maternal-to-Zygotic Transition Targets Actin to Promote Robustness during Morphogenesis. PLoS
Genetics, 2013, 9, e1003901. 1.5 17

1034 Mosaic VSGs and the Scale of Trypanosoma brucei Antigenic Variation. PLoS Pathogens, 2013, 9,
e1003502. 2.1 115

1035 Combining Quantitative Genetic Footprinting and Trait Enrichment Analysis to Identify Fitness
Determinants of a Bacterial Pathogen. PLoS Genetics, 2013, 9, e1003716. 1.5 39



59

Citation Report

# Article IF Citations

1036 Molecular Cloning and Characterization of the First Caspase in the Striped Stem Borer, Chilo
suppressalis. International Journal of Molecular Sciences, 2013, 14, 10229-10241. 1.8 11

1037 Venom Down Under: Dynamic Evolution of Australian Elapid Snake Toxins. Toxins, 2013, 5, 2621-2655. 1.5 55

1038 Crystal Structure of Vaccinia Viral A27 Protein Reveals a Novel Structure Critical for Its Function
and Complex Formation with A26 Protein. PLoS Pathogens, 2013, 9, e1003563. 2.1 32

1039
Sexually transmitted diseases putative drug target database: A comprehensive database of putative
drug targets of pathogens identified by comparative genomics. Indian Journal of Pharmacology, 2013,
45, 434.

0.4 2

1040 Identification of a novel methyltransferase, Bmt2, responsible for the N-1-methyl-adenosine base
modification of 25S rRNA in Saccharomyces cerevisiae. Nucleic Acids Research, 2013, 41, 5428-5443. 6.5 83

1041 Beyond BLASTing: Tertiary and Quaternary Structure Analysis Helps Identify Major Vault Proteins.
Genome Biology and Evolution, 2013, 5, 217-232. 1.1 6

1042
A short carboxyl-terminal tail is required for single-stranded DNA binding, higher-order structural
organization, and stability of the mitochondrial single-stranded annealing protein Mgm101. Molecular
Biology of the Cell, 2013, 24, 1507-1518.

0.9 5

1043 Binding of the CYK-4 Subunit of the Centralspindlin Complex Induces a Large Scale Conformational
Change in the Kinesin Subunit. Journal of Biological Chemistry, 2013, 288, 19785-19795. 1.6 19

1044 Protein Interactions, Post-translational Modifications and Topologies in Human Cells. Molecular and
Cellular Proteomics, 2013, 12, 1451-1467. 2.5 102

1045
Diverse Sequence Determinants Control Human and Mouse Receptor Interacting Protein 3 (RIP3) and
Mixed Lineage Kinase domain-Like (MLKL) Interaction in Necroptotic Signaling. Journal of Biological
Chemistry, 2013, 288, 16247-16261.

1.6 220

1046 Identification and Characterization of Cryptosporidium parvum Clec, a Novel C-Type Lectin
Domain-Containing Mucin-Like Glycoprotein. Infection and Immunity, 2013, 81, 3356-3365. 1.0 27

1047 Functional Interactions of VirB11 Traffic ATPases with VirB4 and VirD4 Molecular Motors in Type IV
Secretion Systems. Journal of Bacteriology, 2013, 195, 4195-4201. 1.0 53

1048 The GTPase Activity of FlhF Is Dispensable for Flagellar Localization, but Not Motility, in Pseudomonas
aeruginosa. Journal of Bacteriology, 2013, 195, 1051-1060. 1.0 37

1049 Small Angle X-ray Scattering Analysis of Clostridium thermocellum Cellulosome N-terminal
Complexes Reveals a Highly Dynamic Structure. Journal of Biological Chemistry, 2013, 288, 7978-7985. 1.6 22

1050 Effect of the Abortive Infection Mechanism and Type III Toxin/Antitoxin System AbiQ on the Lytic Cycle
of Lactococcus lactis Phages. Journal of Bacteriology, 2013, 195, 3947-3956. 1.0 47

1051 Insights into the Mechanism of Ribosomal Incorporation of Mammalian L13a Protein during Ribosome
Biogenesis. Molecular and Cellular Biology, 2013, 33, 2829-2842. 1.1 13

1052 A winged helix domain in human MUS81 binds DNA and modulates the endonuclease activity of MUS81
complexes. Nucleic Acids Research, 2013, 41, 9741-9752. 6.5 14

1053 Sialic Acid Catabolism in Staphylococcus aureus. Journal of Bacteriology, 2013, 195, 1779-1788. 1.0 80



60

Citation Report

# Article IF Citations

1054 Squeezers and Leaf-cutters: Differential Diversification and Degeneration of the Venom System in
Toxicoferan Reptiles. Molecular and Cellular Proteomics, 2013, 12, 1881-1899. 2.5 52

1055
Diversity of Benzylsuccinate Synthase-Like ( <i>bssA</i> ) Genes in Hydrocarbon-Polluted Marine
Sediments Suggests Substrate-Dependent Clustering. Applied and Environmental Microbiology, 2013,
79, 3667-3676.

1.4 52

1056 Arabidopsis CROLIN1, a Novel Plant Actin-binding Protein, Functions in Cross-linking and Stabilizing
Actin Filaments. Journal of Biological Chemistry, 2013, 288, 32277-32288. 1.6 34

1057 In Silico Resurrection of the Major Vault Protein Suggests It Is Ancestral in Modern Eukaryotes.
Genome Biology and Evolution, 2013, 5, 1567-1583. 1.1 13

1058 CrossTope: a curate repository of 3D structures of immunogenic peptide: MHC complexes. Database:
the Journal of Biological Databases and Curation, 2013, 2013, bat002. 1.4 16

1059 Loss of TDAG51 Results in Mature-Onset Obesity, Hepatic Steatosis, and Insulin Resistance by Regulating
Lipogenesis. Diabetes, 2013, 62, 158-169. 0.3 34

1060 Regulation of error-prone translesion synthesis by Spartan/C1orf124. Nucleic Acids Research, 2013, 41,
1661-1668. 6.5 56

1061 The actinobacterial transcription factor RbpA binds to the principal sigma subunit of RNA polymerase.
Nucleic Acids Research, 2013, 41, 5679-5691. 6.5 42

1062 Multi-functional norrin is a ligand for the LGR4 receptor. Journal of Cell Science, 2013, 126, 2060-8. 1.2 62

1063 Adenylyl Cyclase Subtypeâ€“Specific Compartmentalization. Circulation Research, 2013, 112, 1567-1576. 2.0 71

1064 Mapping of Genotypeâ€“Phenotype Diversity among Clinical Isolates of Mycobacterium tuberculosis by
Sequence-Based Transcriptional Profiling. Genome Biology and Evolution, 2013, 5, 1849-1862. 1.1 69

1065 Nicotinic Acid Modulates Legionella pneumophila Gene Expression and Induces Virulence Traits.
Infection and Immunity, 2013, 81, 945-955. 1.0 19

1066 Enterotoxigenic Escherichia coli CS1 Pilus: Not One Structure but Several. Journal of Bacteriology,
2013, 195, 1357-1359. 1.0 0

1067
MORE THAN ONE WAY TO PRODUCE PROTEIN DIVERSITY: DUPLICATION AND LIMITED ALTERNATIVE SPLICING
OF AN ADHESION MOLECULE GENE IN BASAL ARTHROPODS. Evolution; International Journal of Organic
Evolution, 2013, 67, n/a-n/a.

1.1 25

1068 Structural Determinants at the Interface of the ARC2 and Leucine-Rich Repeat Domains Control the
Activation of the Plant Immune Receptors Rx1 and Gpa2 Â  Â  Â . Plant Physiology, 2013, 162, 1510-1528. 2.3 73

1069 Evolutionary history of the TBP-domain superfamily. Nucleic Acids Research, 2013, 41, 2832-2845. 6.5 27

1070 Revisiting Disrupted-in-Schizophrenia 1 as a scaffold protein. Biological Chemistry, 2013, 394, 1425-1437. 1.2 35

1071 Screening for AIP gene mutations in a Han Chinese pituitary adenoma cohort followed by LOH analysis.
European Journal of Endocrinology, 2013, 169, 867-884. 1.9 30



61

Citation Report

# Article IF Citations

1072 Biofilm Formation by Psychrobacter arcticus and the Role of a Large Adhesin in Attachment to
Surfaces. Applied and Environmental Microbiology, 2013, 79, 3967-3973. 1.4 19

1073 Identification of the galactosyltransferase of Cryptococcus neoformans involved in the biosynthesis
of basidiomycete-type glycosylinositolphosphoceramide. Glycobiology, 2013, 23, 1210-1219. 1.3 7

1074 A novel interaction between FRMD7 and CASK: evidence for a causal role in idiopathic infantile
nystagmus. Human Molecular Genetics, 2013, 22, 2105-2118. 1.4 52

1075
Single Amino Acid Substitutions in HXT2.4 from Scheffersomyces stipitis Lead to Improved Cellobiose
Fermentation by Engineered Saccharomyces cerevisiae. Applied and Environmental Microbiology, 2013,
79, 1500-1507.

1.4 30

1076 Yeast Nop2 and Rcm1 methylate C2870 and C2278 of the 25S rRNA, respectively. Nucleic Acids Research,
2013, 41, 9062-9076. 6.5 158

1077 Acinetobacter baumannii Utilizes a Type VI Secretion System for Bacterial Competition. PLoS ONE, 2013,
8, e59388. 1.1 162

1078 Natural zinc ribbon HNH endonucleases and engineered zinc finger nicking endonuclease. Nucleic
Acids Research, 2013, 41, 378-390. 6.5 35

1079 Sec16 influences transitional ER sites by regulating rather than organizing COPII. Molecular Biology
of the Cell, 2013, 24, 3406-3419. 0.9 53

1080 Formation of membrane ridges and scallops by the F-BAR protein Nervous Wreck. Molecular Biology
of the Cell, 2013, 24, 2406-2418. 0.9 39

1081 Seven functional classes of Barth syndrome mutation. Human Molecular Genetics, 2013, 22, 483-492. 1.4 67

1082 Evolution of modular intraflagellar transport from a coatomer-like progenitor. Proceedings of the
National Academy of Sciences of the United States of America, 2013, 110, 6943-6948. 3.3 144

1083 Revisiting the biosynthesis of dehydrophos reveals a tRNA-dependent pathway. Proceedings of the
National Academy of Sciences of the United States of America, 2013, 110, 10952-10957. 3.3 39

1084 Discovery of Streptococcus pneumoniae Serotype 6 Variants with Glycosyltransferases Synthesizing
Two Differing Repeating Units. Journal of Biological Chemistry, 2013, 288, 25976-25985. 1.6 65

1085 A Conserved Protein with AN1 Zinc Finger and Ubiquitin-like Domains Modulates Cdc48 (p97) Function
in the Ubiquitin-Proteasome Pathway. Journal of Biological Chemistry, 2013, 288, 33682-33696. 1.6 23

1086 Increased Expression of a Phloem Membrane Protein Encoded by <i>NHL26</i> Alters Phloem Export
and Sugar Partitioning in <i>Arabidopsis</i>. Plant Cell, 2013, 25, 1689-1708. 3.1 29

1087
Structure determination through homology modelling and torsion-angle simulated annealing:
application to a polysaccharide deacetylase from<i>Bacillus cereus</i>. Acta Crystallographica
Section D: Biological Crystallography, 2013, 69, 276-283.

2.5 19

1088 Structural characterization of gephyrin by AFM and SAXS reveals a mixture of compact and extended
states. Acta Crystallographica Section D: Biological Crystallography, 2013, 69, 2050-2060. 2.5 43

1089
Structural characterization of the ribonuclease H-like type ASKHA superfamily kinase MK0840
fromMethanopyrus kandleri. Acta Crystallographica Section D: Biological Crystallography, 2013, 69,
2440-2450.

2.5 4



62

Citation Report

# Article IF Citations

1090 Protein design by fusion: implications for protein structure prediction and evolution. Acta
Crystallographica Section D: Biological Crystallography, 2013, 69, 2451-2460. 2.5 3

1091 Structure of PatF from<i>Prochloron didemni</i>. Acta Crystallographica Section F: Structural
Biology Communications, 2013, 69, 618-623. 0.7 27

1092
Purification, characterization and preliminary X-ray diffraction analysis of a cold-active lipase
(CpsLip) from the psychrophilic bacterium<i>Colwellia psychrerythraea</i>34H. Acta
Crystallographica Section F: Structural Biology Communications, 2013, 69, 920-924.

0.7 14

1093
Expression, purification, crystallization and preliminary X-ray analysis of the receiver domain
of<i>Staphylococcus aureus</i>LytR protein. Acta Crystallographica Section F: Structural Biology
Communications, 2013, 69, 1418-1421.

0.7 2

1094 Ferric Uptake Regulator and Its Role in the Pathogenesis of Nontypeable Haemophilus influenzae.
Infection and Immunity, 2013, 81, 1221-1233. 1.0 38

1095
Carbohydrate Kinase (RhaK)-Dependent ABC Transport of Rhamnose in Rhizobium leguminosarum
Demonstrates Genetic Separation of Kinase and Transport Activities. Journal of Bacteriology, 2013, 195,
3424-3432.

1.0 5

1096 Structure of Alphacoronavirus Transmissible Gastroenteritis Virus nsp1 Has Implications for
Coronavirus nsp1 Function and Evolution. Journal of Virology, 2013, 87, 2949-2955. 1.5 27

1097 Enterococcal Rgg-Like Regulator ElrR Activates Expression of the <i>elrA</i> Operon. Journal of
Bacteriology, 2013, 195, 3073-3083. 1.0 13

1098 Activities of methionine-&gamma;-lyase in the acidophilic archaeon &ldquo;Ferroplasma
acidarmanus&rdquo; strain fer1. Research and Reports in Biology, 2013, , 11. 0.2 0

1099 Identification of Functional Regulatory Residues of the Î²-Lactam Inducible Penicillin Binding Protein in
Methicillin-Resistant Staphylococcus aureus. Chemotherapy Research and Practice, 2013, 2013, 1-10. 1.6 6

1100 YgfX (CptA) is a multimeric membrane protein that interacts with the succinate dehydrogenase
assembly factor SdhE (YgfY). Microbiology (United Kingdom), 2013, 159, 1352-1365. 0.7 8

1101 Two RNA-binding motifs in eIF3 direct HCV IRES-dependent translation. Nucleic Acids Research, 2013, 41,
7512-7521. 6.5 64

1102
MuB is an AAA+ ATPase that forms helical filaments to control target selection for DNA
transposition. Proceedings of the National Academy of Sciences of the United States of America, 2013,
110, E2441-50.

3.3 40

1103 Flow cytometryâ€•based enrichment for cell shape mutants identifies multiple genes that influence
<i><scp>H</scp></i><i>elicobacter pylori</i> morphology. Molecular Microbiology, 2013, 90, 869-883. 1.2 73

1104 Identification of mycobacterial lectins from genomic data. Proteins: Structure, Function and
Bioinformatics, 2013, 81, 644-657. 1.5 15

1105 Structural insights into the extra cellular segment of integrinÎ²5 and molecular interaction studies.
Journal of Receptor and Signal Transduction Research, 2013, 33, 319-324. 1.3 4

1106 Two Multidrug-Resistant Clinical Isolates of Bacteroides fragilis Carry a Novel Metronidazole
Resistance <i>nim</i> Gene ( <i>nimJ</i> ). Antimicrobial Agents and Chemotherapy, 2013, 57, 3767-3774. 1.4 50

1107 Identification of novel protein domains required for the expression of an active dehydratase
fragment from a polyunsaturated fatty acid synthase. Protein Science, 2013, 22, 954-963. 3.1 11



63

Citation Report

# Article IF Citations

1108
<scp>LmHus</scp>1 is required for the <scp>DNA</scp> damage response in <i><scp>L</scp>eishmania
major</i> and forms a complex with an unusual <scp>Rad</scp>9 homologue. Molecular
Microbiology, 2013, 90, 1074-1087.

1.2 17

1109
Directed Evolution for Thermostabilization of a Hygromycin B Phosphotransferase
from<i>Streptomyces hygroscopicus</i>. Bioscience, Biotechnology and Biochemistry, 2013, 77,
2234-2241.

0.6 10

1110 <scp>PTS</scp> phosphorylation of <scp>Mga</scp> modulates regulon expression and virulence in
the group <scp>A</scp> streptococcus. Molecular Microbiology, 2013, 88, 1176-1193. 1.2 66

1111
The insecticidal toxin genes of <i><scp>Y</scp>ersinia enterocolitica</i> are activated by the
thermolabile <scp>LTTR</scp>â€•like regulator <scp>TcaR</scp>2 at low temperatures. Molecular
Microbiology, 2013, 89, 596-611.

1.2 23

1112 RNA-directed DNA methylation in plants. RNA Biology, 2013, 10, 1593-1596. 1.5 31

1113 Mutational analysis of a predicted double Î²-propeller domain of the DspA/E effector of<i>Erwinia
amylovora</i>. FEMS Microbiology Letters, 2013, 342, 54-61. 0.7 13

1114 Unique secretedâ€“surface protein complex of <i><scp>L</scp>actobacillus rhamnosus</i>, identified
by phage display. MicrobiologyOpen, 2013, 2, 1-17. 1.2 19

1115
Structural Insights on the Potential Significance of the Twin Asn-Residue Found at the Base of the
Hemagglutinin 2 Stalk in All Influenza A H1N1 Strains: A Computational Study with Clinical
Implications. OMICS A Journal of Integrative Biology, 2013, 17, 297-301.

1.0 3

1116 Regulation of aldosterone biosynthesis by the <scp>K</scp>ir3.4 (<scp>KCNJ</scp>5) potassium
channel. Clinical and Experimental Pharmacology and Physiology, 2013, 40, 895-901. 0.9 16

1117 Analysis of Protein Folding using Structural Concealed Markov Model. , 2013, , . 0

1118 Performance of ZDOCK in CAPRI rounds 20â€“26. Proteins: Structure, Function and Bioinformatics, 2013,
81, 2175-2182. 1.5 22

1119 Role of <scp>C</scp>a<sup>2+</sup> in folding the tandem Î²â€•sandwich extender domains of a bacterial
iceâ€•binding adhesin. FEBS Journal, 2013, 280, 5919-5932. 2.2 20

1120 Hcp and VgrG1 are secreted components of theHelicobacter hepaticustype VI secretion system and
VgrG1 increases the bacterial colitogenic potential. Cellular Microbiology, 2013, 15, 992-1011. 1.1 28

1121 Structural determinants of HIV-1 Vif susceptibility and DNA binding in APOBEC3F. Nature
Communications, 2013, 4, 2593. 5.8 75

1122 Expression and Characterization of a Bifidobacterium adolescentis Beta-Mannanase Carrying
Mannan-Binding and Cell Association Motifs. Applied and Environmental Microbiology, 2013, 79, 133-140. 1.4 35

1123 Minotaur is critical for primary piRNA biogenesis. Rna, 2013, 19, 1064-1077. 1.6 51

1124 Two potentially novel amylolytic enzyme specificities in the prokaryotic glycoside hydrolase Î±-amylase
family GH57. Microbiology (United Kingdom), 2013, 159, 2584-2593. 0.7 18

1125
Structural and Biochemical Analyses of Glycoside Hydrolase Families 5 and 26 Î²-(1,4)-Mannanases from
Podospora anserina Reveal Differences upon Manno-oligosaccharide Catalysis. Journal of Biological
Chemistry, 2013, 288, 14624-14635.

1.6 80



64

Citation Report

# Article IF Citations

1126 Charge-dependent secretion of an intrinsically disordered protein via the autotransporter pathway.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, E4246-55. 3.3 34

1127 Functional Identification of a Hydroxyproline-O-galactosyltransferase Specific for Arabinogalactan
Protein Biosynthesis in Arabidopsis. Journal of Biological Chemistry, 2013, 288, 10132-10143. 1.6 81

1128
A Soluble Fragment of the Tumor Antigen BCL2-associated Athanogene 6 (BAG-6) Is Essential and
Sufficient for Inhibition of NKp30 Receptor-dependent Cytotoxicity of Natural Killer Cells. Journal of
Biological Chemistry, 2013, 288, 34295-34303.

1.6 32

1129 Subunit Architecture of the Golgi Dsc E3 Ligase Required for Sterol Regulatory Element-binding
Protein (SREBP) Cleavage in Fission Yeast. Journal of Biological Chemistry, 2013, 288, 21043-21054. 1.6 27

1130 A Heme-based Redox Sensor in the Methanogenic Archaeon Methanosarcina acetivorans. Journal of
Biological Chemistry, 2013, 288, 18458-18472. 1.6 19

1131 Proteomic analysis of skeletal organic matrix from the stony coral <i>Stylophora pistillata</i>.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 3788-3793. 3.3 177

1132 Zebrafish tissue injury causes up-regulation of interleukin-1 and caspase dependent amplification of
the inflammatory response. DMM Disease Models and Mechanisms, 2013, 7, 259-64. 1.2 58

1133 Definition of a third <i>VLR</i> gene in hagfish. Proceedings of the National Academy of Sciences of
the United States of America, 2013, 110, 15013-15018. 3.3 53

1134 Vaccine development against the<i>Taenia solium</i>parasite. Bioengineered, 2013, 4, 343-347. 1.4 9

1135 A Role for<i>MORE AXILLARY GROWTH1</i>(<i>MAX1</i>) in Evolutionary Diversity in Strigolactone
Signaling Upstream of<i>MAX2</i>Â  Â  Â  Â . Plant Physiology, 2013, 161, 1885-1902. 2.3 89

1136 System Specificity of the TpsB Transporters of Coexpressed Two-Partner Secretion Systems of
Neisseria meningitidis. Journal of Bacteriology, 2013, 195, 788-797. 1.0 18

1137 Methionine oxidation activates a transcription factor in response to oxidative stress. Proceedings of
the National Academy of Sciences of the United States of America, 2013, 110, 9493-9498. 3.3 138

1138 Menin mediates epigenetic regulation via histone H3 lysine 9 methylation. Cell Death and Disease, 2013,
4, e583-e583. 2.7 48

1139 Mutations in the INF2 gene account for a significant proportion of familial but not sporadic focal
and segmental glomerulosclerosis. Kidney International, 2013, 83, 316-322. 2.6 104

1140 PelA Deacetylase Activity Is Required for Pel Polysaccharide Synthesis in Pseudomonas aeruginosa.
Journal of Bacteriology, 2013, 195, 2329-2339. 1.0 90

1141 Role of PelF in Pel Polysaccharide Biosynthesis in Pseudomonas aeruginosa. Applied and
Environmental Microbiology, 2013, 79, 2968-2978. 1.4 26

1142
Characterization of Potential Drug Targets Farnesyl Diphosphate Synthase and Geranylgeranyl
Diphosphate Synthase in Schistosoma mansoni. Antimicrobial Agents and Chemotherapy, 2013, 57,
5969-5976.

1.4 9

1143
Catalytic domain of plasmid pAD1 relaxase TraX defines a group of relaxases related to restriction
endonucleases. Proceedings of the National Academy of Sciences of the United States of America, 2013,
110, 13606-13611.

3.3 25



65

Citation Report

# Article IF Citations

1144 Linkage, Mobility, and Selfishness in the MazF Family of Bacterial Toxins: A Snapshot of Bacterial
Evolution. Genome Biology and Evolution, 2013, 5, 2268-2284. 1.1 14

1145 A Mutation in the FHA Domain of<i>Coprinus cinereus</i>Nbs1 Leads to Spo11-Independent Meiotic
Recombination and Chromosome Segregation. G3: Genes, Genomes, Genetics, 2013, 3, 1927-1943. 0.8 27

1146 Characterization of McuB, a Periplasmic Chaperone-Like Protein Involved in the Assembly of
Myxococcus Spore Coat. Journal of Bacteriology, 2013, 195, 3105-3114. 1.0 4

1147 Role of the Phosphatidylserine Receptor TIM-1 in Enveloped-Virus Entry. Journal of Virology, 2013, 87,
8327-8341. 1.5 219

1148 Snapshot of haloarchaeal tailed virus genomes. RNA Biology, 2013, 10, 803-816. 1.5 51

1149 Sulfatase-activated fluorophores for rapid discrimination of mycobacterial species and strains.
Proceedings of the National Academy of Sciences of the United States of America, 2013, 110, 12911-12916. 3.3 45

1151 - Vitamin B12. , 2013, , 460-503. 0

1152 The Campylobacter jejuniCiaD effector protein activates MAP kinase signaling pathways and is required
for the development of disease. Cell Communication and Signaling, 2013, 11, 79. 2.7 53

1153 A comparative hidden Markov model analysis pipeline identifies proteins characteristic of
cereal-infecting fungi. BMC Genomics, 2013, 14, 807. 1.2 26

1154 In silico characterization of a novel pathogenic deletion mutation identified in XPA gene in a Pakistani
family with severe xeroderma pigmentosum. Journal of Biomedical Science, 2013, 20, 70. 2.6 1

1155 Protamine-like Proteins in 12 Sequenced Species of Drosophila. Protein and Peptide Letters, 2013, 20,
17-35. 0.4 9

1156 Expression of<i>SLC22A1</i>variants may affect the response of hepatocellular carcinoma and
cholangiocarcinoma to sorafenib. Hepatology, 2013, 58, 1065-1073. 3.6 124

1158 NGX6 expression improves the sensitivity of tamoxifen-resistant MCF-7 cells through modulation of
the Smad signaling pathway. International Journal of Oncology, 2013, 42, 2060-2068. 1.4 6

1159 Evidence of Accelerated Evolution and Ectodermal-Specific Expression of Presumptive BDS Toxin
cDNAs from Anemonia viridis. Marine Drugs, 2013, 11, 4213-4231. 2.2 15

1160 Characterization of the omlA gene from different serotypes of Actinobacillus pleuropneumoniae: a
new insight into an old approach. Genetics and Molecular Biology, 2013, 36, 243-251. 0.6 8

1161 Structural Insights Into Disease Mutations of the Ryanodine Receptor. , 2013, , . 3

1162 Validating a Coarse-Grained Potential Energy Function through Protein Loop Modelling. PLoS ONE,
2013, 8, e65770. 1.1 14

1163 A Sequence in Subdomain 2 of DBL1Î± of Plasmodium falciparum Erythrocyte Membrane Protein 1 Induces
Strain Transcending Antibodies. PLoS ONE, 2013, 8, e52679. 1.1 10



66

Citation Report

# Article IF Citations

1164 Easy DNA Modeling and More with GraphiteLifeExplorer. PLoS ONE, 2013, 8, e53609. 1.1 29

1165 MAIT Cell Recognition of MR1 on Bacterially Infected and Uninfected Cells. PLoS ONE, 2013, 8, e53789. 1.1 40

1166 Cis and Trans Regulatory Mechanisms Control AP2-Mediated B Cell Receptor Endocytosis via Select
Tyrosine-Based Motifs. PLoS ONE, 2013, 8, e54938. 1.1 28

1167 Identification and Functional Study of a New Missense Mutation in the Motor Head Domain of Myosin
VIIA in a Family with Autosomal Dominant Hearing Impairment (DFNA11). PLoS ONE, 2013, 8, e55178. 1.1 21

1168 Transition of a microRNA from Repressing to Activating Translation Depending on the Extent of Base
Pairing with the Target. PLoS ONE, 2013, 8, e55672. 1.1 33

1169 Genetic and Structure-Function Studies of Missense Mutations in Human Endothelial Lipase. PLoS ONE,
2013, 8, e55716. 1.1 13

1170
Characterization of Phosphofructokinase Activity in Mycobacterium tuberculosis Reveals That a
Functional Glycolytic Carbon Flow Is Necessary to Limit the Accumulation of Toxic Metabolic
Intermediates under Hypoxia. PLoS ONE, 2013, 8, e56037.

1.1 46

1171 NADPH-Cytochrome P450 Reductase: Molecular Cloning and Functional Characterization of Two
Paralogs from Withania somnifera (L.) Dunal. PLoS ONE, 2013, 8, e57068. 1.1 58

1172 Experimental Adaptation of Wild-Type Canine Distemper Virus (CDV) to the Human Entry Receptor
CD150. PLoS ONE, 2013, 8, e57488. 1.1 66

1173 Mycoplasma agalactiae MAG_5040 is a Mg2+-Dependent, Sugar-Nonspecific SNase Recognised by the
Host Humoral Response during Natural Infection. PLoS ONE, 2013, 8, e57775. 1.1 20

1174 In Silico Structural and Functional Characterization of the RSUME Splice Variants. PLoS ONE, 2013, 8,
e57795. 1.1 11

1175 Horizontal Transfer of a Subtilisin Gene from Plants into an Ancestor of the Plant Pathogenic Fungal
Genus Colletotrichum. PLoS ONE, 2013, 8, e59078. 1.1 28

1176 The HopQ1 Effectorâ€™s Nucleoside Hydrolase-Like Domain Is Required for Bacterial Virulence in
Arabidopsis and Tomato, but Not Host Recognition in Tobacco. PLoS ONE, 2013, 8, e59684. 1.1 38

1177 The CouPSTU and TarPQM Transporters in Rhodopseudomonas palustris: Redundant, Promiscuous
Uptake Systems for Lignin-Derived Aromatic Substrates. PLoS ONE, 2013, 8, e59844. 1.1 33

1178 Imperfect Duplicate Insertions Type of Mutations in Plasmepsin V Modulates Binding Properties of
PEXEL Motifs of Export Proteins in Indian Plasmodium vivax. PLoS ONE, 2013, 8, e60077. 1.1 5

1179 Minor Hypospadias: The â€œTip of the Icebergâ€• of the Partial Androgen Insensitivity Syndrome. PLoS ONE,
2013, 8, e61824. 1.1 36

1180 Tryptogalinin Is a Tick Kunitz Serine Protease Inhibitor with a Unique Intrinsic Disorder. PLoS ONE,
2013, 8, e62562. 1.1 32

1181 Overexpression of WsSGTL1 Gene of Withania somnifera Enhances Salt Tolerance, Heat Tolerance and
Cold Acclimation Ability in Transgenic Arabidopsis Plants. PLoS ONE, 2013, 8, e63064. 1.1 58



67

Citation Report

# Article IF Citations

1182 Directed DNA Shuffling of Retrovirus and Retrotransposon Integrase Protein Domains. PLoS ONE,
2013, 8, e63957. 1.1 7

1183 Functional Integration of the Conserved Domains of Shoc2 Scaffold. PLoS ONE, 2013, 8, e66067. 1.1 23

1184 Characterization of Free Exopolysaccharides Secreted by Mycoplasma mycoides Subsp. mycoides. PLoS
ONE, 2013, 8, e68373. 1.1 24

1185 Functional Analysis of PGRP-LA in Drosophila Immunity. PLoS ONE, 2013, 8, e69742. 1.1 56

1186 Refolding of a Thermostable Glyceraldehyde Dehydrogenase for Application in Synthetic Cascade
Biomanufacturing. PLoS ONE, 2013, 8, e70592. 1.1 14

1187 Novel Extracellular PHB Depolymerase from Streptomyces ascomycinicus: PHB Copolymers
Degradation in Acidic Conditions. PLoS ONE, 2013, 8, e71699. 1.1 26

1188 Structure Determination and Biochemical Characterization of a Putative HNH Endonuclease from
Geobacter metallireducens GS-15. PLoS ONE, 2013, 8, e72114. 1.1 12

1189 Direct Cloning of Isogenic Murine DNA in Yeast and Relevance of Isogenicity for Targeting in
Embryonic Stem Cells. PLoS ONE, 2013, 8, e74207. 1.1 2

1190 Role of Cysteines in the Stability and DNA-Binding Activity of the Hypochlorite-Specific Transcription
Factor HypT. PLoS ONE, 2013, 8, e75683. 1.1 25

1191 Four Amino Acids within a Tandem QxVx Repeat in a Predicted Extended Î±-Helix of the Smad-Binding
Domain of Sip1 Are Necessary for Binding to Activated Smad Proteins. PLoS ONE, 2013, 8, e76733. 1.1 16

1192 Identification of Novel Vaccine Candidates against Multidrug-Resistant Acinetobacter baumannii. PLoS
ONE, 2013, 8, e77631. 1.1 80

1193 Structural Insights into Saccharomyces cerevisiae Msh4â€“Msh5 Complex Function Using Homology
Modeling. PLoS ONE, 2013, 8, e78753. 1.1 17

1194 A Small RNA Encoded in the Rv2660c Locus of Mycobacterium tuberculosis Is Induced during
Starvation and Infection. PLoS ONE, 2013, 8, e80047. 1.1 34

1195 Identification and Functional Characterization of Three NoLS (Nucleolar Localisation Signals)
Mutations of the CDC73 Gene. PLoS ONE, 2013, 8, e82292. 1.1 18

1196 Exoproteome and Secretome Derived Broad Spectrum Novel Drug and Vaccine Candidates in Vibrio
cholerae Targeted by Piper betel Derived Compounds. PLoS ONE, 2013, 8, e52773. 1.1 95

1197 Structure of the Arginine Methyltransferase PRMT5-MEP50 Reveals a Mechanism for Substrate
Specificity. PLoS ONE, 2013, 8, e57008. 1.1 109

1198 Endonuclease domain of the Drosophila melanogaster R2 non-LTR retrotransposon and related
retroelements: a new model for transposition. Frontiers in Genetics, 2013, 4, 63. 1.1 8

1199 <i>In Silico</i> Characterization and Homology Modeling of a Cyanobacterial Phosphoenolpyruvate
Carboxykinase Enzyme. Structural Biology, 2013, 2013, 1-10. 0.0 7



68

Citation Report

# Article IF Citations

1200 Structural Analysis of Respirasomes in Electron Transfer Pathway of <i>Acidithiobacillus
ferrooxidans</i>: A Computer-Aided Molecular Designing Study. , 2013, 2013, 1-14. 4

1201 Computer-Based Methods of Inhibitor Prediction. , 2013, , . 0

1202
Bioinformatics Analysis of Xyloglucan Endotransglycosylase/Hydrolase (XTH) Gene from Developing
Xylem of a Tropical Timber Tree &lt;i&gt;Neolamarckia Cadamba&lt;/i&gt;. Current Research in
Bioinformatics, 2014, 3, 1-16.

0.1 0

1203 <i>In Silico</i> Analysis of Cellulose Synthase Gene (NcCesA1) in Developing Xylem Tissues of
<i>Neolamarckia Cadamba</i>. Current Research in Bioinformatics, 2014, 3, 30-44. 0.1 0

1204 Identification and analysis of potential targets in Streptococcus sanguinis using computer aided
protein data analysis. Advances and Applications in Bioinformatics and Chemistry, 2014, 7, 45. 1.6 5

1205 Identification of a Collagen Type I Adhesin of Bacteroides fragilis. PLoS ONE, 2014, 9, e91141. 1.1 8

1206 Patterns of Positive Selection of the Myogenic Regulatory Factor Gene Family in Vertebrates. PLoS
ONE, 2014, 9, e92873. 1.1 13

1207 Modular Hyperthermostable Bacterial Endo-Î²-1,4-Mannanase: Molecular Shape, Flexibility and
Temperature-Dependent Conformational Changes. PLoS ONE, 2014, 9, e92996. 1.1 11

1208 Cross-Talk between Malarial Cysteine Proteases and Falstatin: The BC Loop as a Hot-Spot Target. PLoS
ONE, 2014, 9, e93008. 1.1 9

1209 Solenopsis invicta virus 3: Mapping of Structural Proteins, Ribosomal Frameshifting, and Similarities
to Acyrthosiphon pisum virus and Kelp fly virus. PLoS ONE, 2014, 9, e93497. 1.1 17

1210 LIMLE, a New Molecule Over-Expressed following Activation, Is Involved in the Stimulatory Properties
of Dendritic Cells. PLoS ONE, 2014, 9, e93894. 1.1 1

1211 Genome-Wide Analysis of the bZIP Transcription Factors in Cucumber. PLoS ONE, 2014, 9, e96014. 1.1 191

1212 Sets of Covariant Residues Modulate the Activity and Thermal Stability of GH1 Î²-Glucosidases. PLoS
ONE, 2014, 9, e96627. 1.1 11

1213 Spectroscopic Characterization of a Green Copper Site in a Single-Domain Cupredoxin. PLoS ONE, 2014,
9, e98941. 1.1 28

1214 DUF581 Is Plant Specific FCS-Like Zinc Finger Involved in Protein-Protein Interaction. PLoS ONE, 2014, 9,
e99074. 1.1 33

1215 A New F131V Mutation in Chlamydomonas Phytoene Desaturase Locates a Cluster of Norflurazon
Resistance Mutations near the FAD-Binding Site in 3D Protein Models. PLoS ONE, 2014, 9, e99894. 1.1 16

1216 The Structure of the TFIIH p34 Subunit Reveals a Von Willebrand Factor A Like Fold. PLoS ONE, 2014, 9,
e102389. 1.1 10

1217 Structural and Biochemical Characterization of the Cop9 Signalosome CSN5/CSN6 Heterodimer. PLoS
ONE, 2014, 9, e105688. 1.1 27



69

Citation Report

# Article IF Citations

1218 Identification and Molecular Characterization of MYB Transcription Factor Superfamily in C4 Model
Plant Foxtail Millet (Setaria italica L.). PLoS ONE, 2014, 9, e109920. 1.1 105

1219 Identification and Characterization of Fusolisin, the Fusobacterium nucleatum Autotransporter
Serine Protease. PLoS ONE, 2014, 9, e111329. 1.1 25

1220 Toxin-Antitoxin Systems in the Mobile Genome of Acidithiobacillus ferrooxidans. PLoS ONE, 2014, 9,
e112226. 1.1 30

1221 Analysis of Non-Typeable Haemophilous influenzae VapC1 Mutations Reveals Structural Features
Required for Toxicity and Flexibility in the Active Site. PLoS ONE, 2014, 9, e112921. 1.1 9

1222 The Eps1p Protein Disulfide Isomerase Conserves Classic Thioredoxin Superfamily Amino Acid Motifs
but Not Their Functional Geometries. PLoS ONE, 2014, 9, e113431. 1.1 5

1223 Structure Based Annotation of Helicobacter pylori Strain 26695 Proteome. PLoS ONE, 2014, 9, e115020. 1.1 3

1224 Did Androgen-Binding Protein Paralogs Undergo Neo- and/or Subfunctionalization as the Abp Gene
Region Expanded in the Mouse Genome?. PLoS ONE, 2014, 9, e115454. 1.1 9

1225
Isolation and Expression Analysis of Novel Silicon Absorption Gene from Roots of
Mangrove<i>(Rhizophora apiculata) via</i>Suppression Subtractive Hybridization. BioMed Research
International, 2014, 2014, 1-11.

0.9 18

1226 Molecular Characterization of Putative Virulence Determinants inBurkholderia pseudomallei.
Scientific World Journal, The, 2014, 2014, 1-9. 0.8 3

1227 Prediction of Epitope-Based Peptides for the Utility of Vaccine Development from Fusion and
Glycoprotein of Nipah Virus Using In Silico Approach. Advances in Bioinformatics, 2014, 2014, 1-17. 5.7 39

1228 Discovery of a novel iota carrageenan sulfatase isolated from the marine bacterium
Pseudoalteromonas carrageenovora. Frontiers in Chemistry, 2014, 2, 67. 1.8 22

1229 The Pseudomonas aeruginosa AlgZR two-component system coordinates multiple phenotypes.
Frontiers in Cellular and Infection Microbiology, 2014, 4, 82. 1.8 57

1230 Identification of a Candidate Rad1 Subunit for the Kinetoplastid 9-1-1 (Rad9-Hus1-Rad1) Complex. Biology,
2014, 3, 922-927. 1.3 3

1231 Intact protein folding in the glutathione-depleted endoplasmic reticulum implicates alternative
protein thiol reductants. ELife, 2014, 3, e03421. 2.8 69

1232 SDS, a structural disruption score for assessment of missense variant deleteriousness. Frontiers in
Genetics, 2014, 5, 82. 1.1 13

1233 Use of Bioinformatics Tools in Different Spheres of Life Sciences. Journal of Data Mining in Genomics
& Proteomics, 2014, 05, . 0.5 16

1234 Fluorescent sensors for activity and regulation of the nitrate transceptor CHL1/NRT1.1 and
oligopeptide transporters. ELife, 2014, 3, e01917. 2.8 59

1236 An Î±-Helical Core Encodes the Dual Functions of the Chlamydial Protein IncA. Journal of Biological
Chemistry, 2014, 289, 33469-33480. 1.6 21



70

Citation Report

# Article IF Citations

1237 Structural basis for promoter specificity switching of RNA polymerase by a phage factor. Genes and
Development, 2014, 28, 521-531. 2.7 31

1238 Fine-Mapping and Selective Sweep Analysis of QTL for Cold Tolerance in<i>Drosophila
melanogaster</i>. G3: Genes, Genomes, Genetics, 2014, 4, 1635-1645. 0.8 27

1239 The Escherichia coli effector EspJ blocks Src kinase activity via amidation and ADP ribosylation. Nature
Communications, 2014, 5, 5887. 5.8 37

1240 Duplication of a promiscuous transcription factor drives the emergence of a new regulatory
network. Nature Communications, 2014, 5, 4868. 5.8 63

1241 TraK and TraB Are Conserved Outer Membrane Proteins of the Neisseria gonorrhoeae Type IV Secretion
System and Are Expressed at Low Levels in Wild-Type Cells. Journal of Bacteriology, 2014, 196, 2954-2968. 1.0 17

1242 Recent advances in affinity capillary electrophoresis for binding studies. Bioanalysis, 2014, 6, 3369-3392. 0.6 49

1243 Assessing Heterologous Expression of Hyoscyamine 6Î²-Hydroxylase â€“ A Feasibility Study. Procedia
Chemistry, 2014, 13, 69-78. 0.7 7

1244 A case of horizontal gene transfer from<i>Wolbachia</i>to<i>Aedes albopictus</i>C6/36 cell line.
Mobile Genetic Elements, 2014, 4, e28914. 1.8 10

1245 Evidence of a MOF histone acetyltransferase-containing NSL complex in<i>C. elegans</i>. Worm, 2014,
3, e982967. 1.0 7

1246 Two structurally related starch-binding domain families CBM25 and CBM26. Biologia (Poland), 2014,
69, 1087-1096. 0.8 17

1247 Intersubunit conformational changes mediate epithelial sodium channel gating. Journal of General
Physiology, 2014, 144, 337-348. 0.9 29

1248 Mycobacteriophage cell binding proteins for the capture of mycobacteria. Bacteriophage, 2014, 4,
e960346. 1.9 10

1249 A Novel Secreted Metalloprotease (CD2830) from Clostridium difficile Cleaves Specific Proline
Sequences in LPXTG Cell Surface Proteins. Molecular and Cellular Proteomics, 2014, 13, 1231-1244. 2.5 71

1250 Conserved active site cysteine residue of archaeal THI4 homolog is essential for thiamine biosynthesis
in Haloferax volcanii. BMC Microbiology, 2014, 14, 260. 1.3 14

1251 iTRAQ-based quantitative proteome and phosphoprotein characterization reveals the central
metabolism changes involved in wheat grain development. BMC Genomics, 2014, 15, 1029. 1.2 84

1252
The inner rod protein controls substrate switching and needle length in a <i>Salmonella</i> type III
secretion system. Proceedings of the National Academy of Sciences of the United States of America,
2014, 111, 817-822.

3.3 43

1253
Discovery of two GLP-1/Notch target genes that account for the role of GLP-1/Notch signaling in stem
cell maintenance. Proceedings of the National Academy of Sciences of the United States of America,
2014, 111, 3739-3744.

3.3 98

1254 Regulation of GluA1 <i>Î±</i>-Amino-3-Hydroxy-5-Methyl-4-Isoxazolepropionic Acid Receptor Function by
Protein Kinase C at Serine-818 and Threonine-840. Molecular Pharmacology, 2014, 85, 618-629. 1.0 27



71

Citation Report

# Article IF Citations

1255 Molecular Insights of p47phox Phosphorylation Dynamics in the Regulation of NADPH Oxidase
Activation and Superoxide Production. Journal of Biological Chemistry, 2014, 289, 22759-22770. 1.6 65

1256 NÃ©stor-Guillermo Progeria Syndrome: a biochemical insight into Barrier-to-Autointegration Factor 1,
alanine 12 threonine mutation. BMC Molecular Biology, 2014, 15, 27. 3.0 38

1257 Molecular cloning and in-silico characterization of high temperature stress responsive pAPX gene
isolated from heat tolerant Indian wheat cv. Raj 3765. BMC Research Notes, 2014, 7, 713. 0.6 18

1258 Interactions between Metal-binding Domains Modulate Intracellular Targeting of Cu(I)-ATPase ATP7B,
as Revealed by Nanobody Binding. Journal of Biological Chemistry, 2014, 289, 32682-32693. 1.6 33

1259
Short Forms of Ste20-related Proline/Alanine-rich Kinase (SPAK) in the Kidney Are Created by Aspartyl
Aminopeptidase (Dnpep)-mediated Proteolytic Cleavage. Journal of Biological Chemistry, 2014, 289,
29273-29284.

1.6 17

1260 Structural Model for Covalent Adhesion of the Streptococcus pyogenes Pilus through a Thioester
Bond. Journal of Biological Chemistry, 2014, 289, 177-189. 1.6 41

1261 The VgrG Proteins Are â€œÃ  la Carteâ€• Delivery Systems for Bacterial Type VI Effectors. Journal of
Biological Chemistry, 2014, 289, 17872-17884. 1.6 185

1262 Structural and Functional Characterization of Ybr137wp Implicates Its Involvement in the Targeting of
Tail-Anchored Proteins to Membranes. Molecular and Cellular Biology, 2014, 34, 4500-4512. 1.1 3

1263
A Complex of Cas Proteins 5, 6, and 7 Is Required for the Biogenesis and Stability of Clustered
Regularly Interspaced Short Palindromic Repeats (CRISPR)-derived RNAs (crRNAs) in Haloferax volcanii.
Journal of Biological Chemistry, 2014, 289, 7164-7177.

1.6 65

1264 The Polypeptide Transport-associated (POTRA) Domains of TpsB Transporters Determine the System
Specificity of Two-partner Secretion Systems. Journal of Biological Chemistry, 2014, 289, 19799-19809. 1.6 14

1265
Identification of Functionally Important Residues of the Silkmoth Pheromone Biosynthesis-activating
Neuropeptide Receptor, an Insect Ortholog of the Vertebrate Neuromedin U Receptor. Journal of
Biological Chemistry, 2014, 289, 19150-19163.

1.6 19

1266 Germline variants in the SEMA4A gene predispose to familial colorectal cancer type X. Nature
Communications, 2014, 5, 5191. 5.8 51

1267 Toward understanding RhoGTPase specificity: structure, function and local activation. Small GTPases,
2014, 5, e968004. 0.7 79

1268 In frame exon skipping in UBE3B is associated with developmental disorders and increased mortality in
cattle. BMC Genomics, 2014, 15, 890. 1.2 47

1269 A novel germline mutation in the aryl hydrocarbon receptor-interacting protein (Aip) gene in an
Italian family with gigantism. Journal of Endocrinological Investigation, 2014, 37, 949-955. 1.8 9

1270
Molecular characterization of two A-type P450s, WsCYP98A and WsCYP76A from Withania somnifera
(L.) Dunal: expression analysis and withanolide accumulation in response to exogenous elicitations.
BMC Biotechnology, 2014, 14, 89.

1.7 31

1271 Functional characterization ofSjB10, an intracellular serpin fromSchistosoma japonicum.
Parasitology, 2014, 141, 1746-1760. 0.7 15

1272
A Conserved PapB Family Member, TosR, Regulates Expression of the Uropathogenic Escherichia coli
RTX Nonfimbrial Adhesin TosA while Conserved LuxR Family Members TosE and TosF Suppress Motility.
Infection and Immunity, 2014, 82, 3644-3656.

1.0 10



72

Citation Report

# Article IF Citations

1273 The Ïƒ enigma: Bacterial Ïƒ factors, archaeal TFB and eukaryotic TFIIB are homologs. Transcription, 2014, 5,
e967599. 1.7 30

1274 Relationship between genotypes and serotypes of genogroup 1 recoviruses: a model for human
norovirus antigenic diversity. Journal of General Virology, 2014, 95, 1469-1478. 1.3 10

1275
Distinct Roles for Mitogen-Activated Protein Kinase Signaling and CALMODULIN-BINDING
TRANSCRIPTIONAL ACTIVATOR3 in Regulating the Peak Time and Amplitude of the Plant General Stress
Response Â  Â . Plant Physiology, 2014, 166, 988-996.

2.3 43

1276
Novel Secretory Protein Ss-Caf1 of the Plant-Pathogenic Fungus <i>Sclerotinia sclerotiorum</i> Is
Required for Host Penetration and Normal Sclerotial Development. Molecular Plant-Microbe
Interactions, 2014, 27, 40-55.

1.4 105

1277 PHD3-SUMO conjugation optimizes HIF1 repression independently of PHD3 catalytic activity. Journal of
Cell Science, 2015, 128, 40-9. 1.2 18

1278 An ENU-induced splicing mutation reveals a role for Unc93b1 in early immune cell activation
following influenza A H1N1 infection. Genes and Immunity, 2014, 15, 320-332. 2.2 10

1279
The Molecular Chaperone TRiC/CCT Binds to the Trp-Asp 40 (WD40) Repeat Protein WDR68 and
Promotes Its Folding, Protein Kinase DYRK1A Binding, and Nuclear Accumulation. Journal of Biological
Chemistry, 2014, 289, 33320-33332.

1.6 40

1280 New Insights into Chloramphenicol Biosynthesis in Streptomyces venezuelae ATCC 10712. Antimicrobial
Agents and Chemotherapy, 2014, 58, 7441-7450. 1.4 74

1281 Two Residues Predominantly Dictate Functional Difference in Motility between Shewanella oneidensis
Flagellins FlaA and FlaB. Journal of Biological Chemistry, 2014, 289, 14547-14559. 1.6 20

1282
Structural Features of the Pseudomonas fluorescens Biofilm Adhesin LapA Required for
LapG-Dependent Cleavage, Biofilm Formation, and Cell Surface Localization. Journal of Bacteriology,
2014, 196, 2775-2788.

1.0 83

1283 Biochemical characterization of mutants in the active site residues of the Î²â€•galactosidase enzyme of
<i>Bacillus circulans</i> ATCC 31382. FEBS Open Bio, 2014, 4, 1015-1020. 1.0 21

1284 Molecular cloning and characterization of pathogenesis-related protein family 10 gene from spinach
(SoPR10). Bioscience, Biotechnology and Biochemistry, 2014, 78, 780-786. 0.6 8

1285 Structure of an SspH1-PKN1 Complex Reveals the Basis for Host Substrate Recognition and Mechanism
of Activation for a Bacterial E3 Ubiquitin Ligase. Molecular and Cellular Biology, 2014, 34, 362-373. 1.1 75

1286 Genome-wide identification and characterization of aquaporin genes (AQPs) in Chinese cabbage
(Brassica rapa ssp. pekinensis). Molecular Genetics and Genomics, 2014, 289, 1131-1145. 1.0 50

1287 The Post-transcriptional Regulator rsmA/csrA Activates T3SS by Stabilizing the 5â€² UTR of hrpG, the
Master Regulator of hrp/hrc Genes, in Xanthomonas. PLoS Pathogens, 2014, 10, e1003945. 2.1 66

1288 Unravelling the Multiple Functions of the Architecturally Intricate Streptococcus pneumoniae
Î²-galactosidase, BgaA. PLoS Pathogens, 2014, 10, e1004364. 2.1 49

1289 Comparative Modeling of Drug Target Proteinsâ˜†. , 2014, , . 5

1290 Archaeal Ubiquitin-like SAMP3 is Isopeptide-linked to Proteins via a UbaA-dependent Mechanism.
Molecular and Cellular Proteomics, 2014, 13, 220-239. 2.5 25



73

Citation Report

# Article IF Citations

1291 EbpA vaccine antibodies block binding of <i>Enterococcus faecalis</i> to fibrinogen to prevent
catheter-associated bladder infection in mice. Science Translational Medicine, 2014, 6, 254ra127. 5.8 130

1292 Domain Shuffling in a Sensor Protein Contributed to the Evolution of Insect Pathogenicity in
Plant-Beneficial Pseudomonas protegens. PLoS Pathogens, 2014, 10, e1003964. 2.1 41

1293 Structure of the Trehalose-6-phosphate Phosphatase from Brugia malayi Reveals Key Design Principles
for Anthelmintic Drugs. PLoS Pathogens, 2014, 10, e1004245. 2.1 30

1294 AvrBsT Acetylates Arabidopsis ACIP1, a Protein that Associates with Microtubules and Is Required for
Immunity. PLoS Pathogens, 2014, 10, e1003952. 2.1 81

1295 A comprehensive analysis of the Omp85/TpsB protein superfamily structural diversity, taxonomic
occurrence, and evolution. Frontiers in Microbiology, 2014, 5, 370. 1.5 78

1296 Role of the VirA histidine autokinase of Agrobacterium tumefaciens in the initial steps of
pathogenesis. Frontiers in Plant Science, 2014, 5, 195. 1.7 25

1297 Evolution and targeting of Omp85 homologs in the chloroplast outer envelope membrane. Frontiers
in Plant Science, 2014, 5, 535. 1.7 40

1298 Novel dehydrins lacking complete K-segments in Pinaceae. The exception rather than the rule.
Frontiers in Plant Science, 2014, 5, 682. 1.7 25

1299 Phosphorylation of Large T Antigen Regulates Merkel Cell Polyomavirus Replication. Cancers, 2014, 6,
1464-1486. 1.7 18

1300 Assessing Proteinase K Resistance of Fish Prion Proteins in a Scrapie-Infected Mouse Neuroblastoma
Cell Line. Viruses, 2014, 6, 4398-4421. 1.5 5

1301 Characterization of dehydrin AhDHN from Mediterranean saltbush (Atriplex halimus). Turkish Journal
of Biology, 2014, 38, 469-477. 2.1 14

1302
Characterization of a Gene Family Encoding SEA (Sea-urchin Sperm Protein, Enterokinase and) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 307 Td (Agrin)-Domain Proteins with Lectin-Like and Heme-Binding Properties from Schistosoma japonicum.

PLoS Neglected Tropical Diseases, 2014, 8, e2644.
1.3 4

1303 Comparison of Two Academic Software Packages For Protein Structure Prediction. International
Journal of Bio-Science and Bio-Technology, 2014, 6, 49-54. 0.2 1

1304 Functional characterisation of a WRKY transcription factor of wheat and its expression analysis
during leaf rust pathogenesis. Functional Plant Biology, 2014, 41, 1295. 1.1 13

1305 Blau syndrome polymorphisms in NOD2 identify nucleotide hydrolysis and helical domain 1 as
signalling regulators. FEBS Letters, 2014, 588, 3382-3389. 1.3 30

1306
Molecular characterization and expression patterns of<i>PsSVP</i>genes reveal distinct roles in
flower bud abortion and flowering in tree peony (<i>Paeonia suffruticosa</i>). Canadian Journal of
Plant Science, 2014, 94, 1181-1193.

0.3 24

1307 The Putative HORMA Domain Protein Atg101 Dimerizes and Is Required for Starvation-Induced and
Selective Autophagy in<i>Drosophila</i>. BioMed Research International, 2014, 2014, 1-13. 0.9 36

1308 The Mcm2-7 Replicative Helicase: A Promising Chemotherapeutic Target. BioMed Research International,
2014, 2014, 1-14. 0.9 63



74

Citation Report

# Article IF Citations

1309
Cofactor Independent Phosphoglycerate Mutase of<i>Brugia malayi</i>Induces a Mixed Th1/Th2 Type
Immune Response and Inhibits Larval Development in the Host. BioMed Research International, 2014,
2014, 1-19.

0.9 24

1310 Structural and functional characterization of NanU, a novel high-affinity sialic acid-inducible
binding protein of oral and gut-dwelling Bacteroidetes species. Biochemical Journal, 2014, 458, 499-511. 1.7 43

1311 Modeling of the Dorsal Gradient across Species Reveals Interaction between Embryo Morphology and
Toll Signaling Pathway during Evolution. PLoS Computational Biology, 2014, 10, e1003807. 1.5 21

1312 P. aeruginosa SGNH Hydrolase-Like Proteins AlgJ and AlgX Have Similar Topology but Separate and
Distinct Roles in Alginate Acetylation. PLoS Pathogens, 2014, 10, e1004334. 2.1 54

1313 Discovery and Confirmation of Ligand Binding Specificities of the Schistosoma japonicum Polarity
Protein Scribble. PLoS Neglected Tropical Diseases, 2014, 8, e2837. 1.3 5

1314 ChIP-Seq and RNA-Seq Reveal an AmrZ-Mediated Mechanism for Cyclic di-GMP Synthesis and Biofilm
Development by Pseudomonas aeruginosa. PLoS Pathogens, 2014, 10, e1003984. 2.1 149

1315 A Target Repurposing Approach Identifies N-myristoyltransferase as a New Candidate Drug Target in
Filarial Nematodes. PLoS Neglected Tropical Diseases, 2014, 8, e3145. 1.3 20

1316 Detection of Host-Derived Sphingosine by Pseudomonas aeruginosa Is Important for Survival in the
Murine Lung. PLoS Pathogens, 2014, 10, e1003889. 2.1 61

1317 Characterization and Expression of Genes Encoding Three Small Heat Shock Proteins in Sesamia
inferens (Lepidoptera: Noctuidae). International Journal of Molecular Sciences, 2014, 15, 23196-23211. 1.8 23

1318 A Novel Highly Divergent Protein Family Identified from a Viviparous Insect by RNA-seq Analysis: A
Potential Target for Tsetse Fly-Specific Abortifacients. PLoS Genetics, 2014, 10, e1003874. 1.5 46

1319 From Î²-Catenin to ARM-Repeat Proteins in Adrenocortical Disorders. Hormone and Metabolic Research,
2014, 46, 889-896. 0.7 23

1320 Analysis of acetohydroxyacid synthase1 gene in chickpea conferring resistance to imazamox herbicide.
Genome, 2014, 57, 593-600. 0.9 6

1321 Using transcription of six Puccinia triticina races to identify the effective secretome during infection
of wheat. Frontiers in Plant Science, 2014, 4, 520. 1.7 68

1322
An archaeal family-B DNA polymerase variant able to replicate past DNA damage: occurrence of
replicative and translesion synthesis polymerases within the B family. Nucleic Acids Research, 2014, 42,
9949-9963.

6.5 11

1323 Modular Evolution of DNA-Binding Preference of a Tbrain Transcription Factor Provides a Mechanism
for Modifying Gene Regulatory Networks. Molecular Biology and Evolution, 2014, 31, 2672-2688. 3.5 30

1324 Genetic Diversity ofSCN5AGene and Its Possible Association with the Concealed Form of Brugada
Syndrome Development in Polish Group of Patients. BioMed Research International, 2014, 2014, 1-13. 0.9 7

1325 Structural insights into RNA encapsidation and helical assembly of the Toscana virus nucleoprotein.
Nucleic Acids Research, 2014, 42, 6025-6037. 6.5 30

1326
Recovery of an HMWP/hmwBP (pUL48/pUL47) Complex from Virions of Human Cytomegalovirus:
Subunit Interactions, Oligomer Composition, and Deubiquitylase Activity. Journal of Virology, 2014,
88, 8256-8267.

1.5 19



75

Citation Report

# Article IF Citations

1327 Squalene Synthase As a Target for Chagas Disease Therapeutics. PLoS Pathogens, 2014, 10, e1004114. 2.1 64

1328
Plasmodium falciparum Infection Induces Expression of a Mosquito Salivary Protein (Agaphelin) That
Targets Neutrophil Function and Inhibits Thrombosis without Impairing Hemostasis. PLoS Pathogens,
2014, 10, e1004338.

2.1 31

1329 Evolutionary Rate Covariation Identifies New Members of a Protein Network Required for Drosophila
melanogaster Female Post-Mating Responses. PLoS Genetics, 2014, 10, e1004108. 1.5 137

1330 Complete Genome Sequences of Two Citrobacter rodentium Bacteriophages, CR8 and CR44b. Genome
Announcements, 2014, 2, . 0.8 3

1331 Pre-metazoan origins and evolution of the cadherin adhesome. Biology Open, 2014, 3, 1183-1195. 0.6 41

1332 Structure, evolution and virtual screening of NDM-1 strain from Kolkata. International Journal of
Bioinformatics Research and Applications, 2014, 10, 235. 0.1 4

1333 Distinct Signaling Mechanisms in Multiple Developmental Pathways by the SCRAMBLED Receptor of
Arabidopsis. Plant Physiology, 2014, 166, 976-987. 2.3 15

1334 Molecular architecture and the structural basis for anion interaction in prestin and SLC26
transporters. Nature Communications, 2014, 5, 3622. 5.8 74

1335 A genome-wide RNAi screen identifies factors required for distinct stages of <i>C. elegans</i> piRNA
biogenesis. Genes and Development, 2014, 28, 797-807. 2.7 48

1336 PRDE-1 is a nuclear factor essential for the biogenesis of Ruby motif-dependent piRNAs in <i>C.
elegans</i>. Genes and Development, 2014, 28, 783-796. 2.7 72

1337 The novel globin protein fungoglobin is involved in low oxygen adaptation of
<scp><i>A</i></scp><i>spergillus fumigatus</i>. Molecular Microbiology, 2014, 93, 539-553. 1.2 21

1338
Biophysical and Structural Characterization of the Thioredoxin-binding Domain of Protein Kinase
ASK1 and Its Interaction with Reduced Thioredoxin. Journal of Biological Chemistry, 2014, 289,
24463-24474.

1.6 36

1339
A PWWP Domain-Containing Protein Targets the NuA3 Acetyltransferase Complex via Histone H3 Lysine
36 trimethylation to Coordinate Transcriptional Elongation at Coding Regions. Molecular and
Cellular Proteomics, 2014, 13, 2883-2895.

2.5 48

1340
Structural Significance of the Î²1K396 Residue Found in thePorphyromonas gingivalisSialidase
Î²-Propeller Domain: A Computational Study with Implications for Novel Therapeutics Against
Periodontal Disease. OMICS A Journal of Integrative Biology, 2014, 18, 591-599.

1.0 3

1341 <i>Pseudomonas syringae</i> CC1557: A Highly Virulent Strain With an Unusually Small Type III Effector
Repertoire That Includes a Novel Effector. Molecular Plant-Microbe Interactions, 2014, 27, 923-932. 1.4 42

1342 Dynamics of Lewis b Binding and Sequence Variation of the <i>babA</i> Adhesin Gene during Chronic
Helicobacter pylori Infection in Humans. MBio, 2014, 5, . 1.8 45

1343 New insights in the Ï•29 terminal protein <scp>DNA</scp>â€•binding and host nucleoid localization
functions. Molecular Microbiology, 2014, 91, 232-241. 1.2 6

1344 A Highly Conserved Program of Neuronal Microexons Is Misregulated in Autistic Brains. Cell, 2014,
159, 1511-1523. 13.5 546



76

Citation Report

# Article IF Citations

1345 Biosynthesis of Terpenoid Natural Products in Fungi. Advances in Biochemical
Engineering/Biotechnology, 2014, 148, 19-61. 0.6 80

1346
Proteome and Phosphoproteome Characterization Reveals New Response and Defense Mechanisms of
Brachypodium distachyon Leaves under Salt Stress. Molecular and Cellular Proteomics, 2014, 13,
632-652.

2.5 121

1347
Distinct characteristics of <scp>OxyR</scp>2, a new <scp>OxyR</scp>â€•type regulator, ensuring
expression of <scp>P</scp>eroxiredoxin 2 detoxifying low levels of hydrogen peroxide in
<scp><i>V</i></scp><i>ibrio vulnificus</i>. Molecular Microbiology, 2014, 93, 992-1009.

1.2 35

1348 Chlorovirus Skp1-Binding Ankyrin Repeat Protein Interplay and Mimicry of Cellular Ubiquitin Ligase
Machinery. Journal of Virology, 2014, 88, 13798-13810. 1.5 7

1349 pH-Dependent Differential Interacting Mechanisms of Sodium Dodecyl Sulfate with Bovine Serum
Fetuin: A Biophysical Insight. Journal of Physical Chemistry B, 2014, 118, 13025-13036. 1.2 48

1350 Structureâ€“function of cyanobacterial outerâ€•membrane protein, Slr1270: Homolog of <i>Escherichia
coli</i> drug export/colicin import protein, TolC. FEBS Letters, 2014, 588, 3793-3801. 1.3 17

1351 Structure, Function, and Trafficking of SLC4 and SLC26 Anion Transporters. Current Topics in
Membranes, 2014, 73, 1-67. 0.5 48

1352 Functional elucidation of antibacterial phage ORFans targeting<i>P</i><i>seudomonas
aeruginosa</i>. Cellular Microbiology, 2014, 16, 1822-1835. 1.1 47

1353 Pathogenic<i>R</i><i>ickettsia</i>species acquire vitronectin from human serum to promote
resistance to complement-mediated killing. Cellular Microbiology, 2014, 16, 849-861. 1.1 28

1354 Proposed Carrier Lipid-binding Site of Undecaprenyl Pyrophosphate Phosphatase from Escherichia
coli. Journal of Biological Chemistry, 2014, 289, 18719-18735. 1.6 36

1355 Single nucleotide variations: Biological impact and theoretical interpretation. Protein Science, 2014,
23, 1650-1666. 3.1 94

1356
Crystal structure of mammalian selenocysteine-dependent iodothyronine deiodinase suggests a
peroxiredoxin-like catalytic mechanism. Proceedings of the National Academy of Sciences of the
United States of America, 2014, 111, 10526-10531.

3.3 89

1357 A review of metabolic and enzymatic engineering strategies for designing and optimizing performance
of microbial cell factories. Computational and Structural Biotechnology Journal, 2014, 11, 91-99. 1.9 56

1358 Helping Hands for Budding Prospects: ENTH/ANTH/VHS Accessory Proteins in Endocytosis, Vacuolar
Transport, and Secretion. Plant Cell, 2014, 26, 4232-4244. 3.1 44

1359 Mutant huntingtin replaces Gab1 and interacts with C-terminal SH3 domain of growth factor receptor
binding protein 2 (Grb2). Neuroscience Research, 2014, 87, 77-83. 1.0 8

1360
Chromatin Protein HP1Î± Interacts with the Mitotic Regulator Borealin Protein and Specifies the
Centromere Localization of the Chromosomal Passenger Complex. Journal of Biological Chemistry,
2014, 289, 20638-20649.

1.6 29

1361 Proteomic analysis of Lawsonia intracellularis reveals expression of outer membrane proteins during
infection. Veterinary Microbiology, 2014, 174, 448-455. 0.8 17

1362 Biochemical and Structural Analysis of Inhibitors Targeting the ADC-7 Cephalosporinase of
<i>Acinetobacter baumannii</i>. Biochemistry, 2014, 53, 7670-7679. 1.2 32



77

Citation Report

# Article IF Citations

1363 Isolation and characterization of lipid rafts in <scp><i>E</i></scp><i>miliania huxleyi</i>: a role for
membrane microdomains in hostâ€“virus interactions. Environmental Microbiology, 2014, 16, 1150-1166. 1.8 46

1364
Molecular Characterization of an NADPH-Dependent Acetoin Reductase/2,3-Butanediol Dehydrogenase
from <i>Clostridium beijerinckii</i> NCIMB 8052. Applied and Environmental Microbiology, 2014, 80,
2011-2020.

1.4 30

1365 The myosin chaperone UNC45B is involved in lens development and autosomal dominant juvenile
cataract. European Journal of Human Genetics, 2014, 22, 1290-1297. 1.4 31

1366 The Structure of the Catalytic Domain of a Plant Cellulose Synthase and Its Assembly into Dimers.
Plant Cell, 2014, 26, 2996-3009. 3.1 61

1367 The solution structure of full-length dodecameric MCM by SANS and molecular modeling. Proteins:
Structure, Function and Bioinformatics, 2014, 82, 2364-2374. 1.5 8

1368 Evolutionary Relationship of Disease Resistance Genes in Soybean and Arabidopsis Specific for the
<i>Pseudomonas syringae</i> Effectors AvrB and AvrRpm1. Plant Physiology, 2014, 166, 235-251. 2.3 36

1369
Helinoto, a Helitron2 transposon from the icefish Chionodraco hamatus, contains a region with
three deubiquitinase-like domains that exhibit transcriptional activity. Comparative Biochemistry and
Physiology Part D: Genomics and Proteomics, 2014, 11, 49-58.

0.4 4

1370 Identification of VPA0451 as the specific chaperone for the<i>Vibrio parahaemolyticus</i>chromosome
1 type III-secreted effector VPA0450. FEMS Microbiology Letters, 2014, 353, 141-150. 0.7 6

1371 Bifidobacterium breve C50 secretes lipoprotein with CHAP domain recognized in aggregated form by
TLR2. Biochimie, 2014, 107, 367-375. 1.3 4

1372
Structure of the methanofuran/methanopterin-biosynthetic enzyme MJ1099
from<i>Methanocaldococcus jannaschii</i>. Acta Crystallographica Section F, Structural Biology
Communications, 2014, 70, 1472-1479.

0.4 2

1373
Exploration of proteinâ€“protein interaction effects on Î±-2-macroglobulin in an inhibition of serine
protease through gene expression and molecular simulations studies. Journal of Biomolecular
Structure and Dynamics, 2014, 32, 1841-1854.

2.0 7

1374 The basic helixâ€“loopâ€“helix region of the transcriptional repressor hairy and enhancer of split 1 is
preorganized to bind DNA. Proteins: Structure, Function and Bioinformatics, 2014, 82, 537-545. 1.5 4

1375 DNA topoisomerase VIII: a novel subfamily of type IIB topoisomerases encoded by free or integrated
plasmids in Archaea and Bacteria. Nucleic Acids Research, 2014, 42, 8578-8591. 6.5 24

1376
Morphogenes <scp><i>bolA</i></scp> and <scp><i>mreB</i></scp> mediate the photoregulation of
cellular morphology during complementary chromatic acclimation in <scp><i>F</i></scp><i>remyella
diplosiphon</i>. Molecular Microbiology, 2014, 93, 167-182.

1.2 29

1377 Differential regulation of multi-copper oxidases in Schizophyllum commune during sexual
development. Mycological Progress, 2014, 13, 1199. 0.5 21

1378 Emerging Roles for Hyaluronidase in Cancer Metastasis and Therapy. Advances in Cancer Research,
2014, 123, 1-34. 1.9 154

1379
Two key arginine residues in the coat protein of <i><scp>B</scp>amboo mosaic virus</i> differentially
affect the accumulation of viral genomic and subgenomic <scp>RNAs</scp>. Molecular Plant
Pathology, 2014, 15, 196-210.

2.0 13

1380 Evolutionary history and metabolic insights of ancient mammalian uricases. Proceedings of the
National Academy of Sciences of the United States of America, 2014, 111, 3763-3768. 3.3 238



78

Citation Report

# Article IF Citations

1381 Comparative gene identification 58/Î±/Î² hydrolase domain 5 lacks lysophosphatidic acid acyltransferase
activity. Journal of Lipid Research, 2014, 55, 1750-1761. 2.0 25

1382 Moxidectin causes adult worm mortality of human lymphatic filarial parasite Brugia malayi in rodent
models. Folia Parasitologica, 2014, 61, 561-570. 0.7 12

1383 Data Mining for Unidentified Protein Sequences. Communications in Computer and Information
Science, 2014, , 73-87. 0.4 0

1384 Super-resolution optical DNA Mapping via DNA methyltransferase-directed click chemistry. Nucleic
Acids Research, 2014, 42, e50-e50. 6.5 49

1385 RAP, the Sole Octotricopeptide Repeat Protein in Arabidopsis, Is Required for Chloroplast 16S rRNA
Maturation. Plant Cell, 2014, 26, 777-787. 3.1 69

1386
Dissection of Hexosyl- and Sialyltransferase Domains in the Bifunctional Capsule Polymerases from
Neisseria meningitidis W and Y Defines a New Sialyltransferase Family. Journal of Biological Chemistry,
2014, 289, 33945-33957.

1.6 21

1387 The Juvenile Hormone Receptor and Molecular Mechanisms of Juvenile Hormone Action. Advances in
Insect Physiology, 2014, , 305-388. 1.1 12

1388 Human Herpesvirus 7 U21 Tetramerizes To Associate with Class I Major Histocompatibility Complex
Molecules. Journal of Virology, 2014, 88, 3298-3308. 1.5 17

1389 Spiroindolone That Inhibits PfATPase4 Is a Potent, Cidal Inhibitor of Toxoplasma gondii Tachyzoites
<i>In Vitro</i> and <i>In Vivo</i>. Antimicrobial Agents and Chemotherapy, 2014, 58, 1789-1792. 1.4 25

1390 Biochemical and Biological Studies of Mouse APOBEC3. Journal of Virology, 2014, 88, 3850-3860. 1.5 27

1391 Comparative sequence analysis and mutagenesis of Ethylene Forming Enzyme (EFE)
2-oxoglutarate/Fe(II)-dependent dioxygenase homologs. BMC Biochemistry, 2014, 15, 22. 4.4 20

1392 Novel and unique domains in aminoacyl-tRNA synthetases from human fungal pathogens Aspergillus
niger, Candida albicans and Cryptococcus neoformans. BMC Genomics, 2014, 15, 1069. 1.2 14

1393 Alkane hydroxylase genes in psychrophile genomes and the potential for cold active catalysis. BMC
Genomics, 2014, 15, 1120. 1.2 25

1394
Comparative and genetic analysis of the four sequenced Paenibacillus polymyxa genomes reveals a
diverse metabolism and conservation of genes relevant to plant-growth promotion and
competitiveness. BMC Genomics, 2014, 15, 851.

1.2 72

1395 A novel insertion mutation identified in exon 10 of the MEFV gene associated with Familial
Mediterranean Fever. BMC Medical Genetics, 2014, 15, 74. 2.1 2

1396 Mutations in Plasmodium falciparum K13 propeller gene from Bangladesh (2009â€“2013). Malaria Journal,
2014, 13, 431. 0.8 78

1397 Two recessive mutations in FGF5 are associated with the long-hair phenotype in donkeys. Genetics
Selection Evolution, 2014, 46, 65. 1.2 38

1398 Secretion of a foreign protein from budding yeasts is enhanced by cotranslational translocation and
by suppression of vacuolar targeting. Microbial Cell Factories, 2014, 13, 125. 1.9 93



79

Citation Report

# Article IF Citations

1399 Identification and characterization of the nitrate assimilation genes in the isolate of Streptomyces
griseorubens JSD-1. Microbial Cell Factories, 2014, 13, 174. 1.9 11

1400 Defensins from the tick Ixodes scapularis are effective against phytopathogenic fungi and the human
bacterial pathogen Listeria grayi. Parasites and Vectors, 2014, 7, 554. 1.0 28

1401 Leishmania braziliensis replication protein A subunit 1: molecular modelling, protein expression and
analysis of its affinity for both DNA and RNA. Parasites and Vectors, 2014, 7, 573. 1.0 7

1402 From local structure to a global framework: recognition of protein folds. Journal of the Royal
Society Interface, 2014, 11, 20131147. 1.5 11

1403 The activation of the decapping enzyme DCP2 by DCP1 occurs on the EDC4 scaffold and involves a
conserved loop in DCP1. Nucleic Acids Research, 2014, 42, 5217-5233. 6.5 93

1404 Identification of novel methyltransferases, Bmt5 and Bmt6, responsible for the m3U methylations of
25S rRNA in Saccharomyces cerevisiae. Nucleic Acids Research, 2014, 42, 3246-3260. 6.5 35

1405
Transamidase subunit GAA1/GPAA1 is a M28 family metallo-peptide-synthetase that catalyzes the peptide
bond formation between the substrate proteinâ€™s omega-site and the GPI lipid anchorâ€™s
phosphoethanolamine. Cell Cycle, 2014, 13, 1912-1917.

1.3 41

1406 MALATTIA LEVENTINESE/DOYNE HONEYCOMB RETINAL DYSTROPHY IN A CHINESE FAMILY WITH MUTATION OF
THE EFEMP1 GENE. Retina, 2014, 34, 2462-2471. 1.0 14

1407
Crumbs promotes expanded recognition and degradation by the SCF <sup>Slimb/Î²-TrCP</sup> ubiquitin
ligase. Proceedings of the National Academy of Sciences of the United States of America, 2014, 111,
E1980-9.

3.3 53

1408 Reverse gyraseâ€”recent advances and current mechanistic understanding of positive DNA supercoiling.
Nucleic Acids Research, 2014, 42, 8200-8213. 6.5 43

1409 Characterization of aBrg1Â hypomorphic allele demonstrates that genetic and biochemical activity are
tightly correlated. Epigenetics, 2014, 9, 249-256. 1.3 1

1410 In<i>Candida albicans</i>, phosphorylation of Exo84 by Cdk1-Hgc1 is necessary for efficient hyphal
extension. Molecular Biology of the Cell, 2014, 25, 1097-1110. 0.9 29

1411 Substrate Promiscuity: AglB, the Archaeal Oligosaccharyltransferase, Can Process a Variety of
Lipid-Linked Glycans. Applied and Environmental Microbiology, 2014, 80, 486-496. 1.4 33

1412 Disruption of the methyltransferase-like 23 gene METTL23 causes mild autosomal recessive intellectual
disability. Human Molecular Genetics, 2014, 23, 4015-4023. 1.4 32

1413 Structural Basis for the De-N-acetylation of Poly-Î²-1,6-N-acetyl-d-glucosamine in Gram-positive Bacteria.
Journal of Biological Chemistry, 2014, 289, 35907-35917. 1.6 24

1414 Biochemical Characterization of a Dihydroneopterin Aldolase Used for Methanopterin Biosynthesis in
Methanogens. Journal of Bacteriology, 2014, 196, 3191-3198. 1.0 5

1415 The Bcl-2 Homolog Nrz Inhibits Binding of IP <sub>3</sub> to Its Receptor to Control Calcium
Signaling During Zebrafish Epiboly. Science Signaling, 2014, 7, ra14. 1.6 31

1416 Clinical Bioinformatics. Methods in Molecular Biology, 2014, , . 0.4 6



80

Citation Report

# Article IF Citations

1417 The Signature Sequence Region of the Human Drug Transporter Organic Anion Transporting
Polypeptide 1B1 Is Important for Protein Surface Expression. Journal of Drug Delivery, 2014, 2014, 1-10. 2.5 13

1418 BARP suppresses voltage-gated calcium channel activity and Ca2+-evoked exocytosis. Journal of Cell
Biology, 2014, 205, 233-249. 2.3 15

1419 Host-Specific Parvovirus Evolution in Nature Is Recapitulated by In Vitro Adaptation to Different
Carnivore Species. PLoS Pathogens, 2014, 10, e1004475. 2.1 104

1420 Structural Divergence in Vertebrate Phylogeny of a Duplicated Prototype Galectin. Genome Biology
and Evolution, 2014, 6, 2721-2730. 1.1 7

1421 Ends of the line for tmRNA-SmpB. Frontiers in Microbiology, 2014, 5, 421. 1.5 32

1422 Calmodulin and PI(3,4,5)P <sub>3</sub> cooperatively bind to the Itk pleckstrin homology domain to
promote efficient calcium signaling and IL-17A production. Science Signaling, 2014, 7, ra74. 1.6 22

1423 Rodent Herpesvirus Peru Encodes a Secreted Chemokine Decoy Receptor. Journal of Virology, 2014, 88,
538-546. 1.5 13

1424 The Elusive Nature of Adaptive Mitochondrial DNA Evolution of an Arctic Lineage Prone to Frequent
Introgression. Genome Biology and Evolution, 2014, 6, 886-896. 1.1 78

1425 In SilicoIdentification, Phylogenetic and Bioinformatic Analysis of Argonaute Genes in Plants.
International Journal of Genomics, 2014, 2014, 1-17. 0.8 16

1426 Evolution and Structural Analyses of Glossina morsitans (Diptera; Glossinidae) Tetraspanins. Insects,
2014, 5, 885-908. 1.0 4

1427 <i>In Silico</i>Molecular Characterization of Cysteine Protease YopT from<i>Yersinia pestis</i>by
Homology Modeling and Binding Site Identification. Drug Target Insights, 2014, 8, DTI.S13529. 0.9 16

1428 The Ellis Island Effect. Mobile Genetic Elements, 2014, 4, e29801. 1.8 20

1429
Sequence-Based Appraisal of the Genes Encoding Neck and Carbohydrate Recognition Domain of
Conglutinin in Blackbuck (<i>Antilope cervicapra</i>) and Goat (<i>Capra hircus</i>). BioMed Research
International, 2014, 2014, 1-10.

0.9 3

1430 Helminth Allergens, Parasite-Specific IgE, and Its Protective Role in Human Immunity. Frontiers in
Immunology, 2014, 5, 61. 2.2 136

1431
Crystallization and preliminary X-ray diffraction analysis of theS-adenosylhomocysteine hydrolase
(SAHH) fromThermotoga maritima. Acta Crystallographica Section F, Structural Biology
Communications, 2014, 70, 1563-1565.

0.4 1

1432
Recombinant expression, purification, crystallization and preliminary X-ray diffraction analysis of the
C-terminal DUF490963â€“1138domain of TamB fromEscherichia coli. Acta Crystallographica Section F,
Structural Biology Communications, 2014, 70, 1272-1275.

0.4 4

1433 <i>Mycobacterium tuberculosis</i>pellicles express unique proteins recognized by the host humoral
response. Pathogens and Disease, 2014, 70, 347-358. 0.8 39

1434 The C-Terminal SH3 Domain Contributes to the Intramolecular Inhibition of Vav Family Proteins.
Science Signaling, 2014, 7, ra35. 1.6 41



81

Citation Report

# Article IF Citations

1435 LIA4 Encodes a Chromoshadow Domain Protein Required for Genomewide DNA Rearrangements in
Tetrahymena thermophila. Eukaryotic Cell, 2014, 13, 1300-1311. 3.4 10

1436
Inhibition of the Functional Interplay between Endoplasmic Reticulum (ER) Oxidoreduclin-1Î± (Ero1Î±) and
Protein-disulfide Isomerase (PDI) by the Endocrine Disruptor Bisphenol A. Journal of Biological
Chemistry, 2014, 289, 27004-27018.

1.6 38

1437 Structural integrity of the PCI domain of eIF3a/TIF32 is required for mRNA recruitment to the 43S
pre-initiation complexes. Nucleic Acids Research, 2014, 42, 4123-4139. 6.5 35

1438 VarMod: modelling the functional effects of non-synonymous variants. Nucleic Acids Research, 2014,
42, W331-W336. 6.5 16

1439 A novel frameshift mutation and infrequent clinical findings in two cases with
Dyggveâ€“Melchiorâ€“Clausen syndrome. Clinical Dysmorphology, 2014, 23, 1-7. 0.1 5

1440 Characterization of horizontally transferred Î²â€•fructofuranosidase (<i><scp>ScrB</scp></i>) genes in
<i><scp>A</scp>grilus planipennis</i>. Insect Molecular Biology, 2014, 23, 821-832. 1.0 29

1441 A novel cholesterolâ€•insensitive mode of membrane binding promotes cytolysinâ€•mediated translocation
by <scp>S</scp>treptolysin <scp>O</scp>. Molecular Microbiology, 2014, 94, 675-687. 1.2 14

1442 Huwe1-Mediated Ubiquitylation of Dishevelled Defines a Negative Feedback Loop in the Wnt Signaling
Pathway. Science Signaling, 2014, 7, ra26. 1.6 70

1443 Distinct Regions of NLRP1B Are Required To Respond to Anthrax Lethal Toxin and Metabolic Inhibition.
Infection and Immunity, 2014, 82, 3697-3703. 1.0 19

1444 Unique Helicase Determinants in the Essential Conjugative TraI Factor from Salmonella enterica
Serovar Typhimurium Plasmid pCU1. Journal of Bacteriology, 2014, 196, 3082-3090. 1.0 1

1445 Chemosensory Regulation of a HEAT-Repeat Protein Couples Aggregation and Sporulation in
Myxococcus xanthus. Journal of Bacteriology, 2014, 196, 3160-3168. 1.0 9

1446
Crystallization and preliminary X-ray crystallographic studies of dehydroascorbate reductase (DHAR)
fromOryza sativaL.japonica. Acta Crystallographica Section F, Structural Biology Communications,
2014, 70, 781-785.

0.4 1

1447
Crystallization and preliminary crystallographic studies of the hypothetical protein BPSL1038
fromBurkholderia pseudomallei. Acta Crystallographica Section F, Structural Biology
Communications, 2014, 70, 1697-1700.

0.4 1

1448 In silico predictive studies of mAHR congener binding using homology modelling and molecular
docking. Toxicology and Industrial Health, 2014, 30, 765-776. 0.6 5

1449 Longin and <scp>GAF</scp> Domains: Structural Evolution and Adaptation to the Subcellular
Trafficking Machinery. Traffic, 2014, 15, 104-121. 1.3 40

1450
Identification and active site analysis of the 1-aminocyclopropane-1-carboxylic acid oxidase catalysing
the synthesis of ethylene in Agaricus bisporus. Biochimica Et Biophysica Acta - General Subjects, 2014,
1840, 120-128.

1.1 18

1451 Characterization of sulfakinin receptor 2 and its role in food intake in the red flour beetle, Tribolium
castaneum. Peptides, 2014, 53, 232-237. 1.2 18

1452 The Marburg Virus VP24 Protein Interacts with Keap1 to Activate the Cytoprotective Antioxidant
Response Pathway. Cell Reports, 2014, 6, 1017-1025. 2.9 95



82

Citation Report

# Article IF Citations

1453 SuSPect: Enhanced Prediction of Single Amino Acid Variant (SAV) Phenotype Using Network Features.
Journal of Molecular Biology, 2014, 426, 2692-2701. 2.0 189

1454
A unique insertion of low complexity amino acid sequence underlies protein-protein interaction in
human malaria parasite orotate phosphoribosyltransferase and orotidine 5'-monophosphate
decarboxylase. Asian Pacific Journal of Tropical Medicine, 2014, 7, 184-192.

0.4 7

1455 Uncovering legumain genes in rice. Plant Science, 2014, 215-216, 100-109. 1.7 18

1456 Differential upregulation in DRG neurons of an Î±2Î´-1 splice variant with a lower affinity for gabapentin
after peripheral sensory nerve injury. Pain, 2014, 155, 522-533. 2.0 36

1457 Molecular cloning of Ra-sHSPI, a novel member of the HSP20 family from Rhipicephalus annulatus
salivary glands. International Journal of Biological Macromolecules, 2014, 67, 7-15. 3.6 9

1458 The genetic basis of DOORS syndrome: an exome-sequencing study. Lancet Neurology, The, 2014, 13,
44-58. 4.9 108

1459 Effect of Serine Phosphorylation and Ser25 Phospho-Mimicking Mutations on Nuclear Localisation
and Ligand Interactions of Annexin A2. Journal of Molecular Biology, 2014, 426, 2486-2499. 2.0 19

1460
Novel and atypical splicing mutation in a compound heterozygous UNC13D defect presenting in
Familial Hemophagocytic Lymphohistiocytosis triggered by EBV infection. Clinical Immunology, 2014,
153, 292-297.

1.4 6

1461 P41 Investigating the effect of AGRN mutations on acetylcholine receptor (AChR) clustering in vitro.
Neuromuscular Disorders, 2014, 24, S17-S18. 0.3 0

1462
Acidic pH triggers conformational changes at the NH2-terminal propeptide of the precursor of
pulmonary surfactant protein B to form a coiled coil structure. Biochimica Et Biophysica Acta -
Biomembranes, 2014, 1838, 1738-1751.

1.4 12

1463
P43 Functional characterisation of the novel CLC-1 variants C179Y and A529V using
Two-Electrode-Voltage-Clamp and review of ClC-1 structureâ€“function. Neuromuscular Disorders,
2014, 24, S18.

0.3 0

1464 P42 Pathogenic mechanisms of RAPSN mutations in congenital myasthenic syndromes. Neuromuscular
Disorders, 2014, 24, S18. 0.3 0

1465 Î±-Amylase: an enzyme specificity found in various families of glycoside hydrolases. Cellular and
Molecular Life Sciences, 2014, 71, 1149-1170. 2.4 272

1466 Mitochondrial DNA variation analysis in cervical cancer. Mitochondrion, 2014, 16, 73-82. 1.6 37

1467 Analysis of indel variations in the human disease-associated genes CDKN2AIP, WDR66, USP20 and OR7C2
in a Korean population. Journal of Genetics, 2014, 93, 1-11. 0.4 4

1468 The impact of microbial symbionts on host plant utilization by herbivorous insects. Molecular
Ecology, 2014, 23, 1473-1496. 2.0 380

1469 Cellular and functional specificity among ferritinâ€•like proteins in the multicellular cyanobacterium
<i><scp>N</scp>ostoc punctiforme</i>. Environmental Microbiology, 2014, 16, 829-844. 1.8 27

1470 Functional role of Î² domain in the Thermoanaerobacter tengcongensis glucoamylase. Applied
Microbiology and Biotechnology, 2014, 98, 2091-2099. 1.7 8



83

Citation Report

# Article IF Citations

1471 New dye-decolorizing peroxidases from Bacillus subtilis and Pseudomonas putida MET94: towards
biotechnological applications. Applied Microbiology and Biotechnology, 2014, 98, 2053-2065. 1.7 134

1472 Merging chemical ecology with bacterial genome mining for secondary metabolite discovery. Journal
of Industrial Microbiology and Biotechnology, 2014, 41, 285-299. 1.4 64

1473 Evolutionary origins of sensation in metazoans: functional evidence for a new sensory organ in
sponges. BMC Evolutionary Biology, 2014, 14, 3. 3.2 92

1474 Understanding the evolutionary structural variability and target specificity of tick salivary Kunitz
peptides using next generation transcriptome data. BMC Evolutionary Biology, 2014, 14, 4. 3.2 31

1475 Structural insights of post-translational modification sites in the proteome of Thermus
thermophilus. Journal of Structural and Functional Genomics, 2014, 15, 137-151. 1.2 3

1476 In silico prediction and in vitro identification of bluetongue virus 4 VP5 protein B-cell epitopes.
Applied Microbiology and Biotechnology, 2014, 98, 3033-3047. 1.7 9

1477
Intraspecific venom variation in the medically significant Southern Pacific Rattlesnake (Crotalus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 507 Td (oreganus helleri): Biodiscovery, clinical and evolutionary implications. Journal of Proteomics, 2014,

99, 68-83.
1.2 114

1478 Structural Fold and Binding Sites of the Human Na+-Phosphate Cotransporter NaPi-II. Biophysical
Journal, 2014, 106, 1268-1279. 0.2 42

1479 Inhibitors of the Tick-Borne, Hemorrhagic Fever-Associated Flaviviruses. Antimicrobial Agents and
Chemotherapy, 2014, 58, 3206-3216. 1.4 41

1480 Microbial Synthesis of Pinene. ACS Synthetic Biology, 2014, 3, 466-475. 1.9 210

1481 Physiology and pathophysiology of SLC12A1/2 transporters. Pflugers Archiv European Journal of
Physiology, 2014, 466, 91-105. 1.3 112

1482
Enhancement of hydrolytic activity of thermophilic alkalophilic Î±-amylase from Bacillus sp. AAH-31
through optimization of amino acid residues surrounding the substrate binding site. Biochemical
Engineering Journal, 2014, 86, 8-15.

1.8 8

1483 doublesex is a mimicry supergene. Nature, 2014, 507, 229-232. 13.7 320

1484 The Analysis of Eight Transcriptomes from All Poriferan Classes Reveals Surprising Genetic
Complexity in Sponges. Molecular Biology and Evolution, 2014, 31, 1102-1120. 3.5 211

1485 Leucine-Rich Repeat Kinase 2 Binds to Neuronal Vesicles through Protein Interactions Mediated by Its
C-Terminal WD40 Domain. Molecular and Cellular Biology, 2014, 34, 2147-2161. 1.1 91

1486 Computational Approaches and Resources in Single Amino Acid Substitutions Analysis Toward Clinical
Research. Advances in Protein Chemistry and Structural Biology, 2014, 94, 365-423. 1.0 22

1487
Molecular basis for AUXIN RESPONSE FACTOR protein interaction and the control of auxin response
repression. Proceedings of the National Academy of Sciences of the United States of America, 2014, 111,
5427-5432.

3.3 249

1488 The Mi-2 Homolog Mit1 Actively Positions Nucleosomes within Heterochromatin To Suppress
Transcription. Molecular and Cellular Biology, 2014, 34, 2046-2061. 1.1 29



84

Citation Report

# Article IF Citations

1489 Structural characteristics of thermostable immunogenic outer membrane protein from Salmonella
enterica serovar Typhi. Applied Microbiology and Biotechnology, 2014, 98, 2533-2543. 1.7 120

1490 Food source affects the expression of vitellogenin and fecundity of a biological control agent,
Neoseiulus cucumeris. Experimental and Applied Acarology, 2014, 63, 333-347. 0.7 13

1491 Homology modeling and virtual screening for antagonists of protease from yellow head virus.
Journal of Molecular Modeling, 2014, 20, 2116. 0.8 4

1492 In silico and in vivo studies of molecular structures and mechanisms of AtPCS1 protein involved in
binding arsenite and/or cadmium in plant cells. Journal of Molecular Modeling, 2014, 20, 2104. 0.8 10

1493 Mutational Analysis of the Câ€“C Bond Cleaving Enzyme Phloretin Hydrolase from Eubacterium
ramulus. Topics in Catalysis, 2014, 57, 376-384. 1.3 8

1494
Very Early Onset Inflammatory Bowel Disease Associated with Aberrant Trafficking of IL-10R1 and Cure
by T Cell Replete Haploidentical Bone Marrow Transplantation. Journal of Clinical Immunology, 2014,
34, 331-339.

2.0 62

1495 Using distances between Top-n-gram and residue pairs for protein remote homology detection. BMC
Bioinformatics, 2014, 15, S3. 1.2 54

1496 Uml2 is a novel CalB-type lipase of Ustilago maydis with phospholipase A activity. Applied Microbiology
and Biotechnology, 2014, 98, 4963-4973. 1.7 13

1497 TPS1 drug design for rice blast disease in magnaporthe oryzae. SpringerPlus, 2014, 3, 18. 1.2 12

1498 Upolu virus and Aransas Bay virus, Two Presumptive Bunyaviruses, Are Novel Members of the Family
Orthomyxoviridae. Journal of Virology, 2014, 88, 5298-5309. 1.5 24

1499
Middle region of <scp>FancM</scp> interacts with <scp>M</scp>hf and <scp>R</scp>mi1 in silkworms,
a species lacking the <scp>F</scp>anconi anaemia (<scp>FA</scp>) core complex. Insect Molecular
Biology, 2014, 23, 185-198.

1.0 14

1500 Channelrhodopsins: A bioinformatics perspective. Biochimica Et Biophysica Acta - Bioenergetics, 2014,
1837, 643-655. 0.5 11

1501 Biochemical characterisation of glyceraldehyde 3-phosphate dehydrogenase (GAPDH) from the liver
fluke, Fasciola hepatica. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2014, 1844, 744-749. 1.1 15

1502 Structure-Guided Analysis of the Human APOBEC3-HIV Restrictome. Structure, 2014, 22, 668-684. 1.6 56

1503 Eggâ€• or cell cultureâ€•derived hemagglutinin mutations impair virus stability and antigen content of
inactivated influenza vaccines. Biotechnology Journal, 2014, 9, 405-414. 1.8 21

1504 Functional Investigations of Thromboxane Synthase (CYP5A1) in Lipid Bilayers of Nanodiscs.
ChemBioChem, 2014, 15, 892-899. 1.3 20

1505 Functional Cross-talk between Distant Domains of Chikungunya Virus Non-structural Protein 2 Is
Decisive for Its RNA-modulating Activity. Journal of Biological Chemistry, 2014, 289, 5635-5653. 1.6 74

1506 Antarease-like Zn-metalloproteases are ubiquitous in the venom of different scorpion genera.
Biochimica Et Biophysica Acta - General Subjects, 2014, 1840, 1738-1746. 1.1 37



85

Citation Report

# Article IF Citations

1507 Pore-forming pyocin S5 utilizes the FptA ferripyochelin receptor to kill Pseudomonas aeruginosa.
Microbiology (United Kingdom), 2014, 160, 261-269. 0.7 48

1508 Homology and Molecular Dynamics Models of Tollâ€•Like Receptor 7 Protein and Its Dimerization.
Chemical Biology and Drug Design, 2014, 83, 656-665. 1.5 12

1509 Rv1027câ€“Rv1028c encode functional KdpDE two â€“ Component system in Mycobacterium tuberculosis.
Biochemical and Biophysical Research Communications, 2014, 446, 1172-1178. 1.0 13

1510 Modelling three-dimensional protein structures for applications in drug design. Drug Discovery
Today, 2014, 19, 890-897. 3.2 134

1511 CAL1 is the <i>Drosophila</i> CENP-A assembly factor. Journal of Cell Biology, 2014, 204, 313-329. 2.3 128

1512 Aberrant GDF9 Expression and Activation Are Associated With Common Human Ovarian Disorders.
Journal of Clinical Endocrinology and Metabolism, 2014, 99, E615-E624. 1.8 29

1513 CasA mediates Cas3-catalyzed target degradation during CRISPR RNA-guided interference. Proceedings
of the National Academy of Sciences of the United States of America, 2014, 111, 6618-6623. 3.3 206

1514 Characterization of QmnD3/QmnD4 for Double Bond Formation in Quartromicin Biosynthesis.
Organic Letters, 2014, 16, 1578-1581. 2.4 24

1515 CLP1 Founder Mutation Links tRNA Splicing and Maturation to Cerebellar Development and
Neurodegeneration. Cell, 2014, 157, 651-663. 13.5 228

1516 Circulative, â€œNonpropagativeâ€• Virus Transmission. Advances in Virus Research, 2014, 89, 141-199. 0.9 132

1517 Structure and function of the hydrophilic Photosystem II assembly proteins: Psb27, Psb28 and Ycf48.
Plant Physiology and Biochemistry, 2014, 81, 96-107. 2.8 58

1518 Peptide pheromone signaling in<i>Streptococcus</i>and<i>Enterococcus</i>. FEMS Microbiology
Reviews, 2014, 38, 473-492. 3.9 151

1519 Multitarget Drug Discovery for Tuberculosis and Other Infectious Diseases. Journal of Medicinal
Chemistry, 2014, 57, 3126-3139. 2.9 205

1520 The asparagine residue in the FRNK box of potyviral helper-component protease is critical for its small
RNA binding and subcellular localization. Journal of General Virology, 2014, 95, 1167-1177. 1.3 24

1521 A Ctf4 trimer couples the CMG helicase to DNA polymerase Î± in the eukaryotic replisome. Nature, 2014,
510, 293-297. 13.7 186

1522 Anti-asthmatic activity of azepino [2, 1-b] quinazolones, synthetic analogues of vasicine, an alkaloid
from Adhatoda vasica. Medicinal Chemistry Research, 2014, 23, 4269-4279. 1.1 18

1523 Genetically distinct pathways guide effector export through the type <scp>VI</scp> secretion system.
Molecular Microbiology, 2014, 92, 529-542. 1.2 192

1524 Methylglyoxal resistance in <scp><i>B</i></scp><i>acillus subtilis</i>: contributions of
bacillithiolâ€•dependent and independent pathways. Molecular Microbiology, 2014, 91, 706-715. 1.2 66



86

Citation Report

# Article IF Citations

1525
Toxin <scp>GhoT</scp> of the <scp>GhoT</scp>/<scp>GhoS</scp> toxin/antitoxin system damages the
cell membrane to reduce adenosine triphosphate and to reduce growth under stress. Environmental
Microbiology, 2014, 16, 1741-1754.

1.8 79

1526 The <i>Drosophila</i> Kctdâ€•family homologue <i>Kctd12â€•like</i> modulates male aggression and mating
behaviour. European Journal of Neuroscience, 2014, 40, 2513-2526. 1.2 13

1527 Structure of Dihydromethanopterin Reductase, a Cubic Protein Cage for Redox Transfer. Journal of
Biological Chemistry, 2014, 289, 8852-8864. 1.6 11

1528 Isolation and Characterization of Antifreeze Proteins from the Antarctic Marine Microalga
Pyramimonas gelidicola. Marine Biotechnology, 2014, 16, 502-512. 1.1 26

1529 Mechanism of Bacterial Interference with TLR4 Signaling by Brucella Toll/Interleukin-1 Receptor
Domain-containing Protein TcpB. Journal of Biological Chemistry, 2014, 289, 654-668. 1.6 73

1530 Nematode phospholipid metabolism: an example of closing the genomeâ€“structureâ€“function circle.
Trends in Parasitology, 2014, 30, 241-250. 1.5 15

1531
After Embedding in Membranes Antiapoptotic Bcl-XL Protein Binds Both Bcl-2 Homology Region 3 and
Helix 1 of Proapoptotic Bax Protein to Inhibit Apoptotic Mitochondrial Permeabilization. Journal of
Biological Chemistry, 2014, 289, 11873-11896.

1.6 61

1532 Toward the functional oligomerization state of tryptophanâ€•rich sensory proteins. Protein Science,
2014, 23, 1154-1160. 3.1 8

1533 Helical repeats modular proteins are major players for organelle gene expression. Biochimie, 2014, 100,
141-150. 1.3 83

1534 Differential response of orthologous l,l-diaminopimelate aminotransferases (DapL) to enzyme
inhibitory antibiotic lead compounds. Bioorganic and Medicinal Chemistry, 2014, 22, 523-530. 1.4 9

1535 Structural Insights into Ubiquinone Biosynthesis in Membranes. Science, 2014, 343, 878-881. 6.0 122

1536 Association of condensin with chromosomes depends on DNA binding by its HEAT-repeat subunits.
Nature Structural and Molecular Biology, 2014, 21, 560-568. 3.6 100

1537 Two aspartate residues at the putative p10 subunit of a type II metacaspase from Nicotiana tabacum L.
may contribute to the substrate-binding pocket. Planta, 2014, 239, 147-160. 1.6 15

1538 Structural basis for recognition of synaptic vesicle protein 2C by botulinum neurotoxin A. Nature,
2014, 505, 108-111. 13.7 103

1539 A large deletion of the AVPR2 gene causing severe nephrogenic diabetes insipidus in a Turkish family.
Endocrine, 2014, 46, 148-153. 1.1 6

1540 A model for transport of a viral membrane protein through the early secretory pathway: minimal
sequence and endoplasmic reticulum lateral mobility requirements. Plant Journal, 2014, 77, 863-879. 2.8 18

1541 Molecular cloning and functional characterization of an endo-Î²-1,3-glucanase from Streptomyces
matensis ATCC 23935. Food Chemistry, 2014, 148, 184-187. 4.2 25

1542 Improved activity and pH stability of E. coli ATCC 11105 penicillin acylase by error-prone PCR. Applied
Microbiology and Biotechnology, 2014, 98, 4467-4477. 1.7 17



87

Citation Report

# Article IF Citations

1543
Homology modeling of T. cruzi and L. major NADH-dependent fumarate reductases: Ligand docking,
molecular dynamics validation, and insights on their binding modes. Journal of Molecular Graphics
and Modelling, 2014, 48, 47-59.

1.3 14

1544 Effector Specialization in a Lineage of the Irish Potato Famine Pathogen. Science, 2014, 343, 552-555. 6.0 179

1545 Dronedarone, an Amiodarone Analog with Improved Anti-Leishmania mexicana Efficacy. Antimicrobial
Agents and Chemotherapy, 2014, 58, 2295-2303. 1.4 33

1546 Architecture of the large subunit of the mammalian mitochondrial ribosome. Nature, 2014, 505, 515-519. 13.7 207

1547 Germline loss-of-function mutations in LZTR1 predispose to an inherited disorder of multiple
schwannomas. Nature Genetics, 2014, 46, 182-187. 9.4 242

1548 Computational Methods in Drug Discovery. Pharmacological Reviews, 2014, 66, 334-395. 7.1 1,370

1549 Changes in rRNA Transcription Influence Proliferation and Cell Fate Within a Stem Cell Lineage.
Science, 2014, 343, 298-301. 6.0 172

1550 A peptide derived from TIMP-3 inhibits multiple angiogenic growth factor receptors and tumour
growth and inflammatory arthritis in mice. Angiogenesis, 2014, 17, 207-219. 3.7 32

1551 Programmed hepatocytes cell death associated with FLIP downregulation in response to extracellular
PreS1/2. Journal of Medical Virology, 2014, 86, 496-504. 2.5 3

1552 Secretome of obligate intracellular<i>Rickettsia</i>. FEMS Microbiology Reviews, 2014, 39, n/a-n/a. 3.9 117

1553 RNA Sequencing and Proteogenomics Reveal the Importance of Leaderless mRNAs in the
Radiation-Tolerant Bacterium Deinococcus deserti. Genome Biology and Evolution, 2014, 6, 932-948. 1.1 61

1554 The <scp>MEKK</scp> 1 <scp>PHD</scp> ubiquitinates <scp>TAB</scp> 1 to activate <scp>MAPK</scp> s
in response to cytokines. EMBO Journal, 2014, 33, 2581-2596. 3.5 34

1555 <i>Sisters Unbound</i> Is Required for Meiotic Centromeric Cohesion in <i>Drosophila
melanogaster</i>. Genetics, 2014, 198, 947-965. 1.2 34

1556 Control of type III secretion activity and substrate specificity by the cytoplasmic regulator PcrG.
Proceedings of the National Academy of Sciences of the United States of America, 2014, 111, E2027-E2036. 3.3 59

1557
Structure of <i>Toxoplasma gondii</i> coronin, an actinâ€•binding protein that relocalizes to the
posterior pole of invasive parasites and contributes to invasion and egress. FASEB Journal, 2014, 28,
4729-4747.

0.2 50

1558 RNA Targeting by the Type III-A CRISPR-Cas Csm Complex of Thermus thermophilus. Molecular Cell, 2014,
56, 518-530. 4.5 267

1559
Combining linkage and association mapping identifies <i>RECEPTOR-LIKE PROTEIN KINASE1</i> as an
essential <i>Arabidopsis</i> shoot regeneration gene. Proceedings of the National Academy of
Sciences of the United States of America, 2014, 111, 8305-8310.

3.3 63

1560 Functional and structural studies of pullulanase from <i>Anoxybacillus</i> sp. LM18-11. Proteins:
Structure, Function and Bioinformatics, 2014, 82, 1685-1693. 1.5 55



88

Citation Report

# Article IF Citations

1561 Dockerinâ€•containing protease inhibitor protects key cellulosomal cellulases from proteolysis in
<scp><i>C</i></scp><i>lostridium cellulolyticum</i>. Molecular Microbiology, 2014, 91, 694-705. 1.2 5

1562 Ion antiport accelerates photosynthetic acclimation in fluctuating light environments. Nature
Communications, 2014, 5, 5439. 5.8 205

1563 High-resolution crystal structure reveals a HEPN domain at the C-terminal region of S. cerevisiae RNA
endonuclease Swt1. Biochemical and Biophysical Research Communications, 2014, 453, 826-832. 1.0 2

1564 The mechanism of Torsin ATPase activation. Proceedings of the National Academy of Sciences of the
United States of America, 2014, 111, E4822-31. 3.3 84

1565 <i>Clostridium difficile</i> sortase recognizes a (S/P)PXTG sequence motif and can accommodate
diaminopimelic acid as a substrate for transpeptidation. FEBS Letters, 2014, 588, 4325-4333. 1.3 19

1566 The Microtubule Plus-End Tracking Proteins SPR1 and EB1b Interact to Maintain Polar Cell Elongation
and Directional Organ Growth in <i>Arabidopsis</i> Â . Plant Cell, 2014, 26, 4409-4425. 3.1 52

1567
Structural modelling and molecular characterization of omegaâ€•class glutathione
<scp>S</scp>â€•transferase 2 from <i><scp>D</scp>rosophila melanogaster</i>. Insect Molecular
Biology, 2014, 23, 357-366.

1.0 4

1568 A highâ€•resolution structure of the EFâ€•hand domain of human polycystinâ€•2. Protein Science, 2014, 23,
1301-1308. 3.1 26

1569 IÎºB Kinase Î² (IKBKB) Mutations in Lymphomas That Constitutively Activate Canonical Nuclear Factor ÎºB
(NFÎºB) Signaling. Journal of Biological Chemistry, 2014, 289, 26960-26972. 1.6 20

1570
One origin for metallo-Î²-lactamase activity, or two? An investigation assessing a diverse set of
reconstructed ancestral sequences based on a sample of phylogenetic trees. Journal of Molecular
Evolution, 2014, 79, 117-129.

0.8 23

1571 Lipin 2 Binds Phosphatidic Acid by the Electrostatic Hydrogen Bond Switch Mechanism Independent of
Phosphorylation. Journal of Biological Chemistry, 2014, 289, 18055-18066. 1.6 28

1572 A robust pipeline for rapid production of versatile nanobody repertoires. Nature Methods, 2014, 11,
1253-1260. 9.0 391

1573
Conformational Analysis of the Streptococcus pneumoniae Hyaluronate Lyase and Characterization
of Its Hyaluronan-specific Carbohydrate-binding Module. Journal of Biological Chemistry, 2014, 289,
27264-27277.

1.6 17

1574 Vibrio cholerae T3SS Effector VopE Modulates Mitochondrial Dynamics and Innate Immune Signaling
by Targeting Miro GTPases. Cell Host and Microbe, 2014, 16, 581-591. 5.1 91

1575 Lessons from molecular modeling human Î±-l-iduronidase. Journal of Molecular Graphics and
Modelling, 2014, 54, 107-113. 1.3 3

1576 Common Clinical Substitutions Enhance the Carbapenemase Activity of OXA-51-Like Class D Î²-Lactamases
from Acinetobacter spp. Antimicrobial Agents and Chemotherapy, 2014, 58, 7015-7016. 1.4 18

1577
Growth Arrest by the Antitumor Steroidal Lactone Withaferin A in Human Breast Cancer Cells Is
Associated with Down-regulation and Covalent Binding at Cysteine 303 of Î²-Tubulin. Journal of
Biological Chemistry, 2014, 289, 1852-1865.

1.6 106

1578 A novel congenital dysprothrombinemia leading to defective prothrombin maturation. Thrombosis
Research, 2014, 134, 1135-1141. 0.8 18



89

Citation Report

# Article IF Citations

1579 Systematic Identification of Hypothetical Bacteriophage Proteins Targeting Key Protein Complexes of
<i>Pseudomonas aeruginosa</i>. Journal of Proteome Research, 2014, 13, 4446-4456. 1.8 54

1580 Comparative Protein Structure Modeling Using MODELLER. Current Protocols in Bioinformatics, 2014,
47, 5.6.1-32. 25.8 860

1581 Recognition of diazirine-modified O-GlcNAc by human O-GlcNAcase. MedChemComm, 2014, 5, 1227-1234. 3.5 10

1582 Identification of major zinc-binding proteins from a marine cyanobacterium: insight into metal uptake
in oligotrophic environments. Metallomics, 2014, 6, 1254-1268. 1.0 17

1583 Dystroglycan Binding to Î±-Neurexin Competes with Neurexophilin-1 and Neuroligin in the Brain. Journal
of Biological Chemistry, 2014, 289, 27585-27603. 1.6 61

1584 The Vibrio cholerae type VI secretion system employs diverse effector modules for intraspecific
competition. Nature Communications, 2014, 5, 3549. 5.8 211

1585
Comparative Analysis of the Secretome from a Model Filarial Nematode (Litomosoides sigmodontis)
Reveals Maximal Diversity in Gravid Female Parasites. Molecular and Cellular Proteomics, 2014, 13,
2527-2544.

2.5 32

1586
Controlled sumoylation of the mevalonate pathway enzyme HMGS-1 regulates metabolism during
aging. Proceedings of the National Academy of Sciences of the United States of America, 2014, 111,
E3880-9.

3.3 39

1587 Macromolecular structure and interaction studies of SigF and Usfx in<i>Mycobacterium
tuberculosis</i>. Journal of Receptor and Signal Transduction Research, 2014, 34, 162-173. 1.3 8

1588 Structural architecture and solubility of native and modified gliadin and glutenin proteins:
non-crystalline molecular and atomic organization. RSC Advances, 2014, 4, 2051-2060. 1.7 52

1589 Structure prediction of gBP21 protein of<i>L. donovani</i>and its molecular interaction. Journal of
Biomolecular Structure and Dynamics, 2014, 32, 709-729. 2.0 12

1590 Novel divergent nidovirus in a python with pneumonia. Journal of General Virology, 2014, 95,
2480-2485. 1.3 41

1591 Four Levels of Hierarchical Organization, Including Noncovalent Chainmail, Brace the Mature Tumor
Herpesvirus Capsid against Pressurization. Structure, 2014, 22, 1385-1398. 1.6 16

1592
Selective detection of complementarity-determining regions of monoclonal antibody by limiting
protease access to the substrate: nano-surface and molecular-orientation limited proteolysis.
Analyst, The, 2014, 139, 576-580.

1.7 49

1593 <i>Bacillus subtilis</i> Class Ib Ribonucleotide Reductase: High Activity and Dynamic Subunit
Interactions. Biochemistry, 2014, 53, 766-776. 1.2 15

1594 Human 60-kDa Lysophospholipase Contains an N-terminal l-Asparaginase Domain That Is Allosterically
Regulated by l-Asparagine. Journal of Biological Chemistry, 2014, 289, 12962-12975. 1.6 34

1595 Biochemical and Spatial Coincidence in the Provisional Ser/Thr Protein Kinase Interaction Network of
Mycobacterium tuberculosis*. Journal of Biological Chemistry, 2014, 289, 20422-20433. 1.6 56

1596 Proteomic and genomic analysis reveals novel Campylobacter jejuni outer membrane proteins and
potential heterogeneity. EuPA Open Proteomics, 2014, 4, 184-194. 2.5 11



90

Citation Report

# Article IF Citations

1597
Noncanonical SMC protein in <i>Mycobacterium smegmatis</i> restricts maintenance of
<i>Mycobacterium fortuitum</i> plasmids. Proceedings of the National Academy of Sciences of the
United States of America, 2014, 111, 13264-13271.

3.3 58

1598 The Strictly Aerobic Yeast Yarrowia lipolytica Tolerates Loss of a Mitochondrial DNA-Packaging
Protein. Eukaryotic Cell, 2014, 13, 1143-1157. 3.4 15

1599
Impaired trafficking of the very low density lipoprotein receptor caused by missense mutations
associated with dysequilibrium syndrome. Biochimica Et Biophysica Acta - Molecular Cell Research,
2014, 1843, 2871-2877.

1.9 11

1600
Targeting of Splice Variants of Human Cytochrome P450 2C8 (CYP2C8) to Mitochondria and Their Role
in Arachidonic Acid Metabolism and Respiratory Dysfunction. Journal of Biological Chemistry, 2014,
289, 29614-29630.

1.6 12

1601 PrgK, a Multidomain Peptidoglycan Hydrolase, Is Essential for Conjugative Transfer of the
Pheromone-Responsive Plasmid pCF10. Journal of Bacteriology, 2014, 196, 527-539. 1.0 37

1602 Characterisation of secretory calcium-binding phosphoprotein-proline-glutamine-rich 1: a novel basal
lamina component expressed at cell-tooth interfaces. Cell and Tissue Research, 2014, 358, 843-855. 1.5 38

1603 Genome-wide evidence of positive selection in Bacteroides fragilis. Computational Biology and
Chemistry, 2014, 52, 43-50. 1.1 7

1604 Evidence for the persistence of an active endogenous retrovirus (ERVE) in humans. Genetica, 2014, 142,
451-460. 0.5 10

1605 Three-dimensional protein structure prediction: Methods and computational strategies.
Computational Biology and Chemistry, 2014, 53, 251-276. 1.1 160

1606 GH51 Arabinofuranosidase and Its Role in the Methylglucuronoarabinoxylan Utilization System in
Paenibacillus sp. Strain JDR-2. Applied and Environmental Microbiology, 2014, 80, 6114-6125. 1.4 7

1607 The PhoU Protein from Escherichia coli Interacts with PhoR, PstB, and Metals To Form a
Phosphate-Signaling Complex at the Membrane. Journal of Bacteriology, 2014, 196, 1741-1752. 1.0 88

1608 Insertion/Deletion-Based Approach for the Detection of <i>Escherichia coli</i> O157:H7 in Freshwater
Environments. Environmental Science &amp; Technology, 2014, 48, 11462-11470. 4.6 46

1609 A Domain in the Transcription Activator Gln3 Specifically Required for Rapamycin Responsiveness.
Journal of Biological Chemistry, 2014, 289, 18999-19018. 1.6 9

1610 Screening of CHCHD10 in a French cohort confirms the involvement of this gene in frontotemporal
dementia with amyotrophic lateral sclerosis patients. Neurobiology of Aging, 2014, 35, 2884.e1-2884.e4. 1.5 95

1611 Protection from Oxidative Stress Relies Mainly on Derepression of OxyR-Dependent KatB and Dps in
Shewanella oneidensis. Journal of Bacteriology, 2014, 196, 445-458. 1.0 66

1612 Crystal Structure of the Homology Domain of the Eukaryotic DNA Replication Proteins Sld3/Treslin.
Structure, 2014, 22, 1341-1347. 1.6 31

1613 Actin-binding proteins differentially regulate endothelial cell stiffness, ICAM-1 function and
neutrophil transmigration. Journal of Cell Science, 2014, 127, 4470-82. 1.2 89

1614 Catalytic Mechanism and Mode of Action of the Periplasmic Alginate Epimerase AlgG. Journal of
Biological Chemistry, 2014, 289, 6006-6019. 1.6 39



91

Citation Report

# Article IF Citations

1615 Elongated Structure of the Outer-Membrane Activator of Peptidoglycan Synthesis LpoA: Implications
for PBP1A Stimulation. Structure, 2014, 22, 1047-1054. 1.6 53

1616 Not Only for Egg Yolkâ€”Functional and Evolutionary Insights from Expression, Selection, and
Structural Analyses of Formica Ant Vitellogenins. Molecular Biology and Evolution, 2014, 31, 2181-2193. 3.5 78

1617 Identification of a putative antifreeze protein gene that is highly expressed during preparation for
winter in the sunn pest, Eurygaster maura. Journal of Insect Physiology, 2014, 68, 30-35. 0.9 32

1618 Nivulian-II a new milk clotting cysteine protease of Euphorbia nivulia latex. International Journal of
Biological Macromolecules, 2014, 70, 391-398. 3.6 17

1619 The N-terminal Domain of the Drosophila Mitochondrial Replicative DNA Helicase Contains an
Iron-Sulfur Cluster and Binds DNA. Journal of Biological Chemistry, 2014, 289, 24032-24042. 1.6 16

1620 Plant, Animal, and Fungal Micronutrient Queuosine Is Salvaged by Members of the DUF2419 Protein
Family. ACS Chemical Biology, 2014, 9, 1812-1825. 1.6 48

1621 Analysis of viral (zucchini yellow mosaic virus) genetic diversity during systemic movement through a
Cucurbita pepo vine. Virus Research, 2014, 191, 172-179. 1.1 20

1622 Engineering of Highly Selective Variants of <i>Parvibaculum lavamentivorans</i> Alcohol
Dehydrogenase. ChemBioChem, 2014, 15, 2050-2052. 1.3 6

1623 Structure of malaria invasion protein RH5 with erythrocyte basigin and blocking antibodies. Nature,
2014, 515, 427-430. 13.7 180

1624 Interaction between NOD2 and CARD9 involves the NOD2 NACHT and the linker region between the
NOD2 CARDs and NACHT domain. FEBS Letters, 2014, 588, 2830-2836. 1.3 17

1625
Disruption of the baculovirus core gene ac78 results in decreased production of multiple
nucleocapsid-enveloped occlusion-derived virions and the failure of primary infection in vivo. Virus
Research, 2014, 191, 70-82.

1.1 8

1626 Proline-rich region of non-muscle myosin light chain kinase modulates kinase activity and endothelial
cytoskeletal dynamics. Microvascular Research, 2014, 95, 94-102. 1.1 14

1627 An intracellular antifreeze protein from an Antarctic microalga that responds to various
environmental stresses. FASEB Journal, 2014, 28, 4924-4935. 0.2 19

1628

Binding mode analysis of a major <scp>T</scp>3<scp>SS</scp> translocator protein
<scp>P</scp>op<scp>B</scp> with its chaperone <scp>P</scp>cr<scp>H</scp> from
<i><scp>P</scp>seudomonas aeruginosa</i>. Proteins: Structure, Function and Bioinformatics, 2014,
82, 3273-3285.

1.5 4

1629 A Type VI Secretion-Related Pathway in Bacteroidetes Mediates Interbacterial Antagonism. Cell Host
and Microbe, 2014, 16, 227-236. 5.1 311

1630 Using structure to inform carbohydrate binding module function. Current Opinion in Structural
Biology, 2014, 28, 32-40. 2.6 95

1631 Directed Evolution Library Creation. Methods in Molecular Biology, 2014, , . 0.4 40

1632 Molecular architecture and mechanism of the anaphase-promoting complex. Nature, 2014, 513, 388-393. 13.7 180



92

Citation Report

# Article IF Citations

1633 Fungal Polyketide Synthase Product Chain-Length Control by Partnering Thiohydrolase. ACS Chemical
Biology, 2014, 9, 1576-1586. 1.6 54

1634 Coordinate Control of Virulence Gene Expression in Francisella tularensis Involves Direct
Interaction between Key Regulators. Journal of Bacteriology, 2014, 196, 3516-3526. 1.0 18

1635 An Atypical Orphan Carbohydrate-NRPS Genomic Island Encodes a Novel Lytic Transglycosylase.
Chemistry and Biology, 2014, 21, 1271-1277. 6.2 6

1636 A family of starch-active polysaccharide monooxygenases. Proceedings of the National Academy of
Sciences of the United States of America, 2014, 111, 13822-13827. 3.3 222

1637 Tyrosine phosphorylation enhances activity of pneumococcal autolysin LytA. Microbiology (United) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (Kingdom), 2014, 160, 2745-2754.0.7 16

1638 Identification of novel leads applying<i>in silico</i>studies for Mycobacterium multidrug resistant
(MMR) protein. Journal of Biomolecular Structure and Dynamics, 2014, 32, 1889-1906. 2.0 18

1639
One precursor, three apolipoproteins: The relationship between two crustacean lipoproteins, the
large discoidal lipoprotein and the high density lipoprotein/Î²-glucan binding protein. Biochimica Et
Biophysica Acta - Molecular and Cell Biology of Lipids, 2014, 1841, 1700-1708.

1.2 5

1640 Engineering BmpA as a carrier for surface display of IgG-binding domain on Lactococcus lactis.
Protein Engineering, Design and Selection, 2014, 27, 21-27. 1.0 18

1641 Peripheral systems. Handbook of Clinical Neurology / Edited By P J Vinken and G W Bruyn, 2014, 125,
513-525. 1.0 19

1642 Molecular evolution of NASP and conserved histone H3/H4 transport pathway. BMC Evolutionary
Biology, 2014, 14, 139. 3.2 30

1643 Identification of genes required for the survival of B. fragilis using massive parallel sequencing of a
saturated transposon mutant library. BMC Genomics, 2014, 15, 429. 1.2 34

1644 Genome sequences characterizing five mutations in RNA polymerase and major capsid of phages Ï•A318
and Ï•As51 of Vibrio alginolyticus with different burst efficiencies. BMC Genomics, 2014, 15, 505. 1.2 18

1645 Proteomic analysis of the Plasmodium male gamete reveals the key role for glycolysis in flagellar
motility. Malaria Journal, 2014, 13, 315. 0.8 50

1646 Seeing the results of a mutation with a vertex weighted hierarchical graph. BMC Proceedings, 2014, 8,
S7. 1.8 1

1647 Discovery of novel Schistosoma japonicum antigens using a targeted protein microarray approach.
Parasites and Vectors, 2014, 7, 290. 1.0 27

1648 Characterisation of a secretory serine protease inhibitor (SjB6) from Schistosoma japonicum.
Parasites and Vectors, 2014, 7, 330. 1.0 11

1649 Clostridium difficilehas a single sortase, SrtB, that can be inhibited by small-molecule inhibitors. BMC
Microbiology, 2014, 14, 219. 1.3 24

1650
Identification, molecular characterization, and expression analysis of a DOMON-like type 9
carbohydrate-binding module domain-containing protein of Coccidioides posadasii. Medical Mycology,
2014, 52, 591-609.

0.3 2



93

Citation Report

# Article IF Citations

1651 The complete structure of the large subunit of the mammalian mitochondrial ribosome. Nature, 2014,
515, 283-286. 13.7 231

1652 Molecular Architecture of the 40Sâ‹…eIF1â‹…eIF3 Translation Initiation Complex. Cell, 2014, 158, 1123-1135. 13.5 193

1653 SWISS-MODEL: modelling protein tertiary and quaternary structure using evolutionary information.
Nucleic Acids Research, 2014, 42, W252-W258. 6.5 4,247

1654 Integrative Network Analysis of the Signaling Cascades in Seedling Leaves of Bread Wheat by
Large-Scale Phosphoproteomic Profiling. Journal of Proteome Research, 2014, 13, 2381-2395. 1.8 42

1655 Emerging Regulatory Paradigms in Glutathione Metabolism. Advances in Cancer Research, 2014, 122,
69-101. 1.9 129

1656 Targeted proteomics of myofilament phosphorylation and other protein posttranslational
modifications. Proteomics - Clinical Applications, 2014, 8, 543-553. 0.8 13

1657 The structure of the C-terminal domain of the<i>Zaire ebolavirus</i>nucleoprotein. Acta
Crystallographica Section D: Biological Crystallography, 2014, 70, 2420-2429. 2.5 39

1658 Structural Analysis of Diheme Cytochrome <i>c</i> by Hydrogenâ€“Deuterium Exchange Mass
Spectrometry and Homology Modeling. Biochemistry, 2014, 53, 5619-5630. 1.2 15

1659 Automated Procedure for Contact-Map-Based Protein Structure Reconstruction. Journal of
Membrane Biology, 2014, 247, 409-420. 1.0 17

1660 Mitochondrial D-loop and Cytochrome Oxidase C subunit I polymorphisms among the breast cancer
patients of Mizoram, Northeast India. Current Genetics, 2014, 60, 201-212. 0.8 17

1661 Structural and functional characteristics of S-like ribonucleases from carnivorous plants. Planta,
2014, 240, 147-159. 1.6 17

1662 Structures of TraI in solution. Journal of Molecular Modeling, 2014, 20, 2308. 0.8 4

1663
Use of Limited Proteolysis and Mutagenesis To Identify Folding Domains and Sequence Motifs Critical
for Wax Ester Synthase/Acyl Coenzyme A:Diacylglycerol Acyltransferase Activity. Applied and
Environmental Microbiology, 2014, 80, 1132-1141.

1.4 24

1664 Emergence of a new step towards understanding the molecular mechanisms underlying
nitrate-regulated gene expression. Journal of Experimental Botany, 2014, 65, 5589-5600. 2.4 63

1665 Structure-Function of CD36 and Importance of Fatty Acid Signal Transduction in Fat Metabolism.
Annual Review of Nutrition, 2014, 34, 281-303. 4.3 413

1666 Structure of the RNA Polymerase Assembly Factor Crl and Identification of Its Interaction Surface
with Sigma S. Journal of Bacteriology, 2014, 196, 3279-3288. 1.0 14

1667 Functional characterization and structural modeling of synthetic polyester-degrading hydrolases
from Thermomonospora curvata. AMB Express, 2014, 4, 44. 1.4 117

1668
The proximal promoter of a novel interleukin-8-encoding gene in rainbow trout (Oncorhynchus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 67 Td (mykiss) is strongly induced by CEBPA, but not NF-ÎºB p65. Developmental and Comparative Immunology,

2014, 46, 155-164.
1.0 23



94

Citation Report

# Article IF Citations

1669 Influence of the AgrC-AgrA Complex on the Response Time of Staphylococcus aureus Quorum Sensing.
Journal of Bacteriology, 2014, 196, 2876-2888. 1.0 55

1670 Predicting the molecular interactions of CRIP1aâ€“cannabinoid 1 receptor with integrated molecular
modeling approaches. Bioorganic and Medicinal Chemistry Letters, 2014, 24, 1158-1165. 1.0 13

1671 Direct Interaction between the WD40 Repeat Protein WDR-23 and SKN-1/Nrf Inhibits Binding to Target
DNA. Molecular and Cellular Biology, 2014, 34, 3156-3167. 1.1 12

1672 The epitope structure of Citrus tristeza virus coat protein mapped by recombinant proteins and
monoclonal antibodies. Virology, 2014, 448, 238-246. 1.1 10

1673 A novel multi-epitope peptide vaccine against cancer: An in silico approach. Journal of Theoretical
Biology, 2014, 349, 121-134. 0.8 187

1674
Conductance Simulation of the Purinergic P2X<sub>2</sub>, P2X<sub>4</sub>, and P2X<sub>7</sub>
Ionic Channels Using a Combined Brownian Dynamics and Molecular Dynamics Approach. Journal of
Physical Chemistry B, 2014, 118, 9119-9127.

1.2 7

1675 A mitochondrial origin for frontotemporal dementia and amyotrophic lateral sclerosis through
CHCHD10 involvement. Brain, 2014, 137, 2329-2345. 3.7 377

1676 Homology modeling and protein engineering of alkane monooxygenase in Burkholderia thailandensis
MSMB121: in silico insights. Journal of Molecular Modeling, 2014, 20, 2340. 0.8 11

1677 Trypanosoma cruzi Bromodomain Factor 3 Binds Acetylated Î±-Tubulin and Concentrates in the
Flagellum during Metacyclogenesis. Eukaryotic Cell, 2014, 13, 822-831. 3.4 24

1678 Complete genome sequence and organization of a novel virus from the rice false smut fungus
Ustilaginoidea virens. Virus Genes, 2014, 48, 329-333. 0.7 18

1679 Homology Modeling and Comparative Profiling of Superoxide Dismutase Among Extremophiles:
Exiguobacterium as a Model Organism. Indian Journal of Microbiology, 2014, 54, 450-458. 1.5 5

1680 The dirigent multigene family in Isatis indigotica: gene discovery and differential transcript
abundance. BMC Genomics, 2014, 15, 388. 1.2 51

1681 Transcriptomic and metabolomic analysis of copper stress acclimation in Ectocarpus siliculosus
highlights signaling and tolerance mechanisms in brown algae. BMC Plant Biology, 2014, 14, 116. 1.6 98

1682 Abundant and Selective RNA-Editing Events in the Medicinal Mushroom <i>Ganoderma lucidum</i>.
Genetics, 2014, 196, 1047-1057. 1.2 28

1683 Identification of Multiple Phosphorylation Sites on Maize Endosperm Starch Branching Enzyme IIb, a
Key Enzyme in Amylopectin Biosynthesis. Journal of Biological Chemistry, 2014, 289, 9233-9246. 1.6 50

1684 eIF4F-like complexes formed by cap-binding homolog TbEIF4E5 with TbEIF4G1 or TbEIF4G2 are implicated
in post-transcriptional regulation in <i>Trypanosoma brucei</i>. Rna, 2014, 20, 1272-1286. 1.6 48

1685 An N-acetyllactosamine-specific lectin, PFA, isolated from a moth (Phalera flavescens), structurally
resembles an invertebrate-type lysozyme. Insect Biochemistry and Molecular Biology, 2014, 54, 106-111. 1.2 3

1686 Dancing retro: solution structure and micelle interactions of the retro-SH3-domain,
retro-SHH-â€˜Bergeracâ€™. Journal of Biomolecular Structure and Dynamics, 2014, 32, 257-272. 2.0 8



95

Citation Report

# Article IF Citations

1687 Analysis of JC virus DNA replication using a quantitative and high-throughput assay. Virology, 2014,
468-470, 113-125. 1.1 4

1688 Evidence That the C-Terminal Domain of a Type B PutA Protein Contributes to Aldehyde Dehydrogenase
Activity and Substrate Channeling. Biochemistry, 2014, 53, 5661-5673. 1.2 18

1689 A Pathway for Repair of NAD(P)H in Plants. Journal of Biological Chemistry, 2014, 289, 14692-14706. 1.6 23

1690 Influence of Impaired Lipoprotein Biogenesis on Surface and Exoproteome of <i>Streptococcus
pneumoniae</i>. Journal of Proteome Research, 2014, 13, 650-667. 1.8 45

1691 Cofilin recruits F-actin to SPCA1 and promotes Ca2+-mediated secretory cargo sorting. Journal of Cell
Biology, 2014, 206, 635-654. 2.3 37

1692 EttA regulates translation by binding the ribosomal E site and restricting ribosome-tRNA dynamics.
Nature Structural and Molecular Biology, 2014, 21, 152-159. 3.6 80

1693 The Structure of a Conserved Piezo Channel Domain Reveals a Topologically Distinct Î² Sandwich Fold.
Structure, 2014, 22, 1520-1527. 1.6 41

1694 Homeostasis of N-Î±-Terminal Acetylation of EsxA Correlates with Virulence in Mycobacterium marinum.
Infection and Immunity, 2014, 82, 4572-4586. 1.0 29

1695
Crystallization and preliminary analysis of the NqrA and NqrC subunits of the Na+-translocating
NADH:ubiquinone oxidoreductase fromVibrio cholerae. Acta Crystallographica Section F, Structural
Biology Communications, 2014, 70, 987-992.

0.4 13

1696

The soybean (<i>Glycine max</i>) nodulationâ€•suppressive <scp>CLE</scp> peptide, Gm<scp>RIC</scp>1,
functions interspecifically in common white bean (<i>Phaseolus vulgaris</i>), but not in a
supernodulating line mutated in the receptor Pv<scp>NARK</scp>. Plant Biotechnology Journal, 2014,
12, 1085-1097.

4.1 55

1697 Conformational Adaptation in the <i>E. coli</i> Sigma 32 Protein in Response to Heat Shock. Journal of
Physical Chemistry B, 2014, 118, 4793-4802. 1.2 9

1698 The HtrA-Like Protease CD3284 Modulates Virulence of Clostridium difficile. Infection and Immunity,
2014, 82, 4222-4232. 1.0 25

1699 Trypanosoma brucei Translation Initiation Factor Homolog EIF4E6 Forms a Tripartite Cytosolic
Complex with EIF4G5 and a Capping Enzyme Homolog. Eukaryotic Cell, 2014, 13, 896-908. 3.4 41

1700 Molecular Characterization of Quinate and Shikimate Metabolism in Populus trichocarpa. Journal of
Biological Chemistry, 2014, 289, 23846-23858. 1.6 55

1701 Crystallographic orientation and electrode nature are key factors for electric current generation by
Geobacter sulfurreducens. Bioelectrochemistry, 2014, 98, 11-19. 2.4 14

1702 Analysis of odorant-binding protein gene family members in the polyembryonic wasp, Copidosoma
floridanum: Evidence for caste bias and host interaction. Journal of Insect Physiology, 2014, 60, 127-135. 0.9 10

1703 Cyanohydrin Phosphonate Natural Product from <i>Streptomyces regensis</i>. Journal of Natural
Products, 2014, 77, 243-249. 1.5 24

1704
LECTINPred: web Server that Uses Complex Networks of Protein Structure for Prediction of Lectins
with Potential Use as Cancer Biomarkers or in Parasite Vaccine Design. Molecular Informatics, 2014,
33, 276-285.

1.4 10



96

Citation Report

# Article IF Citations

1705 Methylated glycans as conserved targets of animal and fungal innate defense. Proceedings of the
National Academy of Sciences of the United States of America, 2014, 111, E2787-96. 3.3 74

1706 Structural Characterization of Interactions between the Double-Stranded RNA-Binding Zinc Finger
Protein JAZ and Nucleic Acids. Biochemistry, 2014, 53, 1495-1510. 1.2 20

1707 Single Amino Acid Mutations in the Potato Immune Receptor R3a Expand Response to
<i>Phytophthora</i> Effectors. Molecular Plant-Microbe Interactions, 2014, 27, 624-637. 1.4 136

1708 Insights into mRNA export-linked molecular mechanisms of human disease through a Gle1
structureâ€“function analysis. Advances in Biological Regulation, 2014, 54, 74-91. 1.4 29

1709 SUMOylation and deimination of proteins: Two epigenetic modifications involved in Giardia
encystation. Biochimica Et Biophysica Acta - Molecular Cell Research, 2014, 1843, 1805-1817. 1.9 19

1710 Matrilysin/matrix metalloproteinase-7(MMP7) cleavage of perlecan/HSPG2 creates a molecular switch
to alter prostate cancer cell behavior. Matrix Biology, 2014, 36, 64-76. 1.5 63

1711 Critical residues of class II PHA synthase for expanding the substrate specificity and enhancing the
biosynthesis of polyhydroxyalkanoate. Enzyme and Microbial Technology, 2014, 56, 60-66. 1.6 16

1712 Molecular Basis for Specific Recognition of Bacterial Ligands by NAIP/NLRC4 Inflammasomes.
Molecular Cell, 2014, 54, 17-29. 4.5 176

1713 Characterization of Amaranthus cruentus L. seed proteins by 2-DE andÂ LC/MSâ€“MS: Identification and
cloning of a novel late embryogenesis-abundant protein. Journal of Cereal Science, 2014, 60, 172-178. 1.8 12

1714 Biocomputional construction of a gene network under acid stress in Synechocystis sp. PCC 6803.
Research in Microbiology, 2014, 165, 420-428. 1.0 6

1715
Nimesulide binding site in the B0AT1 (SLC6A19) amino acid transporter. Mechanism of inhibition
revealed by proteoliposome transport assay and molecular modelling. Biochemical Pharmacology,
2014, 89, 422-430.

2.0 27

1716 A homing endonuclease with a switch: Characterization of a twintron encoded homing endonuclease.
Fungal Genetics and Biology, 2014, 65, 57-68. 0.9 13

1717 Serine carboxypeptidases of Triatoma brasiliensis (Hemiptera, Reduviidae): Sequence characterization,
expression pattern and activity localization. Journal of Insect Physiology, 2014, 63, 9-20. 0.9 10

1718 Expression and purification of recombinant Saccharomyces cerevisiae mitochondrial carrier protein
YGR257Cp (Mtm1p). Protein Expression and Purification, 2014, 93, 77-86. 0.6 5

1719 Molecular determinants of the interaction between Doa1 and Hse1 involved in endosomal sorting.
Biochemical and Biophysical Research Communications, 2014, 446, 352-357. 1.0 3

1720 Identifying the CmbT substrates specificity by using a quantitative structureâ€“activity relationship
(QSAR) study. Journal of the Taiwan Institute of Chemical Engineers, 2014, 45, 764-771. 2.7 1

1721
Thin genu of the corpus callosum points to mutation in FOXG1 in a child with acquired microcephaly,
trigonocephaly, and intellectual developmental disorder: A case report and review of literature.
European Journal of Paediatric Neurology, 2014, 18, 420-426.

0.7 10

1722 Identification and characterization of granule bound starch synthase I (GBSSI) gene of tartary
buckwheat (Fagopyrum tataricum Gaertn.). Gene, 2014, 534, 229-235. 1.0 24



97

Citation Report

# Article IF Citations

1723 SpALF4: A newly identified anti-lipopolysaccharide factor from the mud crab Scylla paramamosain with
broad spectrum antimicrobial activity. Fish and Shellfish Immunology, 2014, 36, 172-180. 1.6 38

1724
Il-1Î² and Reactive Oxygen Species Differentially Regulate Neutrophil Directional Migration and Basal
Random Motility in a Zebrafish Injuryâ€“Induced Inflammation Model. Journal of Immunology, 2014, 192,
5998-6008.

0.4 74

1725 High-Performance Computational Solutions in Protein Bioinformatics. SpringerBriefs in Computer
Science, 2014, , . 0.2 17

1726 Enterotoxigenic Escherichia coli Secretes a Highly Conserved Mucin-Degrading Metalloprotease To
Effectively Engage Intestinal Epithelial Cells. Infection and Immunity, 2014, 82, 509-521. 1.0 109

1727 Generation of Complexity in Fungal Terpene Biosynthesis: Discovery of a Multifunctional Cytochrome
P450 in the Fumagillin Pathway. Journal of the American Chemical Society, 2014, 136, 4426-4436. 6.6 87

1728 Identification, characterization and analysis of expression of gene encoding carboxypeptidase A in
Anopheles culicifacies A (Diptera: culicidae). Acta Tropica, 2014, 139, 123-130. 0.9 10

1729
Specific Î±-Arrestins Negatively Regulate <i>Saccharomyces cerevisiae</i> Pheromone Response by
Down-Modulating the G-Protein-Coupled Receptor Ste2. Molecular and Cellular Biology, 2014, 34,
2660-2681.

1.1 87

1730 Predicted Structure and Domain Organization of Rotavirus Capping Enzyme and Innate Immune
Antagonist VP3. Journal of Virology, 2014, 88, 9072-9085. 1.5 35

1731 Antigen specific immune enhancement of innate and acquired immunity by pearl in ashed form.
International Immunopharmacology, 2014, 21, 82-93. 1.7 4

1732 Stromal cell derived factor-2 (Sdf2): A novel protein expressed in mouse. International Journal of
Biochemistry and Cell Biology, 2014, 53, 262-270. 1.2 16

1733 Mechanical coupling maintains the fidelity of NMDA receptorâ€“mediated currents. Nature
Neuroscience, 2014, 17, 914-922. 7.1 96

1734
Mutational analysis of the helicase domain of a replication initiator protein reveals critical roles of
Lys 272 of the Bâ€² motif and Lys 289 of the Î²-hairpin loop in geminivirus replication. Journal of General
Virology, 2014, 95, 1591-1602.

1.3 19

1735 Structural and functional analysis of a novel psychrophilic Î²-mannanase from Glaciozyma antarctica
PI12. Journal of Computer-Aided Molecular Design, 2014, 28, 685-698. 1.3 27

1736 Radical <i>S</i>-Adenosylmethionine Enzymes. Chemical Reviews, 2014, 114, 4229-4317. 23.0 651

1737
The bacterial septal ring protein <scp>RlpA</scp> is a lytic transglycosylase that contributes to rod
shape and daughter cell separation in <scp><i>P</i></scp><i>seudomonas aeruginosa</i>. Molecular
Microbiology, 2014, 93, 113-128.

1.2 95

1738
Homology modelling, docking, pharmacophore and site directed mutagenesis analysis to identify the
critical amino acid residue of PknI from Mycobacterium tuberculosis. Journal of Molecular Graphics
and Modelling, 2014, 52, 11-19.

1.3 11

1739 A new ophiovirus is associated with blueberry mosaic disease. Virus Research, 2014, 189, 92-96. 1.1 30

1740 A novel homozygous stop-codon mutation in human HFE responsible for nonsense-mediated mRNA
decay. Blood Cells, Molecules, and Diseases, 2014, 53, 138-143. 0.6 2



98

Citation Report

# Article IF Citations

1741 Copper radical oxidases and related extracellular oxidoreductases of wood-decay Agaricomycetes.
Fungal Genetics and Biology, 2014, 72, 124-130. 0.9 105

1742 Applications of structure-based design to antibacterial drug discovery. Bioorganic Chemistry, 2014, 55,
69-76. 2.0 18

1743
Agouti signalling protein is an inverse agonist to the wildtype and agonist to the melanic variant of
the melanocortinâ€•1 receptor in the grey squirrel (<i>Sciurus carolinensis</i>). FEBS Letters, 2014, 588,
2335-2343.

1.3 11

1744 Mutagenesis of hepatitis E virus helicase motifs: Effects on enzyme activity. Virus Research, 2014, 179,
26-33. 1.1 15

1745 Secreted major Venus flytrap chitinase enables digestion of Arthropod prey. Biochimica Et Biophysica
Acta - Proteins and Proteomics, 2014, 1844, 374-383. 1.1 33

1746
Five small heat shock protein genes from Chilo suppressalis: characteristics of gene, genomic
organization, structural analysis, and transcription profiles. Cell Stress and Chaperones, 2014, 19,
91-104.

1.2 61

1747 Bacterial Type III Secretion System Effector Proteins are Distinct between Plant Symbiotic, Plant
Pathogenic and Animal Pathogenic Bacteria. IPSJ Transactions on Bioinformatics, 2014, 7, 2-15. 0.2 1

1748 First Report of a Peroxiredoxin Homologue in Jellyfish: Molecular Cloning, Expression and Functional
Characterization of CcPrx4 from Cyanea capillata. Marine Drugs, 2014, 12, 214-231. 2.2 17

1749 Structure prediction of magnetosome-associated proteins. Frontiers in Microbiology, 2014, 5, 9. 1.5 83

1750 Antibacterial gene transfer across the tree of life. ELife, 2014, 3, . 2.8 66

1751 Structure and function analysis of protein HD73_0859 produced by Bacillus thuringiensis. Bio-Medical
Materials and Engineering, 2014, 24, 3891-3896. 0.4 1

1752 Optimization of the analogue-sensitive Cdc2/Cdk1 mutant by in vivo selection eliminates physiological
limitations to its use in cell cycle analysis. Open Biology, 2014, 4, 140063. 1.5 44

1753 Are ticks venomous animals?. Frontiers in Zoology, 2014, 11, 47. 0.9 68

1754 Chordopoxvirus protein F12 implicated in enveloped virion morphogenesis is an inactivated DNA
polymerase. Biology Direct, 2014, 9, 22. 1.9 7

1755 A&lt;b&gt;&lt;i&gt; Staphylococcus aureus&lt;/i&gt;&lt;/b&gt; TIR Domain Protein Virulence Factor
Blocks TLR2-Mediated NF-&amp;#954;B Signaling. Journal of Innate Immunity, 2014, 6, 485-498. 1.8 64

1756 TINAGL1 and B3GALNT1 are potential therapy target genes to suppress metastasis in non-small cell lung
cancer. BMC Genomics, 2014, 15, S2. 1.2 66

1757 Genes associated with genotype-specific DNA methylation in squamous cell carcinoma as candidate
drug targets. BMC Systems Biology, 2014, 8, S4. 3.0 36

1758 A protein with an inactive pterinâ€•4aâ€•carbinolamine dehydratase domain is required for Rubisco
biogenesis in plants. Plant Journal, 2014, 80, 862-869. 2.8 58



99

Citation Report

# Article IF Citations

1759 FhCaBP2: a <i>Fasciola hepatica</i> calcium-binding protein with EF-hand and dynein light chain
domains. Parasitology, 2015, 142, 1375-1386. 0.7 10

1760 A novel coagulation inhibitor from<i>Schistosoma japonicum</i>. Parasitology, 2015, 142, 1663-1672. 0.7 19

1761 Use of Functional Polymorphisms To Elucidate the Peptide Binding Site of TAP Complexes. Journal of
Immunology, 2015, 195, 3436-3448. 0.4 13

1762 Lethal Neonatal Progression of Fetal Cardiomegaly Associated to ACAD9 Deficiency. JIMD Reports, 2015,
, 1-10. 0.7 11

1763 House dust mites possess a polymorphic, single domain putative peptidoglycand,lendopeptidase
belonging to the NlpC/P60 Superfamily. FEBS Open Bio, 2015, 5, 813-823. 1.0 7

1764 Type Three Secretion System Island-Encoded Proteins Required for Colonization by Non-O1/Non-O139
Serogroup Vibrio cholerae. Infection and Immunity, 2015, 83, 2862-2869. 1.0 42

1765 Genomic and expression analysis of transition proteins inDrosophila. Spermatogenesis, 2015, 5,
e1178518. 0.8 5

1766 Ligninâ€•modifying processes in the rhizosphere of arid land grasses. Environmental Microbiology, 2015,
17, 4965-4978. 1.8 10

1767
Identification, molecular characterization and expression analysis of<i>RPL24</i>genes in three
Cucurbitaceae family members: cucumber, melon and watermelon. Biotechnology and
Biotechnological Equipment, 2015, 29, 1024-1034.

0.5 12

1768 The value of protein structure classification informationâ€”Surveying the scientific literature.
Proteins: Structure, Function and Bioinformatics, 2015, 83, 2025-2038. 1.5 37

1769 Characterization of uronate dehydrogenases catalysing the initial step in an oxidative pathway.
Microbial Biotechnology, 2015, 8, 633-643. 2.0 18

1770 Genetic Abnormalities in a Calf with Congenital Increased Muscular Tonus. Journal of Veterinary
Internal Medicine, 2015, 29, 1418-1421. 0.6 9

1771 Mechanism of inhibition of mouse <scp>S</scp>lo3 (<scp>K</scp><sub>Ca</sub>5.1) potassium
channels by quinine, quinidine and barium. British Journal of Pharmacology, 2015, 172, 4355-4363. 2.7 20

1772 - Pharmacophore Modeling and Pharmacophore-Based Virtual Screening. , 2015, , 140-171. 1

1773
Comparative genomic and transcriptional analyses of the carbohydrate-active enzymes and secretomes
of phytopathogenic fungi reveal their significant roles during infection and development. Scientific
Reports, 2015, 5, 15565.

1.6 117

1774 All-Atom Direct Folding Simulation for Proteins Using the Accelerated Molecular Dynamics in Implicit
Solvent Model. Chinese Physics Letters, 2015, 32, 118701. 1.3 7

1775 Structure and function of a Clostridium difficile sortase enzyme. Scientific Reports, 2015, 5, 9449. 1.6 22

1776 Genome analysis of Excretory/Secretory proteins in Taenia solium reveals their Abundance of
Antigenic Regions (AAR). Scientific Reports, 2015, 5, 9683. 1.6 54



100

Citation Report

# Article IF Citations

1777 Late-onset spastic ataxia phenotype in a patient with a homozygous DDHD2 mutation. Scientific
Reports, 2015, 4, 7132. 1.6 29

1778 Triggered Ca <sup>2+</sup> influx is required for extended synaptotagmin 1â€•induced <scp>ER</scp>
â€•plasma membrane tethering. EMBO Journal, 2015, 34, 2291-2305. 3.5 144

1779 Extensible byssus of Pinctada fucata: Ca2+-stabilized nanocavities and a thrombospondin-1 protein.
Scientific Reports, 2015, 5, 15018. 1.6 30

1780 Association of nad7a Gene with Cytoplasmic Male Sterility in Pigeonpea. Plant Genome, 2015, 8,
eplantgenome2014.11.0084. 1.6 28

1781 Identification of novel alleles of the rice blast resistance gene Pi54. Scientific Reports, 2015, 5, 15678. 1.6 40

1782 Comprehensive analysis of the flowering genes in Chinese cabbage and examination of evolutionary
pattern of CO-like genes in plant kingdom. Scientific Reports, 2015, 5, 14631. 1.6 41

1783 Structure and mechanism of an antibiotics-synthesizing 3-hydroxykynurenine C-methyltransferase.
Scientific Reports, 2015, 5, 10100. 1.6 15

1784 Structural models of intrinsically disordered and calcium-bound folded states of a protein adapted
for secretion. Scientific Reports, 2015, 5, 14223. 1.6 46

1785 Structural insight into the <scp>TRIAP</scp> 1/ <scp>PRELI</scp> â€•like domain family of mitochondrial
phospholipid transfer complexes. EMBO Reports, 2015, 16, 824-835. 2.0 68

1786 Characterisation of the Cullinâ€•3 mutation that causes a severe form of familial hypertension and
hyperkalaemia. EMBO Molecular Medicine, 2015, 7, 1285-1306. 3.3 79

1787 Mutations in RASA1 and GDF2 identified in patients with clinical features of hereditary hemorrhagic
telangiectasia. Human Genome Variation, 2015, 2, 15040. 0.4 53

1788 A calmodulin like EF hand protein positively regulates oxalate decarboxylase expression by interacting
with E-box elements of the promoter. Scientific Reports, 2015, 5, 14578. 1.6 18

1789 Membrane Charge Directs the Outcome of F-BAR Domain Lipid Binding and Autoregulation. Cell
Reports, 2015, 13, 2597-2609. 2.9 35

1790 Molecular characterization and expression analysis of interferon Î³ (IFN-Î³) gene in Labeo rohita (Ham.).
Aquaculture Reports, 2015, 2, 97-105. 0.7 12

1791 Reprint of â€œProspects for the gliding mechanism of Mycoplasma mobileâ€•. Current Opinion in
Microbiology, 2015, 28, 122-128. 2.3 0

1792 The Role of CatSper1 and CatSper2 Ion Channels in Male Fertility and Infertility. , 2015, 10, 730-736. 1

1793 Comparative analysis of multiple inducible phages from Mannheimia haemolytica. BMC Microbiology,
2015, 15, 175. 1.3 18

1794 Drosophila innate immunity: regional and functional specialization of prophenoloxidases. BMC
Biology, 2015, 13, 81. 1.7 146



101

Citation Report

# Article IF Citations

1795 Fast evolutionary rates associated with functional loss in class I glucose transporters of
Schistosoma mansoni. BMC Genomics, 2015, 16, 980. 1.2 6

1796
Bioinformatic analyses and conceptual synthesis of evidence linking <i>ZNF804A</i> to risk for
schizophrenia and bipolar disorder. American Journal of Medical Genetics Part B: Neuropsychiatric
Genetics, 2015, 168, 14-35.

1.1 19

1797 Association between herpes zoster and alopecia areata: A populationâ€•based study. Journal of
Dermatology, 2015, 42, 824-825. 0.6 7

1798 Coldâ€•active bacteriophages from the <scp>B</scp>altic <scp>S</scp>ea ice have diverse genomes and
virusâ€“host interactions. Environmental Microbiology, 2015, 17, 3628-3641. 1.8 27

1799 Ligandâ€•induced conformation changes drive <scp>ATP</scp> hydrolysis and function in
<scp>SMARCAL</scp>1. FEBS Journal, 2015, 282, 3841-3859. 2.2 7

1800
<i>Streptococcus gordonii</i><scp>DL</scp>1 adhesin SspB Vâ€•region mediates coaggregation via
receptor polysaccharide of <i>Actinomyces oris</i> T14V. Molecular Oral Microbiology, 2015, 30,
411-424.

1.3 27

1801 Genetic analysis, structural modeling, and direct coupling analysis suggest a mechanism for
phosphate signaling in Escherichia coli. BMC Genetics, 2015, 16, S2. 2.7 22

1802 Improved cell surface display of Salmonella enterica serovar Enteritidis antigens in Escherichia coli.
Microbial Cell Factories, 2015, 14, 47. 1.9 8

1803 Identification of four novel group-specific bluetongue virus NS3 protein B-cell epitopes. Virology
Journal, 2015, 12, 86. 1.4 1

1804 The RAB39B p.G192R mutation causes X-linked dominant Parkinsonâ€™s disease. Molecular
Neurodegeneration, 2015, 10, 50. 4.4 91

1805 Gene expression changes in the salivary glands of Anopheles coluzzii elicited by Plasmodium berghei
infection. Parasites and Vectors, 2015, 8, 485. 1.0 17

1806
Modeling and Virtual Screening of Antisense Peptides Targeting the Divergent Region of
Tumorâ€•Associated <scp>MT1â€•MMP</scp> Protein. Bulletin of the Korean Chemical Society, 2015, 36,
2198-2207.

1.0 0

1807 Novel mutation in <i><scp>LIPH</scp></i> in a Lebanese patient with autosomal recessive woolly
hair/hypotrichosis. Journal of Dermatology, 2015, 42, 822-824. 0.6 3

1808 Long-Lasting Gene Conversion Shapes the Convergent Evolution of the Critical Methanogenesis
Genes. G3: Genes, Genomes, Genetics, 2015, 5, 2475-2486. 0.8 9

1809 Molecular Evolutionary Analysis of Î²-Defensin Peptides in Vertebrates. Evolutionary Bioinformatics,
2015, 11, EBO.S25580. 0.6 36

1810 Dual modes of membrane binding direct pore formation by <scp>S</scp>treptolysin <scp>O</scp>.
Molecular Microbiology, 2015, 97, 1036-1050. 1.2 29

1811 Activity of Î±â€•Aminoadipate Reductase Depends on the Nâ€•Terminally Extending Domain. ChemBioChem, 2015,
16, 1426-1430. 1.3 14

1812 Construction of a robust and sensitive arginine biosensor through ancestral protein
reconstruction. Protein Science, 2015, 24, 1412-1422. 3.1 60



102

Citation Report

# Article IF Citations

1813 Actin Cytoskeletal Organization in Drosophila Germline Ring Canals Depends on Kelch Function in a
Cullin-RING E3 Ligase. Genetics, 2015, 201, 1117-1131. 1.2 24

1814 The <scp>P</scp>sp system of <scp><i>M</i></scp><i>ycobacterium tuberculosis</i> integrates
envelope stressâ€•sensing and envelopeâ€•preserving functions. Molecular Microbiology, 2015, 97, 408-422. 1.2 42

1815
The Plasmodium Class XIV Myosin, MyoB, Has a Distinct Subcellular Location in Invasive and Motile
Stages of the Malaria Parasite and an Unusual Light Chain. Journal of Biological Chemistry, 2015, 290,
12147-12164.

1.6 31

1816
Cytochrome <i>c</i> biogenesis in <scp><i>C</i></scp><i>ampylobacter jejuni</i> requires cytochrome
<i>c<sub>6</sub></i> (<scp>CccA</scp>; <scp>C</scp>j1153) to maintain apocytochrome cysteine thiols
in a reduced state for haem attachment. Molecular Microbiology, 2015, 96, 1298-1317.

1.2 15

1817
A new quorumâ€•sensing system (<scp>TprA</scp>/<scp>PhrA</scp>) for
<scp><i>S</i></scp><i>treptococcus pneumoniae</i>â€…<scp>D</scp>39 that regulates a lantibiotic
biosynthesis gene cluster. Molecular Microbiology, 2015, 97, 229-243.

1.2 78

1818 Gâ€•protein coupled receptorâ€•mediated nutrient sensing and developmental control in
<scp><i>A</i></scp><i>spergillus nidulans</i>. Molecular Microbiology, 2015, 98, 420-439. 1.2 31

1819 Essentiality of threonylcarbamoyladenosine (t<sup>6</sup><scp>A</scp>), a universal
t<scp>RNA</scp> modification, in bacteria. Molecular Microbiology, 2015, 98, 1199-1221. 1.2 72

1820 Targeted quantitative phosphoproteomic analysis of erythrocyte membranes during blood bank
storage. Journal of Mass Spectrometry, 2015, 50, 326-335. 0.7 16

1821
Conformational Analysis of Rat Seminal Vesicle Secretory Protein 4, an Intrinsically Disordered
Protein Having Interesting Pharmacological Properties. International Journal of Chemistry, 2015, 7,
133.

0.3 0

1822 Novel FRMD7 Mutations and Genomic Rearrangement Expand the Molecular Pathogenesis of X-Linked
Idiopathic Infantile Nystagmus. Investigative Ophthalmology and Visual Science, 2015, 56, 1701-1710. 3.3 25

1823
Barley molybdenum cofactor sulfurase (MCSU): sequencing, modeling, and its comparison to other
higher plants. Turk Tarim Ve Ormancilik Dergisi/Turkish Journal of Agriculture and Forestry, 2015, 39,
786-796.

0.8 3

1824 Systematic 3D Screening of Amino Acid Mutations in Pharmacogenes. Current Pharmacogenomics and
Personalized Medicine, 2015, 12, 209-226. 0.2 0

1825 Structural Conservation and Functional Diversity of the Poxvirus Immune Evasion (PIE) Domain
Superfamily. Viruses, 2015, 7, 4873-4893. 1.5 37

1826 Identification of a lipid scrambling domain in ANO6/TMEM16F. ELife, 2015, 4, e06901. 2.8 148

1827 Bioinformatics and Moonlighting Proteins. Frontiers in Bioengineering and Biotechnology, 2015, 3, 90. 2.0 25

1828 The 3' to 5' Exoribonuclease DIS3: From Structure and Mechanisms to Biological Functions and Role in
Human Disease. Biomolecules, 2015, 5, 1515-1539. 1.8 42

1829 Studies on synthetic LuxR solo hybrids. Frontiers in Cellular and Infection Microbiology, 2015, 5, 52. 1.8 7

1830 Cytochromes c in Archaea: distribution, maturation, cell architecture, and the special case of
Ignicoccus hospitalis. Frontiers in Microbiology, 2015, 6, 439. 1.5 70



103

Citation Report

# Article IF Citations

1831 Transcription factor-based biosensors enlightened by the analyte. Frontiers in Microbiology, 2015, 6,
648. 1.5 121

1832 Commentary: The absence of protein Y4yS affects negatively the abundance of T3SS Mesorhizobium loti
secretin, RhcC2, in bacterial membranes. Frontiers in Microbiology, 2015, 6, 710. 1.5 2

1833 Antibacterial phage ORFans of Pseudomonas aeruginosa phage LUZ24 reveal a novel MvaT inhibiting
protein. Frontiers in Microbiology, 2015, 6, 1242. 1.5 31

1834 Identification of a Ligand Binding Pocket in LdtR from Liberibacter asiaticus. Frontiers in
Microbiology, 2015, 6, 1314. 1.5 19

1835 Phylogenetic analysis of vitamin B12-related metabolism in Mycobacterium tuberculosis. Frontiers in
Molecular Biosciences, 2015, 2, 6. 1.6 27

1836
Interrogation of the Substrate Profile and Catalytic Properties of the Phosphotriesterase from
<i>Sphingobium</i> sp. Strain TCM1: An Enzyme Capable of Hydrolyzing Organophosphate Flame
Retardants and Plasticizers. Biochemistry, 2015, 54, 7539-7549.

1.2 32

1837 Cloning and Characterization of a Weissella confusa Dextransucrase and Its Application in High Fibre
Baking. PLoS ONE, 2015, 10, e0116418. 1.1 35

1838 Photoactive Protochlorophyllide-Enzyme Complexes Reconstituted with PORA, PORB and PORC
Proteins of A. thaliana: Fluorescence and Catalytic Properties. PLoS ONE, 2015, 10, e0116990. 1.1 37

1839 Expression and Mutational Analysis of DinB-Like Protein DR0053 in Deinococcus radiodurans. PLoS
ONE, 2015, 10, e0118275. 1.1 14

1840 Carboxyl-Terminal Truncations Alter the Activity of the Human Î±-Galactosidase A. PLoS ONE, 2015, 10,
e0118341. 1.1 4

1841 Computational Prediction and Analysis of Envelop Glycoprotein Epitopes of DENV-2 and DENV-3
Pakistani Isolates: A First Step towards Dengue Vaccine Development. PLoS ONE, 2015, 10, e0119854. 1.1 12

1842 The Bactofilin Cytoskeleton Protein BacM of Myxococcus xanthus Forms an Extended Î²-Sheet
Structure Likely Mediated by Hydrophobic Interactions. PLoS ONE, 2015, 10, e0121074. 1.1 18

1843 Identification of Outer Membrane and Exoproteins of Carbapenem-Resistant Multilocus Sequence Type
258 Klebsiella pneumoniae. PLoS ONE, 2015, 10, e0123219. 1.1 19

1844 Investigation of Genes Encoding Calcineurin B-Like Protein Family in Legumes and Their Expression
Analyses in Chickpea (Cicer arietinum L.). PLoS ONE, 2015, 10, e0123640. 1.1 12

1845 Positively-Charged Semi-Tunnel Is a Structural and Surface Characteristic of Polyphosphate-Binding
Proteins: An In-Silico Study. PLoS ONE, 2015, 10, e0123713. 1.1 9

1846 Comprehensive Analysis of a Vibrio parahaemolyticus Strain Extracellular Serine Protease VpSP37.
PLoS ONE, 2015, 10, e0126349. 1.1 17

1847 Biochemical, Kinetic, and Spectroscopic Characterization of Ruegeria pomeroyi DddWâ€”A
Mononuclear Iron-Dependent DMSP Lyase. PLoS ONE, 2015, 10, e0127288. 1.1 40

1848 Evolutionary, Comparative and Functional Analyses of the Brassinosteroid Receptor Gene, BRI1, in
Wheat and Its Relation to Other Plant Genomes. PLoS ONE, 2015, 10, e0127544. 1.1 12



104

Citation Report

# Article IF Citations

1849
Computational Analysis and Low-Scale Constitutive Expression of Laccases Synthetic Genes GlLCC1
from Ganoderma lucidum and POXA 1B from Pleurotus ostreatus in Pichia pastoris. PLoS ONE, 2015, 10,
e0116524.

1.1 36

1850 Structural Insights into Separase Architecture and Substrate Recognition through Computational
Modelling of Caspase-Like and Death Domains. PLoS Computational Biology, 2015, 11, e1004548. 1.5 20

1851 Replication and Active Partition of Integrative and Conjugative Elements (ICEs) of the SXT/R391 Family:
The Line between ICEs and Conjugative Plasmids Is Getting Thinner. PLoS Genetics, 2015, 11, e1005298. 1.5 90

1852 Protein Composition of Infectious Spores Reveals Novel Sexual Development and Germination Factors
in Cryptococcus. PLoS Genetics, 2015, 11, e1005490. 1.5 25

1853 Structural and Biochemical Characterization of the Francisella tularensis Pathogenicity Regulator,
Macrophage Locus Protein A (MglA). PLoS ONE, 2015, 10, e0128225. 1.1 9

1854 Structural Studies of the HIV-1 Integrase Protein: Compound Screening and Characterization of a
DNA-Binding Inhibitor. PLoS ONE, 2015, 10, e0128310. 1.1 14

1855 Genome-Wide Collation of the Plasmodium falciparum WDR Protein Superfamily Reveals Malarial
Parasite-Specific Features. PLoS ONE, 2015, 10, e0128507. 1.1 9

1856 The Scorpion Toxin Tf2 from Tityus fasciolatus Promotes Nav1.3 Opening. PLoS ONE, 2015, 10, e0128578. 1.1 15

1857 Ligand Recognition of the Major Birch Pollen Allergen Bet v 1 is Isoform Dependent. PLoS ONE, 2015, 10,
e0128677. 1.1 30

1858 Computational Prediction of acyl-coA Binding Proteins Structure in Brassica napus. PLoS ONE, 2015,
10, e0129650. 1.1 25

1859 Identification of an Immunogenic Mimic of a Conserved Epitope on the Plasmodium falciparum Blood
Stage Antigen AMA1 Using Virus-Like Particle (VLP) Peptide Display. PLoS ONE, 2015, 10, e0132560. 1.1 15

1860 Genome Wide Re-Annotation of Caldicellulosiruptor saccharolyticus with New Insights into Genes
Involved in Biomass Degradation and Hydrogen Production. PLoS ONE, 2015, 10, e0133183. 1.1 9

1861
Designing Second Generation Anti-Alzheimer Compounds as Inhibitors of Human Acetylcholinesterase:
Computational Screening of Synthetic Molecules and Dietary Phytochemicals. PLoS ONE, 2015, 10,
e0136509.

1.1 24

1862 A Novel AXIN2 Missense Mutation Is Associated with Non-Syndromic Oligodontia. PLoS ONE, 2015, 10,
e0138221. 1.1 21

1863 Evidence-Based Structural Model of the Staphylococcal Repressor Protein: Separation of Functions
into Different Domains. PLoS ONE, 2015, 10, e0139086. 1.1 16

1864 TECPR2 Associated Neuroaxonal Dystrophy in Spanish Water Dogs. PLoS ONE, 2015, 10, e0141824. 1.1 25

1865 Quantifying Integrated Proteomic Responses to Iron Stress in the Globally Important Marine
Diazotroph Trichodesmium. PLoS ONE, 2015, 10, e0142626. 1.1 32

1866 The Zinc Concentration in the Diet and the Length of the Feeding Period Affect the Methylation Status
of the ZIP4 Zinc Transporter Gene in Piglets. PLoS ONE, 2015, 10, e0143098. 1.1 12



105

Citation Report

# Article IF Citations

1867 Cytonuclear Coordination Is Not Immediate upon Allopolyploid Formation in Tragopogon miscellus
(Asteraceae) Allopolyploids. PLoS ONE, 2015, 10, e0144339. 1.1 31

1868 VapD in Xylella fastidiosa Is a Thermostable Protein with Ribonuclease Activity. PLoS ONE, 2015, 10,
e0145765. 1.1 8

1869 Reovirus FAST Proteins Drive Pore Formation and Syncytiogenesis Using a Novel Helix-Loop-Helix
Fusion-Inducing Lipid Packing Sensor. PLoS Pathogens, 2015, 11, e1004962. 2.1 18

1870 Which Way In? The RalF Arf-GEF Orchestrates Rickettsia Host Cell Invasion. PLoS Pathogens, 2015, 11,
e1005115. 2.1 46

1871
The Rsb Phosphoregulatory Network Controls Availability of the Primary Sigma Factor in Chlamydia
trachomatis and Influences the Kinetics of Growth and Development. PLoS Pathogens, 2015, 11,
e1005125.

2.1 37

1872 An O-Methyltransferase Is Required for Infection of Tick Cells by Anaplasma phagocytophilum. PLoS
Pathogens, 2015, 11, e1005248. 2.1 43

1873 Arenavirus Glycan Shield Promotes Neutralizing Antibody Evasion and Protracted Infection. PLoS
Pathogens, 2015, 11, e1005276. 2.1 138

1874 Amastin Knockdown in Leishmania braziliensis Affects Parasite-Macrophage Interaction and Results in
Impaired Viability of Intracellular Amastigotes. PLoS Pathogens, 2015, 11, e1005296. 2.1 68

1875 Cysteine-Rich Atrial Secretory Protein from the Snail Achatina achatina: Purification and Structural
Characterization. PLoS ONE, 2015, 10, e0138787. 1.1 5

1876
A cupin domain-containing protein with a quercetinase activity (VdQase) regulates Verticillium
dahliae's pathogenicity and contributes to counteracting host defenses. Frontiers in Plant Science,
2015, 6, 440.

1.7 23

1877 Tetanus toxin fragment C fused to flagellin makes a potent mucosal vaccine. Clinical and Experimental
Vaccine Research, 2015, 4, 59. 1.1 20

1878 Analysis of Cell Wall-Related Genes in Organs of Medicago sativa L. under Different Abiotic Stresses.
International Journal of Molecular Sciences, 2015, 16, 16104-16124. 1.8 44

1879 Hydrodynamic Modeling and Its Application in AUC. Methods in Enzymology, 2015, 562, 81-108. 0.4 9

1880 <i>Pseudomonas aeruginosa</i>Exopolyphosphatase Is Also a Polyphosphate: ADP Phosphotransferase.
Enzyme Research, 2015, 2015, 1-13. 1.8 9

1881 TRIP13 is a protein-remodeling AAA+ ATPase that catalyzes MAD2 conformation switching. ELife, 2015, 4,
. 2.8 137

1882 Functional and Structural Consequences of Damaging Single Nucleotide Polymorphisms in Human
Prostate Cancer Predisposition Gene RNASEL. BioMed Research International, 2015, 2015, 1-15. 0.9 14

1883 A Highly Conserved GEQYQQLR Epitope Has Been Identified in the Nucleoprotein of Ebola Virus by Using
an In Silico Approach. Advances in Bioinformatics, 2015, 2015, 1-8. 5.7 14

1884 Resolving dual binding conformations of cellulosome cohesin-dockerin complexes using
single-molecule force spectroscopy. ELife, 2015, 4, . 2.8 39



106

Citation Report

# Article IF Citations

1885 Natural paniceins from mediterranean sponge inhibit the multidrug resistance activity of Patched and
increase chemotherapy efficiency on melanoma cells. Oncotarget, 2015, 6, 22282-22297. 0.8 24

1886 Abundant toxin-related genes in the genomes of beneficial symbionts from deep-sea hydrothermal vent
mussels. ELife, 2015, 4, e07966. 2.8 50

1887 Characterization and functional analysis of a chitin synthase gene (HcCS1) identified from the
freshwater pearlmussel Hyriopsis cumingii. Genetics and Molecular Research, 2015, 14, 19264-19274. 0.3 6

1888 Structure Analysis of Interacting Domains of RNA Dependent RNA Polymerase (Rdrp) Complex in Nipah
Virus. Biochemistry & Physiology, 2015, 04, . 0.2 2

1889
Three-dimensional (3D) structure prediction and function analysis of the chitin-binding domain 3
protein HD73_3189 from Bacillus thuringiensis HD73. Bio-Medical Materials and Engineering, 2015, 26,
S2019-S2024.

0.4 5

1890
Corynebacterium diphtheriae putative tellurite-resistance protein (CDCE8392_0813) contributes to the
intracellular survival in human epithelial cells and lethality of Caenorhabditis elegans. Memorias Do
Instituto Oswaldo Cruz, 2015, 110, 662-668.

0.8 16

1891 RNA helicase A activity is inhibited by oncogenic transcription factor EWS-FLI1. Nucleic Acids Research,
2015, 43, 1069-1080. 6.5 30

1892 Functional and Molecular Effects of Mercury Compounds on the Human OCTN1 Cation Transporter:
C50 and C136 Are the Targets for Potent Inhibition. Toxicological Sciences, 2015, 144, 105-113. 1.4 21

1893
Molecular characterization and evolutionary insights into potential sex-determination genes in the
western orchard predatory miteMetaseiulus occidentalis(Chelicerata: Arachnida: Acari: Phytoseiidae).
Journal of Biomolecular Structure and Dynamics, 2015, 33, 1239-1253.

2.0 20

1894 UDP-galactose 4â€²-epimerase from the liver fluke, <i>Fasciola hepatica</i>: biochemical characterization
of the enzyme and identification of inhibitors. Parasitology, 2015, 142, 463-472. 0.7 6

1895 Subunit Interactions within the Carbonâ€“Phosphorus Lyase Complex from <i>Escherichia coli</i>.
Biochemistry, 2015, 54, 3400-3411. 1.2 8

1896 Retbindin Is an Extracellular Riboflavin-binding Protein Found at the Photoreceptor/Retinal Pigment
Epithelium Interface. Journal of Biological Chemistry, 2015, 290, 5041-5052. 1.6 23

1897 Antibodies to Interleukin-2 Elicit Selective T Cell Subset Potentiation through Distinct
Conformational Mechanisms. Immunity, 2015, 42, 815-825. 6.6 191

1898
Broadly Conserved Fungal Effector BEC1019 Suppresses Host Cell Death and Enhances Pathogen
Virulence in Powdery Mildew of Barley (<i>Hordeum vulgare</i> L.) (Retracted). Molecular
Plant-Microbe Interactions, 2015, 28, 968-983.

1.4 33

1899 The Triple-Repeat Protein Anakonda Controls Epithelial Tricellular Junction Formation in Drosophila.
Developmental Cell, 2015, 33, 535-548. 3.1 72

1900 Genome-Wide Analysis in Three Fusarium Pathogens Identifies Rapidly Evolving Chromosomes and
Genes Associated with Pathogenicity. Genome Biology and Evolution, 2015, 7, 1613-1627. 1.1 77

1901 Structural and dynamical aspects of Streptococcus gordonii FabH through molecular docking and
MD simulations. Journal of Molecular Graphics and Modelling, 2015, 60, 180-196. 1.3 10

1902 Recent Positive Selection Drives the Expansion of a Schizophrenia Risk Nonsynonymous Variant
at<i>SLC39A8</i>in Europeans. Schizophrenia Bulletin, 2016, 42, sbv070. 2.3 35



107

Citation Report

# Article IF Citations

1903 Genome3D: exploiting structure to help users understand their sequences. Nucleic Acids Research,
2015, 43, D382-D386. 6.5 42

1904 Ltc1 is an ER-localized sterol transporter and a component of ERâ€“mitochondria and ERâ€“vacuole
contacts. Journal of Cell Biology, 2015, 209, 539-548. 2.3 230

1905 2-Pyridylquinolone antimalarials with improved antimalarial activity and physicochemical properties.
MedChemComm, 2015, 6, 1252-1259. 3.5 14

1906
Chloroplast SRP54 Was Recruited for Posttranslational Protein Transport via Complex Formation
with Chloroplast SRP43 during Land Plant Evolution. Journal of Biological Chemistry, 2015, 290,
13104-13114.

1.6 27

1907 Biochemical and Functional Characterization of the NurA-HerA Complex from Deinococcus
radiodurans. Journal of Bacteriology, 2015, 197, 2048-2061. 1.0 24

1908 Heparin is an activating ligand of the orphan receptor tyrosine kinase ALK. Science Signaling, 2015, 8,
ra6. 1.6 72

1909 Conserved SMP domains of the ERMES complex bind phospholipids and mediate tether assembly.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, E3179-88. 3.3 174

1910 Unexpected Ancient Paralogs and an Evolutionary Model for the COPII Coat Complex. Genome Biology
and Evolution, 2015, 7, 1098-1109. 1.1 38

1911 The Role of Conserved N-Linked Glycans on Ebola Virus Glycoprotein 2. Journal of Infectious Diseases,
2015, 212, S204-S209. 1.9 19

1912 Homology modeling, vasorelaxant and bradykinin-potentiating activities of a novel hypotensin found
in the scorpion venom from Tityus stigmurus. Toxicon, 2015, 101, 11-18. 0.8 20

1913
Evidence for Two Distinct Binding Sites for Lipoprotein Lipase on
Glycosylphosphatidylinositol-anchored High Density Lipoprotein-binding Protein 1 (GPIHBP1). Journal
of Biological Chemistry, 2015, 290, 13919-13934.

1.6 16

1914 Enzymatic modifications of exopolysaccharides enhance bacterial persistence. Frontiers in
Microbiology, 2015, 6, 471. 1.5 100

1915 Histone Recognition. , 2015, , . 2

1916 Structure of a bacterial toxin-activating acyltransferase. Proceedings of the National Academy of
Sciences of the United States of America, 2015, 112, E3058-66. 3.3 33

1917
Characterization of a Novel Megabirnavirus from Sclerotinia sclerotiorum Reveals Horizontal Gene
Transfer from Single-Stranded RNA Virus to Double-Stranded RNA Virus. Journal of Virology, 2015, 89,
8567-8579.

1.5 40

1918 Solution structure of the NDH-1 complex subunit CupS from Thermosynechococcus elongatus.
Biochimica Et Biophysica Acta - Bioenergetics, 2015, 1847, 1212-1219. 0.5 7

1919 Cloning and characterization of the <i>Escherichia coli</i> Heptosyltransferase III: Exploring
substrate specificity in lipopolysaccharide core biosynthesis. FEBS Letters, 2015, 589, 1423-1429. 1.3 10

1920 Macrodiolide Formation by the Thioesterase of a Modular Polyketide Synthase. Angewandte Chemie,
2015, 127, 5321-5324. 1.6 7



108

Citation Report

# Article IF Citations

1921 An investigation into the origin of the biased agonism associated with the urotensin II receptor
activation. Journal of Peptide Science, 2015, 21, 392-399. 0.8 19

1922 Bioinformatics and Biomedical Engineering. Lecture Notes in Computer Science, 2015, , . 1.0 3

1923 Characterization of a novel N-acetylneuraminic acid lyase favoring industrial N-acetylneuraminic acid
synthesis process. Scientific Reports, 2015, 5, 9341. 1.6 16

1924 IL-17 signaling components in bivalves: Comparative sequence analysis and involvement in the immune
responses. Developmental and Comparative Immunology, 2015, 52, 255-268. 1.0 41

1925 A Proposal for the Evolution of Cathepsin and Silicatein in Sponges. Journal of Molecular Evolution,
2015, 80, 278-291. 0.8 19

1926
Participatory role of zinc in structural and functional characterization of bioremediase: a unique
thermostable microbial silica leaching protein. Journal of Biological Inorganic Chemistry, 2015, 20,
791-803.

1.1 9

1927 Identity of cofactor bound to mycothiol conjugate amidase (Mca) influenced by expression and
purification conditions. BioMetals, 2015, 28, 755-763. 1.8 1

1928 Classification and expression analyses of homeobox genes from Dictyostelium discoideum. Journal of
Biosciences, 2015, 40, 241-255. 0.5 6

1929
The zinc coordination pattern in the Î·-carbonic anhydrase from Plasmodium falciparum is different
from all other carbonic anhydrase genetic families. Bioorganic and Medicinal Chemistry Letters, 2015,
25, 1385-1389.

1.0 108

1930 Functional Characterization of a Conserved Archaeal Viral Operon Revealing Single-Stranded DNA
Binding, Annealing and Nuclease Activities. Journal of Molecular Biology, 2015, 427, 2179-2191. 2.0 32

1931 What we know but do not understand about nidovirus helicases. Virus Research, 2015, 202, 12-32. 1.1 52

1932 Prevalence of K13-propeller polymorphisms in Plasmodium falciparum from China-Myanmar border in
2007â€“2012. Malaria Journal, 2015, 14, 168. 0.8 71

1933 A novel CBF that regulates abiotic stress response and the ripening process in oil palm (Elaeis) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (guineensis) fruits. Tree Genetics and Genomes, 2015, 11, 1.0.6 19

1934 Identification and in silico Analysis of NADPH Oxidase Homologues Involved in Allergy from an Olive
Pollen Transcriptome. Lecture Notes in Computer Science, 2015, , 450-459. 1.0 1

1935 Novel Role for PilNO in Type IV Pilus Retraction Revealed by Alignment Subcomplex Mutations. Journal
of Bacteriology, 2015, 197, 2229-2238. 1.0 45

1936 Alginate Polymerization and Modification Are Linked in Pseudomonas aeruginosa. MBio, 2015, 6,
e00453-15. 1.8 53

1937 Campylobacter jejuni acquire new host-derived CRISPR spacers when in association with
bacteriophages harboring a CRISPR-like Cas4 protein. Frontiers in Microbiology, 2014, 5, 744. 1.5 66

1938 Orphan Toxin OrtT (YdcX) of Escherichia coli Reduces Growth during the Stringent Response. Toxins,
2015, 7, 299-321. 1.5 23



109

Citation Report

# Article IF Citations

1939
Cloning and differential expression of five heat shock protein genes associated with thermal stress
and development in the polyphagous predatory mite Neoseiulus cucumeris (Acari: Phytoseiidae).
Experimental and Applied Acarology, 2015, 67, 65-85.

0.7 24

1940 Analysis of common bean (Phaseolus vulgaris L., genotype BAT93) calmodulin cDNA using
computational tools. Pharmacognosy Research (discontinued), 2015, 7, 209. 0.3 0

1941 Three indel variants in chickenLPIN1exon 6/flanking region are associated with performance and
carcass traits. British Poultry Science, 2015, 56, 621-630. 0.8 4

1942 Amaranthus leucocarpus lectin recognizes a moesinâ€•like Oâ€•glycoprotein and costimulates murine
CD3â€•activated CD4 + T cells. Immunity, Inflammation and Disease, 2015, 3, 182-195. 1.3 2

1943 Serum biomarkers of Burkholderia mallei infection elucidated by proteomic imaging of skin and lung
abscesses. Clinical Proteomics, 2015, 12, 7. 1.1 16

1944 Comparative Analysis of Wolbachia Genomes Reveals Streamlining and Divergence of Minimalist
Two-Component Systems. G3: Genes, Genomes, Genetics, 2015, 5, 983-996. 0.8 7

1945 Carnitine in bacterial physiology and metabolism. Microbiology (United Kingdom), 2015, 161, 1161-1174. 0.7 147

1946 The Potato Nucleotide-binding Leucine-rich Repeat (NLR) Immune Receptor Rx1 Is a Pathogen-dependent
DNA-deforming Protein. Journal of Biological Chemistry, 2015, 290, 24945-24960. 1.6 36

1947 Evolution of the Translocation and Assembly Module (TAM). Genome Biology and Evolution, 2015, 7,
1628-1643. 1.1 62

1948 WNT3 involvement in human bladder exstrophy and cloaca development in zebrafish. Human
Molecular Genetics, 2015, 24, 5069-5078. 1.4 23

1949 Modulation of<i>Arabidopsis</i>and monocot root architecture by CLAVATA3/EMBRYO SURROUNDING
REGION 26 peptide. Journal of Experimental Botany, 2015, 66, 5229-5243. 2.4 62

1950 Crystal structures of the Gon7/Pcc1 and Bud32/Cgi121 complexes provide a model for the complete
yeast KEOPS complex. Nucleic Acids Research, 2015, 43, 3358-3372. 6.5 43

1951 Arginine methylation of DRBD18 differentially impacts its opposing effects on the trypanosome
transcriptome. Nucleic Acids Research, 2015, 43, 5501-5523. 6.5 33

1952 Evidence that avian reovirus ÏƒNS is an RNA chaperone: implications for genome segment assortment.
Nucleic Acids Research, 2015, 43, 7044-7057. 6.5 26

1953
Importin-Î±-Mediated Nucleolar Localization of Potato Mop-Top Virus TRIPLE GENE BLOCK1 (TGB1) Protein
Facilitates Virus Systemic Movement, Whereas TGB1 Self-Interaction Is Required for Cell-to-Cell
Movement in <i>Nicotiana benthamiana</i>. Plant Physiology, 2015, 167, 738-752.

2.3 35

1954 Antiinfectives targeting enzymes and the proton motive force. Proceedings of the National Academy
of Sciences of the United States of America, 2015, 112, E7073-82. 3.3 138

1955
The Sugar Kinase That Is Necessary for the Catabolism of Rhamnose in Rhizobium leguminosarum
Directly Interacts with the ABC Transporter Necessary for Rhamnose Transport. Journal of
Bacteriology, 2015, 197, 3812-3821.

1.0 4

1956 Mutational and Computational Evidence That a Nickel-Transfer Tunnel in UreD Is Used for Activation
of <i>Klebsiella aerogenes</i> Urease. Biochemistry, 2015, 54, 6392-6401. 1.2 41



110

Citation Report

# Article IF Citations

1957 In silico analysis and experimental validation of lipoprotein and novel Tat signal peptides processing
in Anabaena sp. PCC7120. Journal of Microbiology, 2015, 53, 837-846. 1.3 3

1958 Copy number variation in CEP57L1 predisposes to congenital absence of bilateral ACL and PCL
ligaments. Human Genomics, 2015, 9, 31. 1.4 9

1959 Scaling Ab Initio Predictions of 3D Protein Structures in Microsoft Azure Cloud. Journal of Grid
Computing, 2015, 13, 561-585. 2.5 30

1960 Structural Determinants of the Interaction between the TpsA and TpsB Proteins in the Haemophilus
influenzae HMW1 Two-Partner Secretion System. Journal of Bacteriology, 2015, 197, 1769-1780. 1.0 8

1961 Intermolecular Complementation between Two Varicella-Zoster Virus pORF30 Terminase Domains
Essential for DNA Encapsidation. Journal of Virology, 2015, 89, 10010-10022. 1.5 6

1962 Two Proteins Form a Heteromeric Bacterial Self-Recognition Complex in Which Variable Subdomains
Determine Allele-Restricted Binding. MBio, 2015, 6, e00251. 1.8 33

1963 Top-Down Mass Spectrometry Analysis of Membrane-Bound Light-Harvesting Complex 2 from
<i>Rhodobacter sphaeroides</i>. Biochemistry, 2015, 54, 7261-7271. 1.2 10

1964
A novel GH13 subfamily of Î±-amylases with a pair of tryptophans in the helix Î±3 of the catalytic
TIM-barrel, the LPDlx signature in the conserved sequence region V and a conserved aromatic motif at
the C-terminus. Biologia (Poland), 2015, 70, 1284-1294.

0.8 27

1965 Metabolism of Î²-valine via a CoA-dependent ammonia lyase pathway. Applied Microbiology and
Biotechnology, 2015, 99, 8987-8998. 1.7 2

1966 IspHâ€“RPS1 and IspHâ€“UbiA: â€œRosetta stoneâ€• proteins. Chemical Science, 2015, 6, 6813-6822. 3.7 6

1967 Identification of novel cytochrome P450 homologs using overlapped conserved residues based
approach. Biotechnology and Bioprocess Engineering, 2015, 20, 431-438. 1.4 4

1968 Biochemical characterization of the novel endo -Î²-mannanase At Man5-2 from Arabidopsis thaliana.
Plant Science, 2015, 241, 151-163. 1.7 11

1969 Structural basis for phosphatidylinositol-phosphate biosynthesis. Nature Communications, 2015, 6,
8505. 5.8 43

1970
Mechanism of ammonia excretion in the freshwater leech<i>Nephelopsis obscura</i>:
characterization of a primitive Rh protein and effects of high environmental ammonia. American
Journal of Physiology - Regulatory Integrative and Comparative Physiology, 2015, 309, R692-R705.

0.9 21

1971 Sph3 Is a Glycoside Hydrolase Required for the Biosynthesis of Galactosaminogalactan in Aspergillus
fumigatus. Journal of Biological Chemistry, 2015, 290, 27438-27450. 1.6 77

1972 Oligomerization but Not Membrane Bending Underlies the Function of Certain F-BAR Proteins in Cell
Motility and Cytokinesis. Developmental Cell, 2015, 35, 725-736. 3.1 70

1973
Insights into the Hendra virus N TAIL â€“XD complex: Evidence for a parallel organization of the helical
MoRE at the XD surface stabilized by a combination of hydrophobic and polar interactions. Biochimica
Et Biophysica Acta - Proteins and Proteomics, 2015, 1854, 1038-1053.

1.1 15

1974
Homozygous deletion of ATC1 and NTC1 genes in Candida parapsilosis abolishes trehalase activity and
affects cell growth, sugar metabolism, stress resistance, infectivity and biofilm formation. Fungal
Genetics and Biology, 2015, 85, 45-57.

0.9 9



111

Citation Report

# Article IF Citations

1975
A paralogue of the phosphomutase-like gene family in <i>Candida glabrata</i>, <i>Cg</i>Pmu2, gained
broad-range phosphatase activity due to a small number of clustered substitutions. Biochemical
Journal, 2015, 471, 187-198.

1.7 3

1976 Role of gabra2, GABAA receptor alpha-2 subunit, in CNS development. Biochemistry and Biophysics
Reports, 2015, 3, 190-201. 0.7 22

1977
Structural insight into substrate recognition by the endoplasmic reticulum folding-sensor enzyme:
crystal structure of third thioredoxin-like domain of UDP-glucose:glycoprotein glucosyltransferase.
Scientific Reports, 2014, 4, 7322.

1.6 34

1978 Enriching the annotation of Mycobacterium tuberculosis H37Rv proteome using remote homology
detection approaches: Insights into structure and function. Tuberculosis, 2015, 95, 14-25. 0.8 9

1979 TtMCO: A highly thermostable laccase-like multicopper oxidase from the thermophilic Thermobaculum
terrenum. Journal of Molecular Catalysis B: Enzymatic, 2015, 112, 59-65. 1.8 19

1980 Insights into the Origin and Evolution of the Plant Hormone Signaling Machinery. Plant Physiology,
2015, 167, 872-886. 2.3 206

1981
2-Deoxyglucose Impairs <i>Saccharomyces cerevisiae</i> Growth by Stimulating Snf1-Regulated and
Î±-Arrestin-Mediated Trafficking of Hexose Transporters 1 and 3. Molecular and Cellular Biology, 2015,
35, 939-955.

1.1 65

1982 Performance of Microbial Phytases for Gastric Inositol Phosphate Degradation. Journal of
Agricultural and Food Chemistry, 2015, 63, 943-950. 2.4 11

1983 PAXX, a paralog of XRCC4 and XLF, interacts with Ku to promote DNA double-strand break repair.
Science, 2015, 347, 185-188. 6.0 252

1984 Bacterial Pangenomics. Methods in Molecular Biology, 2015, 1231, v-vi. 0.4 5

1985 Rqc2p and 60 <i>S</i> ribosomal subunits mediate mRNA-independent elongation of nascent chains.
Science, 2015, 347, 75-78. 6.0 245

1986 Identification of AHK2- and AHK3-like cytokinin receptors in Brassica napus reveals two subfamilies of
AHK2 orthologues. Journal of Experimental Botany, 2015, 66, 339-353. 2.4 26

1987 The evolution of bacterial mechanosensitive channels. Cell Calcium, 2015, 57, 140-150. 1.1 38

1988 An integrative proteome analysis of different seedling organs in tolerant and sensitive wheat
cultivars under drought stress and recovery. Proteomics, 2015, 15, 1544-1563. 1.3 87

1989 Soluble cysteineâ€•rich tick saliva proteins Salp15 and Iricâ€•1 from<i>E. coli</i>. FEBS Open Bio, 2015, 5,
42-55. 1.0 13

1990 Recurrent DGCR8, DROSHA, and SIX Homeodomain Mutations in Favorable Histology Wilms Tumors.
Cancer Cell, 2015, 27, 286-297. 7.7 244

1991
<i>Chlamydia trachomatis</i> protein <scp>CT</scp>009 is a structural and functional homolog to
the key morphogenesis component <scp>RodZ</scp> and interacts with division septal plane localized
<scp>MreB</scp>. Molecular Microbiology, 2015, 95, 365-382.

1.2 26

1992
Two sites of action for PLD2 inhibitors: The enzyme catalytic center and an allosteric,
phosphoinositide biding pocket. Biochimica Et Biophysica Acta - Molecular and Cell Biology of Lipids,
2015, 1851, 261-272.

1.2 28



112

Citation Report

# Article IF Citations

1993 The LisH Motif of Muskelin Is Crucial for Oligomerization and Governs Intracellular Localization.
Structure, 2015, 23, 364-373. 1.6 29

1994 Accelerating Novel Candidate Gene Discovery in Neurogenetic Disorders via Whole-Exome Sequencing
of Prescreened Multiplex Consanguineous Families. Cell Reports, 2015, 10, 148-161. 2.9 375

1995 The Acanthamoeba Shikimate Pathway has a Unique Molecular Arrangement and is Essential for
Aromatic Amino Acid Biosynthesis. Protist, 2015, 166, 93-105. 0.6 19

1996 A Common Late-Stage Intermediate in Catalysis by 2-Hydroxyethyl-phosphonate Dioxygenase and
Methylphosphonate Synthase. Journal of the American Chemical Society, 2015, 137, 3217-3220. 6.6 21

1997
The loss of function of <scp>PhaC</scp>1 is a survival mechanism that counteracts the stress caused
by the overproduction of polyâ€•3â€•hydroxyalkanoates in <scp><i>P</i></scp><i>seudomonas
putida</i>Î”<scp><i>fadBA</i></scp>. Environmental Microbiology, 2015, 17, 3182-3194.

1.8 4

1998 CtIP tetramer assembly is required for DNA-end resection and repair. Nature Structural and
Molecular Biology, 2015, 22, 150-157. 3.6 63

1999 A Massive Expansion of Effector Genes Underlies Gall-Formation in the Wheat Pest Mayetiola
destructor. Current Biology, 2015, 25, 613-620. 1.8 171

2000 Expression and characterization of a novel endo-1,4-Î²-xylanase produced by Streptomyces griseorubens
JSD-1 isolated from compost-treated soil. Annals of Microbiology, 2015, 65, 1771-1779. 1.1 2

2001 Splice variants and seasonal expression of buffalo HSF genes. Cell Stress and Chaperones, 2015, 20,
545-554. 1.2 6

2002 Modeling three-dimensional structure of two closely related Niâ€“Fe hydrogenases. Photosynthesis
Research, 2015, 125, 341-353. 1.6 5

2003 Pseudomonas aeruginosa Minor Pilins Prime Type IVa Pilus Assembly and Promote Surface Display of
the PilY1 Adhesin. Journal of Biological Chemistry, 2015, 290, 601-611. 1.6 114

2004 Crystal Structures of Enterovirus 71 (EV71) Recombinant Virus Particles Provide Insights into Vaccine
Design. Journal of Biological Chemistry, 2015, 290, 3198-3208. 1.6 17

2005 Organellar maturases: A window into the evolution of the spliceosome. Biochimica Et Biophysica Acta
- Bioenergetics, 2015, 1847, 798-808. 0.5 72

2006 The structure of the dynactin complex and its interaction with dynein. Science, 2015, 347, 1441-1446. 6.0 389

2007

Biochemical and structural investigation of two paralogous glycoside hydrolases from<i>Zobellia
galactanivorans</i>: novel insights into the evolution, dimerization plasticity and catalytic
mechanism of the GH117 family. Acta Crystallographica Section D: Biological Crystallography, 2015, 71,
209-223.

2.5 18

2008 Genetic characterization of three novel chicken parvovirus strains based on analysis of their coding
sequences. Avian Pathology, 2015, 44, 28-34. 0.8 18

2009 Overexpression of Penicillin V Acylase from Streptomyces lavendulae and Elucidation of Its Catalytic
Residues. Applied and Environmental Microbiology, 2015, 81, 1225-1233. 1.4 17

2010 Structure of a Yeast 40Sâ€“eIF1â€“eIF1Aâ€“eIF3â€“eIF3j initiation complex. Nature Structural and Molecular
Biology, 2015, 22, 269-271. 3.6 92



113

Citation Report

# Article IF Citations

2011 A comprehensive immunoinformatics and target site study revealed the corner-stone toward
Chikungunya virus treatment. Molecular Immunology, 2015, 65, 189-204. 1.0 44

2012 Horizontal transfer of carbohydrate metabolism genes into ectomycorrhizal
<i><scp>A</scp>manita</i>. New Phytologist, 2015, 205, 1552-1564. 3.5 17

2013 Fungal aegerolysin-like proteins: distribution, activities, and applications. Applied Microbiology and
Biotechnology, 2015, 99, 601-610. 1.7 26

2014
A highâ€•throughput screen for ligand binding reveals the specificities of three amino acid
chemoreceptors from <scp><i>P</i></scp><i>seudomonas syringae</i> pv. <i>actinidiae</i>. Molecular
Microbiology, 2015, 96, 694-707.

1.2 67

2015 Genetic diversity of fusion gene (ORF 117), an analogue of vaccinia virus A27L gene of capripox virus
isolates. Virus Genes, 2015, 50, 325-328. 0.7 4

2016 Identification of protective linear B-cell epitopes on the subolesin/akirin orthologues of
Ornithodoros spp. soft ticks. Vaccine, 2015, 33, 1046-1055. 1.7 14

2017 Identification of the Babesia-responsive leucine-rich repeat domain-containing protein from the hard
tick Haemaphysalis longicornis. Parasitology Research, 2015, 114, 1793-1802. 0.6 10

2018
Uncovering the Unusual D-Ring Construction in Terretonin Biosynthesis by Collaboration of a
Multifunctional Cytochrome P450 and a Unique Isomerase. Journal of the American Chemical Society,
2015, 137, 3393-3401.

6.6 95

2019 Structure of the Vacuolar H + -ATPase Rotary Motor Reveals New Mechanistic Insights. Structure,
2015, 23, 461-471. 1.6 34

2020 A Nucleotide-Driven Switch Regulates Flanking DNA Length Sensing by a Dimeric Chromatin Remodeler.
Molecular Cell, 2015, 57, 850-859. 4.5 58

2021 Structure-Function Analysis of VapB4 Antitoxin Identifies Critical Features of a Minimal VapC4
Toxin-Binding Module. Journal of Bacteriology, 2015, 197, 1197-1207. 1.0 12

2022 FUBT, a putative MFS transporter, promotes secretion of fusaric acid in the cotton pathogen Fusarium
oxysporum f. sp. vasinfectum. Microbiology (United Kingdom), 2015, 161, 875-883. 0.7 24

2023 Structure of EspB from the ESX-1 Type VII Secretion System and Insights into its Export Mechanism.
Structure, 2015, 23, 571-583. 1.6 85

2024 A core of three amino acids at the carboxylâ€•terminal region of glutamine synthetase defines its
regulation in cyanobacteria. Molecular Microbiology, 2015, 96, 483-496. 1.2 10

2025 A Salmonella Type Three Secretion Effector/Chaperone Complex Adopts a Hexameric Ring-Like
Structure. Journal of Bacteriology, 2015, 197, 688-698. 1.0 8

2026 Molecular Biophysics of Orai Store-Operated Ca2+ Channels. Biophysical Journal, 2015, 108, 237-246. 0.2 64

2027 Two Siblings with Homozygous Pathogenic Splice-Site Variant in Mitochondrial Asparaginyl-tRNA
Synthetase (<i>NARS2</i>). Human Mutation, 2015, 36, 222-231. 1.1 51

2028
Purification, crystallization and preliminary X-ray crystallographic studies of Rv3899c
fromMycobacterium tuberculosis. Acta Crystallographica Section F, Structural Biology
Communications, 2015, 71, 107-109.

0.4 1



114

Citation Report

# Article IF Citations

2029 5â€²-Nucleotidase from Vipera lebetina venom. Toxicon, 2015, 93, 155-163. 0.8 21

2030 An invasive and low virulent Edwardsiella tarda esrB mutant promising as live attenuated vaccine in
aquaculture. Applied Microbiology and Biotechnology, 2015, 99, 1765-1777. 1.7 43

2031 Identical Substitutions in Magnesium Chelatase Paralogs Result in Chlorophyll-Deficient Soybean
Mutants. G3: Genes, Genomes, Genetics, 2015, 5, 123-131. 0.8 57

2032 Insect midgut carboxypeptidases with emphasis on <scp>S</scp>10 hemipteran and <scp>M</scp>14
lepidopteran carboxypeptidases. Insect Molecular Biology, 2015, 24, 222-239. 1.0 19

2033 Î²-Helical architecture of cytoskeletal bactofilin filaments revealed by solid-state NMR. Proceedings of
the National Academy of Sciences of the United States of America, 2015, 112, E127-36. 3.3 54

2034 Cooperative Substrate Binding by a Diguanylate Cyclase. Journal of Molecular Biology, 2015, 427,
415-432. 2.0 22

2035 Model-driven discovery of underground metabolic functions in <i>Escherichia coli</i>. Proceedings
of the National Academy of Sciences of the United States of America, 2015, 112, 929-934. 3.3 82

2036 Ribonucleases 6 and 7 have antimicrobial function in the human and murine urinary tract. Kidney
International, 2015, 87, 151-161. 2.6 75

2037 Evolution of plant virus movement proteins from the 30K superfamily and of their homologs
integrated in plant genomes. Virology, 2015, 476, 304-315. 1.1 65

2038 Improved and expanded Q-system reagents for genetic manipulations. Nature Methods, 2015, 12, 219-222. 9.0 159

2039 An (<i>R</i>)â€•Imine Reductase Biocatalyst for the Asymmetric Reduction of Cyclic Imines. ChemCatChem,
2015, 7, 579-583. 1.8 126

2040 The interplay of Hrd3 and the molecular chaperone system ensures efficient degradation of malfolded
secretory proteins. Molecular Biology of the Cell, 2015, 26, 185-194. 0.9 32

2041 Cryo-EM of Ribosomal 80S Complexes with Termination Factors Reveals the Translocated Cricket
Paralysis Virus IRES. Molecular Cell, 2015, 57, 422-432. 4.5 82

2042 Tannase Sequence from a Xerophilic Aspergillus niger Strain and Production of the Enzyme in Pichia
pastoris. Molecular Biotechnology, 2015, 57, 439-447. 1.3 12

2043 Transient Membrane Localization of SPV-1 Drives Cyclical Actomyosin Contractions in the C.Â elegans
Spermatheca. Current Biology, 2015, 25, 141-151. 1.8 34

2044 Structural basis for Notch1 engagement of Delta-like 4. Science, 2015, 347, 847-853. 6.0 222

2045 Structural prediction of a novel laminarinase from the psychrophilic Glaciozyma antarctica PI12 and
its temperature adaptation analysis. Journal of Molecular Modeling, 2015, 21, 63. 0.8 14

2046 AIDA: <i>ab initio</i> domain assembly for automated multi-domain protein structure prediction and
domainâ€“domain interaction prediction. Bioinformatics, 2015, 31, 2098-2105. 1.8 59



115

Citation Report

# Article IF Citations

2047 Structure-based functional annotation of hypothetical proteins from Candida dubliniensis: a quest
for potential drug targets. 3 Biotech, 2015, 5, 561-576. 1.1 27

2048 Macrodiolide Formation by the Thioesterase of a Modular Polyketide Synthase. Angewandte Chemie -
International Edition, 2015, 54, 5232-5235. 7.2 33

2049 Characterization and expression of cDNAs encoding P450c17-II (cyp17a2) in Japanese eel during induced
ovarian development. General and Comparative Endocrinology, 2015, 221, 134-143. 0.8 9

2050 Identification of a gene in Mycoplasma hominis associated with preterm birth and microbial burden in
intraamniotic infection. American Journal of Obstetrics and Gynecology, 2015, 212, 779.e1-779.e13. 0.7 64

2051
Mis-sesnse mutations in Tafazzin (TAZ) that escort to mild clinical symptoms of Barth syndrome is
owed to the minimal inhibitory effect of the mutations on the enzyme function: In-silico evidence.
Interdisciplinary Sciences, Computational Life Sciences, 2015, 7, 21-35.

2.2 5

2052 Analysis of murine B-cell epitopes on bluetongue virus 12 nonstructural protein 1. Applied
Microbiology and Biotechnology, 2015, 99, 1309-1321. 1.7 4

2053 Lignocellulose degradation by the isolate of Streptomyces griseorubens JSD-1. Functional and
Integrative Genomics, 2015, 15, 163-173. 1.4 16

2054 The alveolate translation initiation factor 4E family reveals a custom toolkit for translational
control in core dinoflagellates. BMC Evolutionary Biology, 2015, 15, 14. 3.2 24

2055
Identification and monitoring of nitrification and denitrification genes in Klebsiella pneumoniae
EGD-HP19-C for its ability to perform heterotrophic nitrification and aerobic denitrification.
Functional and Integrative Genomics, 2015, 15, 63-76.

1.4 77

2056 Domain Interactions Control Complex Formation and Polymerase Specificity in the Biosynthesis of the
Escherichia coli O9a Antigen. Journal of Biological Chemistry, 2015, 290, 1075-1085. 1.6 19

2057 Folding RaCe: a robust method for predicting changes in protein folding rates upon point mutations.
Bioinformatics, 2015, 31, 2091-2097. 1.8 24

2058 X-linked myotubular myopathy in Rottweiler dogs is caused by a missense mutation in Exon 11 of the
MTM1 gene. Skeletal Muscle, 2015, 5, 1. 1.9 46

2059 Cloning and molecular characterization of high-affinity nitrate transporter gene BjNRT2.1 from
Indian mustard. Indian Journal of Plant Physiology, 2015, 20, 63-71. 0.8 0

2060 Functional role of the conserved i-helix residue I346 in CYP5A1â€“Nanodiscs. Biophysical Chemistry, 2015,
200-201, 34-40. 1.5 6

2061 The Mammalian Cervical Vertebrae Blueprint Depends on the<i>T</i>(<i>brachyury</i>) Gene. Genetics,
2015, 199, 873-883. 1.2 14

2062 The Pex1/Pex6 Complex Is a Heterohexameric AAA + Motor with Alternating and Highly Coordinated
Subunits. Journal of Molecular Biology, 2015, 427, 1375-1388. 2.0 53

2063 <scp>A</scp>fp14 is involved in regulating the length of Antiâ€•feeding prophage (<scp>A</scp>fp).
Molecular Microbiology, 2015, 96, 815-826. 1.2 13

2064 Crystal structure of the eukaryotic origin recognition complex. Nature, 2015, 519, 321-326. 13.7 109



116

Citation Report

# Article IF Citations

2065
Nucleotide sequence of Phaseolus vulgaris L. alcohol dehydrogenase encoding cDNA and
three-dimensional structure prediction of the deduced protein. Pharmacognosy Research
(discontinued), 2015, 7, 203.

0.3 1

2066 In silico analysis suggests interaction between Ebola virus and the extracellular matrix. Frontiers in
Microbiology, 2015, 6, 135. 1.5 24

2067 Iterative Mechanism of Macrodiolide Formation in the Anticancer Compound Conglobatin. Chemistry
and Biology, 2015, 22, 745-754. 6.2 64

2068 Mutation of ATF6 causes autosomal recessive achromatopsia. Human Genetics, 2015, 134, 941-950. 1.8 69

2069 A Phosphosignaling Adaptor Primes the AAA+ Protease ClpXP to Drive Cell Cycle-Regulated
Proteolysis. Molecular Cell, 2015, 59, 104-116. 4.5 44

2070 The Tetracycline Destructases: A Novel Family of Tetracycline-Inactivating Enzymes. Chemistry and
Biology, 2015, 22, 888-897. 6.2 140

2071 Characterization of a novel amine transaminase from Halomonas elongata. Journal of Molecular
Catalysis B: Enzymatic, 2015, 120, 141-150. 1.8 74

2072 Modulation of transglycosylation and improved malto-oligosaccharide synthesis by protein
engineering of maltogenic amylase from Bacillus lehensis G1. Process Biochemistry, 2015, 50, 1572-1580. 1.8 22

2073 Camello, a novel family of Histone Acetyltransferases that acetylate histone H4 and is essential for
zebrafish development. Scientific Reports, 2014, 4, 6076. 1.6 30

2075 Identification and Characterization of a Novel Family of Cysteine-Rich Peptides (MgCRP-I)
from<i>Mytilus galloprovincialis</i>. Genome Biology and Evolution, 2015, 7, 2203-2219. 1.1 16

2076 Unique Features of Human Protein Arginine Methyltransferase 9 (PRMT9) and Its Substrate RNA
Splicing Factor SF3B2. Journal of Biological Chemistry, 2015, 290, 16723-16743. 1.6 77

2077 Î´-Carbonic Anhydrases: Structure, Distribution, and Potential Roles. , 2015, , 337-349. 2

2078 Protective effect of Drosophila glutathione transferase omega 1 against hydrogen peroxide-induced
neuronal toxicity. Gene, 2015, 568, 203-210. 1.0 18

2079 Bioinformatical Analysis of the Sequences, Structures and Functions of Fungal Polyketide Synthase
Product Template Domains. Scientific Reports, 2015, 5, 10463. 1.6 38

2080
An efficient protocol towards site-specifically clickable nanobodies in high yield: cytoplasmic
expression in<i>Escherichia coli</i>combined with intein-mediated protein ligation. Protein
Engineering, Design and Selection, 2015, 28, 351-363.

1.0 33

2081 Thermostability enhancement of cellobiose 2-epimerase from Caldicellulosiruptor saccharolyticus by
site-directed mutagenesis. Journal of Molecular Catalysis B: Enzymatic, 2015, 120, 158-164. 1.8 26

2082 SufB intein of <i>Mycobacterium tuberculosis</i> as a sensor for oxidative and nitrosative stresses.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 10348-10353. 3.3 54

2083 Yeast Coq9 controls deamination of coenzyme Q intermediates that derive from para-aminobenzoic
acid. Biochimica Et Biophysica Acta - Molecular and Cell Biology of Lipids, 2015, 1851, 1227-1239. 1.2 25



117

Citation Report

# Article IF Citations

2084 Comparative biochemical analysis of three members of the Schistosoma mansoni TAL family:
Differences in ion and drug binding properties. Biochimie, 2015, 108, 40-47. 1.3 22

2085 <i>GPIHBP1</i> Missense Mutations Often Cause Multimerization of GPIHBP1 and Thereby Prevent
Lipoprotein Lipase Binding. Circulation Research, 2015, 116, 624-632. 2.0 50

2086 Identification of interleukin-26 in the dromedary camel (Camelus dromedarius): Evidence of
alternative splicing and isolation of novel splice variants. Molecular Immunology, 2015, 67, 357-368. 1.0 7

2087 Structural and phylogenetic analysis of Î±-glucosidase protein in insects. Biologia (Poland), 2015, 70,
812-825. 0.8 12

2088 Volatile squalene from a nonseed plant Selaginella moellendorffii : Emission and biosynthesis. Plant
Physiology and Biochemistry, 2015, 96, 1-8. 2.8 9

2089
Substitutions at the cofactor phosphate-binding site of a clostridial alcohol dehydrogenase lead to
unexpected changes in substrate specificity. Protein Engineering, Design and Selection, 2015, 28,
251-258.

1.0 25

2090 A novel and highly specific phage endolysin cell wall binding domain for detection of Bacillus cereus.
European Biophysics Journal, 2015, 44, 437-446. 1.2 47

2091 Virtual Screening for Potential Inhibitors of High-Risk Human Papillomavirus 16 E6 Protein.
Interdisciplinary Sciences, Computational Life Sciences, 2015, 7, 136-142. 2.2 17

2092 Utilizing Multiple in Silico Analyses to Identify Putative Causal SCN5A Variants in Brugada Syndrome.
Scientific Reports, 2014, 4, 3850. 1.6 21

2093 Interaction between TBP and Condensin Drives the Organization and Faithful Segregation of Mitotic
Chromosomes. Molecular Cell, 2015, 59, 755-767. 4.5 41

2094
Structures of the human Pals1 PDZ domain with and without ligand suggest gated access of Crb to
the PDZ peptide-binding groove. Acta Crystallographica Section D: Biological Crystallography, 2015, 71,
555-564.

2.5 24

2095 A RecA Protein Surface Required for Activation of DNA Polymerase V. PLoS Genetics, 2015, 11, e1005066. 1.5 32

2096 Evidence for and characterization of nervous necrosis virus infection in Pacific cod (Gadus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 262 Td (macrocephalus). Archives of Virology, 2015, 160, 2237-2248.0.9 14

2097
Phylogenetic analysis and genetic diversity of 3â€² region of rtxA gene from geographically diverse
strains of Moraxella bovis, Moraxella bovoculi and Moraxella ovis. Veterinary Microbiology, 2015,
178, 283-287.

0.8 10

2098 Biochemical and structural characterization of the apicoplast dihydrolipoamide dehydrogenase of
<i>Plasmodium falciparum</i>. Bioscience Reports, 2015, 35, . 1.1 12

2099 Essential Domains of Anaplasma phagocytophilum Invasins Utilized to Infect Mammalian Host Cells.
PLoS Pathogens, 2015, 11, e1004669. 2.1 33

2100 FAX1, a Novel Membrane Protein Mediating Plastid Fatty Acid Export. PLoS Biology, 2015, 13, e1002053. 2.6 162

2101 Bnsro1: A new homologue of Arabidopsis thaliana rcd1 from Brassica napus. Biologia (Poland), 2015,
70, 588-598. 0.8 5



118

Citation Report

# Article IF Citations

2102 Rare A2ML1 variants confer susceptibility to otitis media. Nature Genetics, 2015, 47, 917-920. 9.4 38

2103 Identification of divergent type VI secretion effectors using a conserved chaperone domain.
Proceedings of the National Academy of Sciences of the United States of America, 2015, 112, 9106-9111. 3.3 146

2104 Cytonuclear Interactions in the Evolution of Animal Mitochondrial tRNA Metabolism. Genome Biology
and Evolution, 2015, 7, 2089-2101. 1.1 44

2105 A ToxA-like protein from Cochliobolus heterostrophus induces light-dependent leaf necrosis and acts
as a virulence factor with host selectivity on maize. Fungal Genetics and Biology, 2015, 81, 12-24. 0.9 30

2106
Expression, purification, crystallization and crystallographic study of the<i>Aspergillus
terreus</i>aromatic prenyltransferase AtaPT. Acta Crystallographica Section F, Structural Biology
Communications, 2015, 71, 889-894.

0.4 5

2107 Novel compound heterozygous LIAS mutations cause glycine encephalopathy. Journal of Human
Genetics, 2015, 60, 631-635. 1.1 17

2108 The composition of the global and feature specific cyanobacterial core-genomes. Frontiers in
Microbiology, 2015, 6, 219. 1.5 38

2109 XLS (c9orf142) is a new component of mammalian DNA double-stranded break repair. Cell Death and
Differentiation, 2015, 22, 890-897. 5.0 61

2110 Structure, function and inhibition of ent-kaurene synthase from Bradyrhizobium japonicum. Scientific
Reports, 2014, 4, 6214. 1.6 44

2111 Genome-wide analysis and expression profiling suggest diverse roles of GH3 genes during development
and abiotic stress responses in legumes. Frontiers in Plant Science, 2014, 5, 789. 1.7 54

2112 Asymmetric Transcript Discovery by RNA-seq in C. elegans Blastomeres Identifies neg-1, a Gene
Important for Anterior Morphogenesis. PLoS Genetics, 2015, 11, e1005117. 1.5 20

2113 Neurochondrin is an atypical RIIÎ±-specific A-kinase anchoring protein. Biochimica Et Biophysica Acta -
Proteins and Proteomics, 2015, 1854, 1667-1675. 1.1 9

2114
Molecular level biodegradation of phenol and its derivatives through dmp operon of Pseudomonas
putida: A bio-molecular modeling and docking analysis. Journal of Environmental Sciences, 2015, 36,
144-151.

3.2 11

2115
pUL69 of Human Cytomegalovirus Recruits the Cellular Protein Arginine Methyltransferase 6 via a
Domain That Is Crucial for mRNA Export and Efficient Viral Replication. Journal of Virology, 2015, 89,
9601-9615.

1.5 10

2116 In vivo characterization of the <i>Drosophila</i> mRNA 3â€² end processing core cleavage complex. Rna,
2015, 21, 1404-1418. 1.6 14

2117 Quantum mechanics of excitation transport in photosynthetic complexes: a key issues review. Reports
on Progress in Physics, 2015, 78, 082001. 8.1 46

2118
Structure of a herpesvirus nuclear egress complex subunit reveals an interaction groove that is
essential for viral replication. Proceedings of the National Academy of Sciences of the United States
of America, 2015, 112, 9010-9015.

3.3 52

2119 Functional characterization of two SOS-regulated genes involved in mitomycin C resistance in
Caulobacter crescentus. DNA Repair, 2015, 33, 78-89. 1.3 10



119

Citation Report

# Article IF Citations

2120 Methyl-Lysine Recognition by Ankyrin-Repeat Proteins. , 2015, , 101-124. 1

2121 A yeast two-hybrid approach for probing proteinâ€“protein interactions at the centrosome. Methods in
Cell Biology, 2015, 129, 251-277. 0.5 25

2122 The role of His-83 of yeast apurinic/apyrimidinic endonuclease Apn1 in catalytic incision of abasic sites
in DNA. Biochimica Et Biophysica Acta - General Subjects, 2015, 1850, 1297-1309. 1.1 3

2123
In silico analysis of family GH77 with focus on amylomaltases from borreliae and disproportionating
enzymes DPE2 from plants and bacteria. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2015,
1854, 1260-1268.

1.1 17

2124 Three-dimensional structure and molecular dynamics studies of prorrenin/renin receptor:
description of the active site. Molecular BioSystems, 2015, 11, 2520-2528. 2.9 3

2125 Insights into the surface topology of polyhydroxyalkanoate synthase: self-assembly of functionalized
inclusions. Applied Microbiology and Biotechnology, 2015, 99, 8045-8053. 1.7 10

2126 A member of the Tlr family is involved in dsRNA innate immune response in Paracentrotus lividus sea
urchin. Developmental and Comparative Immunology, 2015, 51, 271-277. 1.0 19

2127 An Unexpected Duo: Rubredoxin Binds Nine TPR Motifs to Form LapB, an Essential Regulator of
Lipopolysaccharide Synthesis. Structure, 2015, 23, 1500-1506. 1.6 18

2128 Novel<i>POC1A</i>mutation in primordial dwarfism reveals new insights for centriole biogenesis.
Human Molecular Genetics, 2015, 24, 5378-5387. 1.4 26

2129 Identification of Poly-N-acetylglucosamine as a Major Polysaccharide Component of the Bacillus
subtilis Biofilm Matrix. Journal of Biological Chemistry, 2015, 290, 19261-19272. 1.6 118

2130 Distinct Substrate Specificity and Catalytic Activity of the Pseudoglycosyltransferase VldE. Chemistry
and Biology, 2015, 22, 724-733. 6.2 10

2131 Nab3 Facilitates the Function of the TRAMP Complex in RNA Processing via Recruitment of Rrp6
Independent of Nrd1. PLoS Genetics, 2015, 11, e1005044. 1.5 33

2132 Principles for the organization of gene-sets. Computational Biology and Chemistry, 2015, 59, 139-149. 1.1 10

2133 Analysis of proteinâ€“RNA interactions in CRISPR proteins and effector complexes by UV-induced
cross-linking and mass spectrometry. Methods, 2015, 89, 138-148. 1.9 25

2134 Unusual biology across a group comprising more than 15% of domain Bacteria. Nature, 2015, 523,
208-211. 13.7 1,050

2135 ST-246 is a key antiviral to inhibit the viral F13L phospholipase, one of the essential proteins for
orthopoxvirus wrapping. Journal of Antimicrobial Chemotherapy, 2015, 70, 1367-1380. 1.3 74

2136 Intraspecies Competition in Serratia marcescens Is Mediated by Type VI-Secreted Rhs Effectors and a
Conserved Effector-Associated Accessory Protein. Journal of Bacteriology, 2015, 197, 2350-2360. 1.0 165

2137 Expression of three topologically distinct membrane proteins elicits unique stress response pathways
in the yeast<i>Saccharomyces cerevisiae</i>. Physiological Genomics, 2015, 47, 198-214. 1.0 10



120

Citation Report

# Article IF Citations

2138 Identification of a Chemoreceptor for C <sub>2</sub> and C <sub>3</sub> Carboxylic Acids. Applied
and Environmental Microbiology, 2015, 81, 5449-5457. 1.4 40

2139 Identification of the Linkage between A-Polysaccharide and the Core in the A-Lipopolysaccharide of
Porphyromonas gingivalis W50. Journal of Bacteriology, 2015, 197, 1735-1746. 1.0 22

2140 Mio depletion links mTOR regulation to Aurora A and Plk1 activation at mitotic centrosomes. Journal
of Cell Biology, 2015, 210, 45-62. 2.3 22

2141 Recognition and Activation Domains Contribute to Allele-Specific Responses of an Arabidopsis NLR
Receptor to an Oomycete Effector Protein. PLoS Pathogens, 2015, 11, e1004665. 2.1 74

2142 Characterization of an acetoin reductase/2,3-butanediol dehydrogenase from Clostridium ljungdahlii
DSM 13528. Enzyme and Microbial Technology, 2015, 79-80, 1-7. 1.6 17

2143
High-resolution crystal structure of a polyextreme GH43 glycosidase from<i>Halothermothrix
orenii</i>with Î±-<scp>L</scp>-arabinofuranosidase activity. Acta Crystallographica Section F,
Structural Biology Communications, 2015, 71, 338-345.

0.4 8

2144 Mutations in Coronavirus Nonstructural Protein 10 Decrease Virus Replication Fidelity. Journal of
Virology, 2015, 89, 6418-6426. 1.5 56

2145 Drosophila TIM Binds Importin Î±1, and Acts as an Adapter to Transport PER to the Nucleus. PLoS
Genetics, 2015, 11, e1004974. 1.5 72

2146 Vibrio cholerae Response Regulator VxrB Controls Colonization and Regulates the Type VI Secretion
System. PLoS Pathogens, 2015, 11, e1004933. 2.1 69

2147 Molecular and Functional Analyses of a Maize Autoactive NB-LRR Protein Identify Precise Structural
Requirements for Activity. PLoS Pathogens, 2015, 11, e1004674. 2.1 110

2148 <i>Plasmodium</i> IspD (2-C-Methyl-<scp>d</scp>-erythritol 4-Phosphate Cytidyltransferase), an
Essential and Druggable Antimalarial Target. ACS Infectious Diseases, 2015, 1, 157-167. 1.8 42

2149 Structural basis for substrate specificity of an amino acid ABC transporter. Proceedings of the
National Academy of Sciences of the United States of America, 2015, 112, 5243-5248. 3.3 49

2150 Bacterial chemotaxis to xenobiotic chemicals and naturally-occurring analogs. Current Opinion in
Biotechnology, 2015, 33, 318-326. 3.3 39

2151
The Black cells phenotype is caused by a point mutation in the Drosophila pro-phenoloxidase 1 gene
that triggers melanization and hematopoietic defects. Developmental and Comparative Immunology,
2015, 50, 166-174.

1.0 21

2152 Structural basis for carbohydrate binding properties of a plant chitinase-like agglutinin with
conserved catalytic machinery. Journal of Structural Biology, 2015, 190, 115-121. 1.3 10

2153 Characterization of a new, recombinant thermo-active subtilisin-like serine protease derived from
Shewanella arctica. Journal of Molecular Catalysis B: Enzymatic, 2015, 116, 16-23. 1.8 16

2154 Transcriptomic analysis and biomarkers (Rag1 and IgÎ¼) for probing the immune system development in
Pacific cod, Gadus macrocephalus. Fish and Shellfish Immunology, 2015, 44, 622-632. 1.6 14

2155 Inhibition of the ERCC1â€“XPF structure-specific endonuclease to overcome cancer chemoresistance.
DNA Repair, 2015, 31, 19-28. 1.3 56



121

Citation Report

# Article IF Citations

2156 Protein remote homology detection by combining Chouâ€™s distance-pair pseudo amino acid composition
and principal component analysis. Molecular Genetics and Genomics, 2015, 290, 1919-1931. 1.0 62

2157 A structural model for FOXRED1, an FAD-dependent oxidoreductase necessary for NADH: Ubiquinone
oxidoreductase (complex I) assembly. Mitochondrion, 2015, 22, 9-16. 1.6 9

2158 The structureâ€“function relationship of thrombin-like enzymes from the green pit viper (Trimeresurus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (albolabris). Toxicon, 2015, 100, 53-59.0.8 8

2159 Expression, Purification, and Therapeutic Implications of Recombinant sFRP1. Applied Biochemistry and
Biotechnology, 2015, 175, 2087-2103. 1.4 10

2160
Expression and Characterization of a Recombinant Laccase with Alkalistable and Thermostable
Properties from Streptomyces griseorubens JSD-1. Applied Biochemistry and Biotechnology, 2015, 176,
547-562.

1.4 16

2161 Molecular cloning of rhodanese gene from soil metagenome of cold desert of North-West Himalayas:
sequence and structural features of the rhodanese enzyme. 3 Biotech, 2015, 5, 513-521. 1.1 6

2162 Thermostable chitinase II from Thermomyces lanuginosus SSBP: Cloning, structure prediction and
molecular dynamics simulations. Journal of Theoretical Biology, 2015, 374, 107-114. 0.8 53

2163 EARP is a multisubunit tethering complex involved in endocytic recycling. Nature Cell Biology, 2015, 17,
639-650. 4.6 112

2164 Identification of new members of the MAPK gene family in plants shows diverse conserved domains
and novel activation loop variants. BMC Genomics, 2015, 16, 58. 1.2 108

2165 Structural importance of the C-terminal region in pig aldo-keto reductase family 1 member C1 and
their effects on enzymatic activity. BMC Structural Biology, 2015, 15, 1. 2.3 16

2166 TGF-Î² superfamily members from the helminth Fasciola hepatica show intrinsic effects on viability and
development. Veterinary Research, 2015, 46, 29. 1.1 23

2167 <i><scp>P</scp>orphyromonas gingivalis</i> RagB is a proinflammatory signal transducer and
activator of transcription 4 agonist. Molecular Oral Microbiology, 2015, 30, 242-252. 1.3 23

2168 CtpA, a putative Mycobacterium tuberculosis P-type ATPase, is stimulated by copper (I) in the
mycobacterial plasma membrane. BioMetals, 2015, 28, 713-724. 1.8 16

2169 Design and Antigenic Epitopes Prediction of a New Trial Recombinant Multiepitopic Rotaviral
Vaccine:<i>In Silico</i>Analyses. Viral Immunology, 2015, 28, 325-330. 0.6 11

2170 In Silico Functional and Structural Characterization of H1N1 Influenza A Viruses Hemagglutinin,
2010â€“2013, Shiraz, Iran. Acta Biotheoretica, 2015, 63, 183-202. 0.7 13

2171 Phylogeny and evolution of plant macrophage migration inhibitory factor/D-dopachrome
tautomerase-like proteins. BMC Evolutionary Biology, 2015, 15, 64. 3.2 31

2172 Electron cryomicroscopy observation of rotational states in a eukaryotic V-ATPase. Nature, 2015, 521,
241-245. 13.7 261

2173 Iron-Dependent Callose Deposition Adjusts Root Meristem Maintenance to Phosphate Availability.
Developmental Cell, 2015, 33, 216-230. 3.1 271



122

Citation Report

# Article IF Citations

2174 Pma1 is an alkali/alkaline earth metal cation ATPase that preferentially transports Na+ and K+ across
the Mycobacterium smegmatis plasma membrane. Microbiological Research, 2015, 176, 1-6. 2.5 7

2175 The Phyre2 web portal for protein modeling, prediction and analysis. Nature Protocols, 2015, 10,
845-858. 5.5 8,366

2176
The internal gene duplication and interrupted coding sequences in the MmpL genes of Mycobacterium
tuberculosis: Towards understanding the multidrug transport in an evolutionary perspective.
International Journal of Medical Microbiology, 2015, 305, 413-423.

1.5 33

2177 Structural organization of the dyneinâ€“dynactin complex bound to microtubules. Nature Structural
and Molecular Biology, 2015, 22, 345-347. 3.6 158

2178 Mitochondrial pyruvate transport: a historical perspective and future research directions.
Biochemical Journal, 2015, 466, 443-454. 1.7 188

2179 Analysis and application of a neutralizing linear epitope on liable toxin B of enterotoxin Escherichia
coli. Applied Microbiology and Biotechnology, 2015, 99, 5985-5996. 1.7 3

2180 CHAPTER 1. Seeing the Woods for the Trees: Understanding Venom Evolution as a Guide for
Biodiscovery. RSC Drug Discovery Series, 2015, , 1-36. 0.2 13

2181 Yeast Kre33 and human NAT10 are conserved 18S rRNA cytosine acetyltransferases that modify tRNAs
assisted by the adaptor Tan1/THUMPD1. Nucleic Acids Research, 2015, 43, 2242-2258. 6.5 220

2182 Targeted diversity generation by intraterrestrial archaea and archaeal viruses. Nature
Communications, 2015, 6, 6585. 5.8 63

2183 The essential role of <scp>SepF</scp> in mycobacterial division. Molecular Microbiology, 2015, 97,
560-576. 1.2 56

2184 Multidomain Assembler (MDA) Generates Models of Large Multidomain Proteins. Biophysical Journal,
2015, 108, 2097-2102. 0.2 18

2185 First description of small proteins encoded by spRNAs in Methanosarcina mazei strain GÃ¶1. Biochimie,
2015, 117, 138-148. 1.3 30

2186 CRL3IBTK Regulates the Tumor Suppressor Pdcd4 through Ubiquitylation Coupled to Proteasomal
Degradation. Journal of Biological Chemistry, 2015, 290, 13958-13971. 1.6 21

2187 <i>Arabidopsis</i> KCBP interacts with AIR9 but stays in the cortical division zone throughout mitosis
via its MyTH4-FERM domain. Journal of Cell Science, 2015, 128, 2033-2046. 1.2 66

2188 Complex archaea that bridge the gap between prokaryotes and eukaryotes. Nature, 2015, 521, 173-179. 13.7 995

2189 Common occurrence of antibacterial agents in human intestinal microbiota. Frontiers in
Microbiology, 2015, 6, 441. 1.5 74

2190 Atomic structure of the Y complex of the nuclear pore. Nature Structural and Molecular Biology,
2015, 22, 425-431. 3.6 94

2191
Increased phosphate transport of <scp><i>A</i></scp><i>rabidopsis thaliana</i>â€…<scp>P</scp>ht1;1 by
siteâ€•directed mutagenesis of tyrosine 312 may be attributed to the disruption of homomeric
interactions. Plant, Cell and Environment, 2015, 38, 2012-2022.

2.8 47



123

Citation Report

# Article IF Citations

2192 Two related trypanosomatid eIF4G homologues have functional differences compatible with distinct
roles during translation initiation. RNA Biology, 2015, 12, 305-319. 1.5 30

2193
Anthranoyl-CoA monooxygenase/reductase from Azoarcus evansii possesses both FMN and FAD in two
distinct and independent active sites. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2015,
1854, 890-896.

1.1 4

2194 The complete structure of the 55 <i>S</i> mammalian mitochondrial ribosome. Science, 2015, 348,
303-308. 6.0 344

2195 A novel variant of FGFR3 causes proportionate short stature. European Journal of Endocrinology,
2015, 172, 763-770. 1.9 38

2196 HrpG and HrpV proteins from the Type III secretion system of Erwinia amylovora form a stable
heterodimer. FEMS Microbiology Letters, 2015, 362, 1-8. 0.7 9

2197 Identification of putative vaccine candidates against Helicobacter pylori exploiting exoproteome and
secretome: A reverse vaccinology based approach. Infection, Genetics and Evolution, 2015, 32, 280-291. 1.0 180

2198 Structural and biophysical analysis of sequence insertions in the Venezuelan Equine Encephalitis
Virus macro domain. Virus Research, 2015, 201, 94-100. 1.1 2

2199
<i>Fasciola hepatica</i> Fatty Acid Binding Protein Inhibits TLR4 Activation and Suppresses the
Inflammatory Cytokines Induced by Lipopolysaccharide In Vitro and In Vivo. Journal of Immunology,
2015, 194, 3924-3936.

0.4 84

2200 A CC-NBS-LRR type gene GHNTR1 confers resistance to southern root-knot nematode in
Nicotiana.benthamiana and Nicotiana.tabacum. European Journal of Plant Pathology, 2015, 142, 715-729. 0.8 11

2201 SimC7 Is a Novel NAD(P)H-Dependent Ketoreductase Essential for the Antibiotic Activity of the DNA
Gyrase Inhibitor Simocyclinone. Journal of Molecular Biology, 2015, 427, 2192-2204. 2.0 7

2202 Functional Exposed Amino Acids of BauA as Potential Immunogen Against Acinetobacter baumannii.
Acta Biotheoretica, 2015, 63, 129-149. 0.7 30

2203
Computational study of a bifunctionalent-kaurene synthase fromPhyscomitrella patens(Hedw.) Bruch
& Schimp.: an insight into the origin of terpenoid biosynthesis in plants. Acta Botanica Gallica, 2015,
162, 139-152.

0.9 2

2204
3D model for Cancerous Inhibitor of Protein Phosphatase 2A armadillo domain unveils highly
conserved proteinâ€“protein interaction characteristics. Journal of Theoretical Biology, 2015, 386,
78-88.

0.8 6

2205 Biallelic Mutations in Nuclear Pore Complex Subunit NUP107 Cause Early-Childhood-Onset
Steroid-Resistant Nephrotic Syndrome. American Journal of Human Genetics, 2015, 97, 555-566. 2.6 91

2206 Identification and Biochemical Characterization of the Novel Î±2,3-Sialyltransferase WbwA from
Pathogenic Escherichia coli Serotype O104. Journal of Bacteriology, 2015, 197, 3760-3768. 1.0 17

2207
The Capsule Polymerase CslB of Neisseria meningitidis Serogroup L Catalyzes the Synthesis of a
Complex Trimeric Repeating Unit Comprising Glycosidic and Phosphodiester Linkages. Journal of
Biological Chemistry, 2015, 290, 24355-24366.

1.6 15

2208 A non-synonymous single-nucleotide polymorphism associated with multiple sclerosis risk affects the
EVI5 interactome. Human Molecular Genetics, 2015, 24, ddv412. 1.4 14

2209 Mammalian splicing factor SF1 interacts with SURP domains of U2 snRNP-associated proteins. Nucleic
Acids Research, 2015, 43, gkv952. 6.5 30



124

Citation Report

# Article IF Citations

2210 Novel Î²-1,4-Mannanase Belonging to a New Glycoside Hydrolase Family in Aspergillus nidulans. Journal
of Biological Chemistry, 2015, 290, 27914-27927. 1.6 53

2211 Recessive mutations in<i>SLC13A5</i>result in a loss of citrate transport and cause neonatal epilepsy,
developmental delay and teeth hypoplasia. Brain, 2015, 138, 3238-3250. 3.7 96

2212 Bioinformatic Characterization of Glycyl Radical Enzyme-Associated Bacterial Microcompartments.
Applied and Environmental Microbiology, 2015, 81, 8315-8329. 1.4 59

2213 Molecular insights into mechanisms of lepidopteran serine proteinase resistance to natural plant
defenses. Biochemical and Biophysical Research Communications, 2015, 467, 885-891. 1.0 7

2214 Structural and Functional Studies of the Pseudomonas aeruginosa Minor Pilin, PilE. Journal of
Biological Chemistry, 2015, 290, 26856-26865. 1.6 23

2215 Comparative transcriptomic analysis revealed adaptation mechanism of Phrynocephalus erythrurus,
the highest altitude Lizard living in the Qinghai-Tibet Plateau. BMC Evolutionary Biology, 2015, 15, 101. 3.2 50

2216 Complete loss of the DNAJB6 G/F domain and novel missense mutations cause distal-onset DNAJB6
myopathy. Acta Neuropathologica Communications, 2015, 3, 44. 2.4 45

2217
Carbohydrate-binding motifs in a novel type lectin from the sea mussel Crenomytilus grayanus :
Homology modeling study and site-specific mutagenesis. Fish and Shellfish Immunology, 2015, 47,
565-571.

1.6 11

2218 Profiling Aglycon-Recognizing Sites of UDP-glucose:glycoprotein Glucosyltransferase by Means of
Squarate-Mediated Labeling. Biochemistry, 2015, 54, 4909-4917. 1.2 20

2219 Host-Microbe Protein Interactions during Bacterial Infection. Chemistry and Biology, 2015, 22,
1521-1530. 6.2 103

2220 Principal component analysis-based unsupervised feature extraction applied to in silico drug
discovery for posttraumatic stress disorder-mediated heart disease. BMC Bioinformatics, 2015, 16, 139. 1.2 46

2221 Generalized epilepsy in a family with basal ganglia calcifications and mutations in SLC20A2 and
CHRNB2. European Journal of Medical Genetics, 2015, 58, 624-628. 0.7 19

2222 Molecular epidemiology and evolution of porcine parvoviruses. Infection, Genetics and Evolution,
2015, 36, 300-306. 1.0 63

2223
New salivary anti-haemostatics containing protective epitopes from Ornithodoros moubata ticks:
Assessment of their individual and combined vaccine efficacy. Veterinary Parasitology, 2015, 212,
336-349.

0.7 24

2224 Can template-based protein models guide the design of sequence fitness for enhanced thermal
stability of single domain antibodies?. Protein Engineering, Design and Selection, 2015, 28, 395-402. 1.0 7

2225 Alpha-arrestins participate in cargo selection for both clathrin-independent and clathrin-mediated
endocytosis. Journal of Cell Science, 2015, 128, 4220-34. 1.2 36

2226 The Carboxy-Terminal Tails of Septins Cdc11 and Shs1 Recruit Myosin-II Binding Factor Bni5 to the Bud
Neck in <i>Saccharomyces cerevisiae</i>. Genetics, 2015, 200, 843-862. 1.2 42

2227 Heterozygous<i>RTEL1</i>mutations are associated with familial pulmonary fibrosis. European
Respiratory Journal, 2015, 46, 474-485. 3.1 135



125

Citation Report

# Article IF Citations

2228 ERK2-Dependent Phosphorylation of CSN6 Is Critical in Colorectal Cancer Development. Cancer Cell,
2015, 28, 183-197. 7.7 67

2229 In Silico Exploration for New Antimalarials: Arylsulfonyloxy Acetimidamides as Prospective Agents.
Journal of Chemical Information and Modeling, 2015, 55, 1708-1719. 2.5 6

2230 Mapping and Quantitation of the Interaction between the Recombination Activating Gene Proteins
RAG1 and RAG2. Journal of Biological Chemistry, 2015, 290, 11802-11817. 1.6 18

2231 Self-cleavage of the Pseudomonas aeruginosa Cell-surface Signaling Anti-sigma Factor FoxR Occurs
through an N-O Acyl Rearrangement. Journal of Biological Chemistry, 2015, 290, 12237-12246. 1.6 24

2232
Three-dimensional structure of the human breast cancer resistance protein (BCRP/ABCG2) in an
inward-facing conformation. Acta Crystallographica Section D: Biological Crystallography, 2015, 71,
1725-1735.

2.5 30

2233
Characterization of <scp> <i>P</i> </scp> <i>lasmodium</i> developmental transcriptomes in <scp>
<i>A</i> </scp> <i>nopheles gambiae</i> midgut reveals novel regulators of malaria transmission.
Cellular Microbiology, 2015, 17, 254-268.

1.1 33

2234 A Globin Domain in a Neuronal Transmembrane Receptor of Caenorhabditis elegans and Ascaris suum.
Journal of Biological Chemistry, 2015, 290, 10336-10352. 1.6 7

2235 Developmental- and stress-mediated expression analysis of cinnamoyl-CoA reductase 1 (CCR1)
from<i>Hibiscus cannabinus</i>. Journal of Plant Interactions, 2015, 10, 158-166. 1.0 6

2236
Identification of the Gene Cluster for the Anaerobic Degradation of 3,5-Dihydroxybenzoate
(Î±-Resorcylate) in Thauera aromatica Strain AR-1. Applied and Environmental Microbiology, 2015, 81,
7201-7214.

1.4 21

2237
Correlation between signal input and output in <scp>PctA</scp> and <scp>PctB</scp> amino acid
chemoreceptor of <scp><i>P</i></scp><i>seudomonas aeruginosa</i>. Molecular Microbiology, 2015,
96, 513-525.

1.2 41

2238 Atg27 Tyrosine Sorting Motif is Important for Its Trafficking and Atg9 Localization. Traffic, 2015, 16,
365-378. 1.3 36

2239 Adaptations of protein structure and function to temperature: there is more than one way to â€˜skin a
catâ€™. Journal of Experimental Biology, 2015, 218, 1801-1811. 0.8 139

2240 An Interbacterial NAD(P)+ Glycohydrolase Toxin Requires Elongation Factor Tu for Delivery to Target
Cells. Cell, 2015, 163, 607-619. 13.5 203

2241 Polyketide synthase chimeras reveal key role of ketosynthase domain in chain branching. Nature
Chemical Biology, 2015, 11, 949-951. 3.9 27

2242 Structural basis for dynamic mechanism of nitrate/nitrite antiport by NarK. Nature Communications,
2015, 6, 7097. 5.8 50

2243 Depletion or over-expression of Sh3px1 results in dramatic changes in cell morphology. Biology Open,
2015, 4, 1448-1461. 0.6 14

2244 A Î» Cro-Like Repressor Is Essential for the Induction of Conjugative Transfer of SXT/R391 Elements in
Response to DNA Damage. Journal of Bacteriology, 2015, 197, 3822-3833. 1.0 23

2245 Functional analyses of carnivorous plant-specific amino acid residues in S-like ribonucleases.
Biochemical and Biophysical Research Communications, 2015, 465, 108-112. 1.0 3



126

Citation Report

# Article IF Citations

2246 Bacterial Rotary Export ATPases Are Allosterically Regulated by the Nucleotide Second Messenger
Cyclic-di-GMP. Journal of Biological Chemistry, 2015, 290, 24470-24483. 1.6 82

2247 The Octatricopeptide Repeat Protein Raa8 Is Required for Chloroplast <i>trans</i> Splicing. Eukaryotic
Cell, 2015, 14, 998-1005. 3.4 21

2248 Atomic-Resolution Structures of the APC/C Subunits Apc4 and the Apc5 N-Terminal Domain. Journal of
Molecular Biology, 2015, 427, 3300-3315. 2.0 10

2249 Noncanoncial signal recognition particle RNAs in a major eukaryotic phylum revealed by purification
of SRP from the human pathogenCryptococcus neoformans. Nucleic Acids Research, 2015, 43, 9017-9027. 6.5 7

2250 Phage display selected magnetite interacting Adhirons for shape controlled nanoparticle synthesis.
Chemical Science, 2015, 6, 5586-5594. 3.7 32

2251 Exploring the Use of Molecular Docking to Identify Bioaccumulative Perfluorinated Alkyl Acids
(PFAAs). Environmental Science &amp; Technology, 2015, 49, 12306-12314. 4.6 81

2252 Gating machinery of InsP3R channels revealed by electron cryomicroscopy. Nature, 2015, 527, 336-341. 13.7 199

2253 Structure of the novel monomeric glyoxalase I from<i>Zea mays</i>. Acta Crystallographica Section
D: Biological Crystallography, 2015, 71, 2009-2020. 2.5 21

2254 Evolution and Diversity of the Ras Superfamily of Small GTPases in Prokaryotes. Genome Biology and
Evolution, 2015, 7, 57-70. 1.1 51

2255 Isolation and Characterization of a Thionin Proprotein-processing Enzyme from Barley. Journal of
Biological Chemistry, 2015, 290, 18056-18067. 1.6 22

2256 Mutation of <i>Rv2887</i> , a <i>marR</i> -Like Gene, Confers Mycobacterium tuberculosis Resistance
to an Imidazopyridine-Based Agent. Antimicrobial Agents and Chemotherapy, 2015, 59, 6873-6881. 1.4 25

2257 Comparative analysis of Pinus pinea and Pinus pinaster dehydrins under drought stress. Tree Genetics
and Genomes, 2015, 11, 1. 0.6 9

2258
Expression level and immunolocalization of de novo methyltransferase 3 protein (TuDNMT3) in adult
females and males of the two-spotted spider mite, Tetranychus urticae. Experimental and Applied
Acarology, 2015, 67, 381-392.

0.7 1

2259 Structural modeling and in silico analysis of non-synonymous single nucleotide polymorphisms of
human 3Î²-hydroxysteroid dehydrogenase type 2. Meta Gene, 2015, 5, 162-172. 0.3 37

2260 Expression and characterization of a new isoform of the 9Â kDa allergenic lipid transfer protein from
tomato (variety San Marzano). Plant Physiology and Biochemistry, 2015, 96, 64-71. 2.8 8

2261
Phospholipase A1 Modulates the Cell Envelope Phospholipid Content of Brucella melitensis,
Contributing to Polymyxin Resistance and Pathogenicity. Antimicrobial Agents and Chemotherapy,
2015, 59, 6717-6724.

1.4 15

2262 Receptor-mediated Endocytosis 8 Utilizes an N-terminal Phosphoinositide-binding Motif to Regulate
Endosomal Clathrin Dynamics. Journal of Biological Chemistry, 2015, 290, 21676-21689. 1.6 16

2263
Identification of the Amidase BbdA That Initiates Biodegradation of the Groundwater Micropollutant
2,6-dichlorobenzamide (BAM) in <i>Aminobacter</i> sp. MSH1. Environmental Science &amp;
Technology, 2015, 49, 11703-11713.

4.6 28



127

Citation Report

# Article IF Citations

2264 TD-60 links RalA GTPase function to the CPC in mitosis. Nature Communications, 2015, 6, 7678. 5.8 43

2265 A potent neutralizing IgM mAb targeting the N218 epitope on E2 protein protects against Chikungunya
virus pathogenesis. MAbs, 2015, 7, 1178-1194. 2.6 17

2266 Mutagenesis of ARS2 Domains To Assess Possible Roles in Cell Cycle Progression and MicroRNA and
Replication-Dependent Histone mRNA Biogenesis. Molecular and Cellular Biology, 2015, 35, 3753-3767. 1.1 24

2267 Conservation of the Host-Interacting Proteins Tp0750 and Pallilysin among Treponemes and
Restriction of Proteolytic Capacity to Treponema pallidum. Infection and Immunity, 2015, 83, 4204-4216. 1.0 15

2268
Novel extracellular medium-chain-length polyhydroxyalkanoate depolymerase from Streptomyces
exfoliatus K10 DSMZ 41693: a promising biocatalyst for the efficient degradation of natural and
functionalized mcl-PHAs. Applied Microbiology and Biotechnology, 2015, 99, 9605-9615.

1.7 21

2269 Sequence-specific DNA nicking endonucleases. Biomolecular Concepts, 2015, 6, 253-267. 1.0 25

2270 The Structure and Interactions of Periplasmic Domains of Crucial MmpL Membrane Proteins from
Mycobacterium tuberculosis. Chemistry and Biology, 2015, 22, 1098-1107. 6.2 42

2271 De Novo Mutation in the SCN5A Gene Associated with Brugada Syndrome. Cellular Physiology and
Biochemistry, 2015, 36, 2250-2262. 1.1 22

2272 Comprehensive Genetic Analysis of Paralogous Terminal Septin Subunits Shs1 and Cdc11
in<i>Saccharomyces cerevisiae</i>. Genetics, 2015, 200, 821-841. 1.2 44

2273 Bioinformatic characterization of aspartic protease (AP) enzyme in seed plants. Plant Systematics and
Evolution, 2015, 301, 2399-2417. 0.3 11

2274 Isolation and Expression Analysis of<i>CYP9A11</i>and Cytochrome P450 Reductase Gene in the Beet
Armyworm (Lepidoptera: Noctuidae). Journal of Insect Science, 2015, 15, 122. 0.6 10

2275 Distribution of Ribonucleoprotein and Protein-Only RNase P in Eukarya. Molecular Biology and
Evolution, 2015, 32, msv187. 3.5 56

2276 ARACINs, Brassicaceae-Specific Peptides Exhibiting Antifungal Activities against Necrotrophic
Pathogens in Arabidopsis Â . Plant Physiology, 2015, 167, 1017-1029. 2.3 14

2277 The Protein BpsB Is a Poly-Î²-1,6-N-acetyl-d-glucosamine Deacetylase Required for Biofilm Formation in
Bordetella bronchiseptica. Journal of Biological Chemistry, 2015, 290, 22827-22840. 1.6 31

2278
The All-Alpha Domains of Coupling Proteins from the Agrobacterium tumefaciens VirB/VirD4 and
Enterococcus faecalis pCF10-Encoded Type IV Secretion Systems Confer Specificity to Binding of
Cognate DNA Substrates. Journal of Bacteriology, 2015, 197, 2335-2349.

1.0 30

2279 Artificial Recruitment of UAF1-USP Complexes by a PHLPP1-E1 Chimeric Helicase Enhances Human
Papillomavirus DNA Replication. Journal of Virology, 2015, 89, 6227-6239. 1.5 9

2280 Structural Characterization of Bardet-Biedl Syndrome 9 Protein (BBS9). Journal of Biological
Chemistry, 2015, 290, 19569-19583. 1.6 19

2281 The Protein Acetyltransferase PatZ from Escherichia coli Is Regulated by Autoacetylation-induced
Oligomerization. Journal of Biological Chemistry, 2015, 290, 23077-23093. 1.6 29



128

Citation Report

# Article IF Citations

2282 A novel DNA-binding protein fromCampylobacter jejunibacteriophage NCTC12673. FEMS Microbiology
Letters, 2015, 362, fnv160. 0.7 2

2283 Sinorhizobium meliloti Phage Î¦M9 Defines a New Group of T4 Superfamily Phages with Unusual Genomic
Features but a Common T=16 Capsid. Journal of Virology, 2015, 89, 10945-10958. 1.5 29

2284 Identification and characterization of a small heat shock protein 17.9-CII gene from faba bean (Vicia) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 662 Td (faba L.). Acta Physiologiae Plantarum, 2015, 37, 1.1.0 23

2285 Extra-Large G Proteins Expand the Repertoire of Subunits in Arabidopsis Heterotrimeric G Protein
Signaling. Plant Physiology, 2015, 169, 512-529. 2.3 97

2286
Systemic RNA Interference Deficiency-1 (SID-1) Extracellular Domain Selectively Binds Long
Double-stranded RNA and Is Required for RNA Transport by SID-1. Journal of Biological Chemistry, 2015,
290, 18904-18913.

1.6 43

2287 An Unprecedented Combination of Serine and Cysteine Nucleophiles in a Split Intein with an Atypical
Split Site. Journal of Biological Chemistry, 2015, 290, 28792-28804. 1.6 24

2288 The molecular structure of the silk fibers from Hymenoptera aculeata (bees, wasps, ants). Journal of
Structural Biology, 2015, 192, 528-538. 1.3 10

2289 Comparative analysis of the mechanisms of sulfur anion oxidation and reduction by dsr operon to
maintain environmental sulfur balance. Computational Biology and Chemistry, 2015, 59, 177-184. 1.1 2

2290 In silico prediction of ebolavirus RNA polymerase inhibition by specific combinations of approved
nucleotide analogues. Journal of Clinical Virology, 2015, 73, 89-94. 1.6 5

2291 Proteinâ€“protein interactions within the ensemble, eukaryotic V-ATPase, and its concerted interactions
with cellular machineries. Progress in Biophysics and Molecular Biology, 2015, 119, 84-93. 1.4 2

2292 Expression, purification and structural characterization of the type 1-specific ATP binding site of IP 3
receptor (IP 3 R1-ATPA). Process Biochemistry, 2015, 50, 1600-1606. 1.8 1

2293 Structure of the BoNT/A1 â€“ receptor complex. Toxicon, 2015, 107, 25-31. 0.8 6

2294 Transmembrane protein sorting driven by membrane curvature. Nature Communications, 2015, 6, 8728. 5.8 56

2295 Gut Symbionts from Distinct Hosts Exhibit Genotoxic Activity via Divergent Colibactin Biosynthesis
Pathways. Applied and Environmental Microbiology, 2015, 81, 1502-1512. 1.4 65

2296
Multiple histidines in the periplasmic domain of the <scp><i>S</i></scp><i>almonella enterica</i>
sensor kinase <scp>SsrA</scp> enhance signaling in response to extracellular acidification.
Molecular Microbiology, 2015, 95, 678-691.

1.2 27

2297 Overview of computational vaccinology: vaccine development through information technology.
Journal of Applied Genetics, 2015, 56, 381-391. 1.0 17

2298 The <scp>DNA</scp>â€•Binding Protein <scp>HU</scp> has a Regulatory Role in the Acid Stress Response
Mechanism in <i><scp>H</scp>elicobacter pylori</i>. Helicobacter, 2015, 20, 29-40. 1.6 19

2299 Bacterial and algal orthologs of prostaglandin H2 synthase: novel insights into the evolution of an
integral membrane protein. Biochimica Et Biophysica Acta - Biomembranes, 2015, 1848, 83-94. 1.4 4



129

Citation Report

# Article IF Citations

2300 Soluble NSF attachment protein receptor molecular mimicry by a<i>L</i><i>egionella
pneumophila</i>â€…Dot/Icm effector. Cellular Microbiology, 2015, 17, 767-784. 1.1 23

2301 Structure of an APC3â€“APC16 Complex: Insights into Assembly of the Anaphase-Promoting
Complex/Cyclosome. Journal of Molecular Biology, 2015, 427, 1748-1764. 2.0 35

2302 The <i>rv1184c</i> Locus Encodes Chp2, an Acyltransferase in Mycobacterium tuberculosis
Polyacyltrehalose Lipid Biosynthesis. Journal of Bacteriology, 2015, 197, 201-210. 1.0 23

2303 Is atomic rearrangement of type IV PHA synthases responsible for increased PHA production?. Journal
of Biomolecular Structure and Dynamics, 2015, 33, 1225-1238. 2.0 9

2304 Computational Methods to Identify New Antibacterial Targets. Chemical Biology and Drug Design,
2015, 85, 22-29. 1.5 15

2305 Identification and characterization of a cathepsin D homologue from lampreys (Lampetra japonica).
Developmental and Comparative Immunology, 2015, 49, 149-156. 1.0 14

2306 Intrinsic disorder drives N-terminal ubiquitination by Ube2w. Nature Chemical Biology, 2015, 11, 83-89. 3.9 68

2307 Steady-state substrate specificity and O2-coupling efficiency of mouse cysteine dioxygenase. Archives
of Biochemistry and Biophysics, 2015, 565, 49-56. 1.4 26

2308 Secondary and Tertiary Structure Prediction of Proteins: A Bioinformatic Approach. Studies in
Fuzziness and Soft Computing, 2015, , 541-569. 0.6 6

2309 Residues located on membraneâ€•embedded flexible loops are essential for the second step of the
apolipoprotein <scp>N</scp>â€•acyltransferase reaction. Molecular Microbiology, 2015, 95, 692-705. 1.2 23

2310 Identification and characterization of a highly thermostable crotonase from Meiothermus ruber.
Journal of Molecular Catalysis B: Enzymatic, 2015, 112, 40-44. 1.8 2

2311 Activity of the dietary flavonoid, apigenin, against multidrug-resistant tumor cells as determined by
pharmacogenomics and molecular docking. Journal of Nutritional Biochemistry, 2015, 26, 44-56. 1.9 81

2312 Ab initio modeling approach towards establishing the structure and docking orientation of the
Porphyromonas gingivalis FimA. Journal of Molecular Graphics and Modelling, 2015, 55, 65-71. 1.3 3

2313 Identification and optimization of a novel thermo- and solvent stable ketol-acid reductoisomerase for
cell free isobutanol biosynthesis. Biochimie, 2015, 108, 76-84. 1.3 9

2314 Structure of human cytoplasmic dynein-2 primed for its power stroke. Nature, 2015, 518, 435-438. 13.7 153

2315
<scp><i>E</i></scp><i>nterococcus faecalis</i>â€…<scp>pCF</scp>10â€•encoded surface proteins
<scp>PrgA</scp>, <scp>PrgB</scp> (aggregation substance) and <scp>PrgC</scp> contribute to
plasmid transfer, biofilm formation and virulence. Molecular Microbiology, 2015, 95, 660-677.

1.2 82

2316 Biochemical properties and substrate recognition mechanism of GH31 Î±-glucosidase from Bacillus sp.
AHU 2001 with broad substrate specificity. Biochimie, 2015, 108, 140-148. 1.3 14

2317 Architecture and conformational switch mechanism of the ryanodine receptor. Nature, 2015, 517,
39-43. 13.7 282



130

Citation Report

# Article IF Citations

2318 Structural analysis of mevalonate-3-kinase provides insight into the mechanisms of isoprenoid
pathway decarboxylases. Protein Science, 2015, 24, 212-220. 3.1 16

2319 <scp>T</scp>le distribution and diversity in metagenomic datasets reveal niche specialization.
Environmental Microbiology Reports, 2015, 7, 194-203. 1.0 24

2320 <scp>GRIM REAPER</scp> peptide binds to receptor kinase <scp>PRK</scp> 5 to trigger cell death in
<i>Arabidopsis</i>. EMBO Journal, 2015, 34, 55-66. 3.5 83

2321
Clostridium thermocellum thermostable lichenase with circular permutations and modifications in
the N-terminal region retains its activity and thermostability. Biochimica Et Biophysica Acta - Proteins
and Proteomics, 2015, 1854, 10-19.

1.1 9

2322 Regulation of E2F1-induced apoptosis by poly(ADP-ribosyl)ation. Cell Death and Differentiation, 2015,
22, 311-322. 5.0 32

2323 Pili and Fimbriae of Gram-Negative Bacteria. , 2015, , 147-162. 1

2324
Recombinant production of functional full-length and truncated human TRAM/TICAM-2 adaptor
protein involved in Toll-like receptor and interferon signaling. Protein Expression and Purification,
2015, 106, 31-40.

0.6 3

2325 The genome of the Pacific oyster Crassostrea gigas brings new insights on the massive expansion of
the C1q gene family in Bivalvia. Developmental and Comparative Immunology, 2015, 49, 59-71. 1.0 95

2326 Cyclic Avian Mass Mortality in the Northeastern United States Is Associated with a Novel
Orthomyxovirus. Journal of Virology, 2015, 89, 1389-1403. 1.5 68

2327 Mechanism of enzymatic reaction and proteinâ€“protein interactions of PLD from a 3D structural
model. Cellular Signalling, 2015, 27, 69-81. 1.7 27

2328
Homology modeling and virtual screening of ubiquitin conjugation enzyme E2A for designing a novel
selective antagonist against cancer. Journal of Receptor and Signal Transduction Research, 2015, 35,
536-549.

1.3 22

2329 The G Protein<i>Î±</i>Chaperone Ric-8 as a Potential Therapeutic Target. Molecular Pharmacology, 2015,
87, 52-63. 1.0 35

2330 Substrate Trapping Proteomics Reveals Targets of the Î²TrCP2/FBXW11 Ubiquitin Ligase. Molecular and
Cellular Biology, 2015, 35, 167-181. 1.1 55

2331 Identification of Three Novel Mutations in the FRMD7 Gene for X-linked Idiopathic Congenital
Nystagmus. Scientific Reports, 2014, 4, 3745. 1.6 14

2332 Use of a structural alphabet to find compatible folds for amino acid sequences. Protein Science, 2015,
24, 145-153. 3.1 9

2333
<scp>HesF</scp>, an exoprotein required for filament adhesion and aggregation in
<scp><i>A</i></scp><i>nabaena</i> sp. <scp>PCC</scp> 7120. Environmental Microbiology, 2015, 17,
1631-1648.

1.8 28

2334 Mitochondrial DNA Sequence and Phylogenetic Evaluation of Geographically DisparateSus
scrofaBreeds. Animal Biotechnology, 2015, 26, 17-28. 0.7 13

2335 Identification of a Major Epitope Recognized by PLA2R Autoantibodies in Primary Membranous
Nephropathy. Journal of the American Society of Nephrology: JASN, 2015, 26, 302-313. 3.0 185



131

Citation Report

# Article IF Citations

2336 Full genome sequences and molecular characterization of tick-borne encephalitis virus strains
isolated from human patients. Ticks and Tick-borne Diseases, 2015, 6, 38-46. 1.1 30

2337 Discovery of a new antiviral protein isolated Lonomia obliqua analysed by bioinformatics and
real-time approaches. Cytotechnology, 2015, 67, 1011-1022. 0.7 7

2338 Identification, Characterization and Expression Profiling of Dicer-Like, Argonaute and RNA-Dependent
RNA Polymerase Gene Families in Foxtail Millet. Plant Molecular Biology Reporter, 2015, 33, 43-55. 1.0 54

2339 Identification of Suitable Natural Inhibitor against Influenza A (H1N1) Neuraminidase Protein by
Molecular Docking. Genomics and Informatics, 2016, 14, 96. 0.4 39

2340 Type VII Secretion: A Highly Versatile Secretion System. , 2016, , 357-384. 2

2341 Estrogen-related Receptor Î² (ERRÎ²) â€“ Renaissance Receptor or Receptor Renaissance?. Nuclear Receptor
Signaling, 2016, 14, nrs.14002. 1.0 28

2342 Characterization of Thermotoga thermarum DSM 5069 Î±-Glucuronidase and Synergistic Degradation of
Xylan. BioResources, 2016, 11, . 0.5 1

2343 Human Rab8b Protein as a Cancer Target - An In Silico Study. Journal of Computer Science and Systems
Biology, 2016, 9, . 0.0 7

2344
IDENTIFICATION AND ISOLATION OF GLYCINE, ALANINE AND ASPARAGINE RICH SECRETORY PROTEIN WITH
ANTIBACTERIAL EFFICIENCY FROM DONAX CUNEATUS. International Research Journal of Pharmacy, 2016,
7, 80-85.

0.0 1

2345 Genome-scale investigation of phenotypically distinct but nearly clonal<i>Trichoderma</i>strains.
PeerJ, 2016, 4, e2023. 0.9 3

2346 Association Between Dentin Matrix Protein 1 (rs10019009) Polymorphism and Ankylosing Spondylitis in
a Chinese Han Population from Shandong Province. Chinese Medical Journal, 2016, 129, 657-664. 0.9 11

2347 Proteomics comparison of aspartic protease enzyme in insects. Turkish Journal of Biology, 2016, 40,
69-83. 2.1 11

2348
Characterization of Molecular Mimicry Between UL18 Glycoprotein of Human Cytomegalovirus
[HCMV] and Class-I MHC Molecule through Pattern-based Analysis: An In-silico Approach. Journal of
Health & Medical Informatics, 2016, 7, .

0.2 1

2349 A first generation inhibitor of human Greatwall kinase, enabled by structural and functional
characterisation of a minimal kinase domain construct. Oncotarget, 2016, 7, 71182-71197. 0.8 30

2350
ANTICANCER DRUGS AS PROSPECTIVE EFFLUX PUMP INHIBITORS FOR SALMONELLA TYPHI PRODUCE
CONFLICTING RESULTS IN IN SILICO AND IN VITRO STUDIES. International Journal of Pharmacy and
Pharmaceutical Sciences, 2016, 8, 244.

0.3 11

2351 Structures of TorsinA and its disease-mutant complexed with an activator reveal the molecular basis
for primary dystonia. ELife, 2016, 5, . 2.8 56

2352 Structural Exploration and Conformational Transitions in MDM2 upon DHFR Interaction fromHomo
sapiens: A Computational Outlook for Malignancy via Epigenetic Disruption. Scientifica, 2016, 2016, 1-11. 0.6 4

2353 Characterization of the Deep-Sea Streptomyces sp. SCSIO 02999 Derived VapC/VapB Toxin-Antitoxin
System in Escherichia coli. Toxins, 2016, 8, 195. 1.5 10



132

Citation Report

# Article IF Citations

2354 The Microbial Opsin Homolog Sop1 is involved in Sclerotinia sclerotiorum Development and
Environmental Stress Response. Frontiers in Microbiology, 2015, 6, 1504. 1.5 38

2355 Characterization of Novel Bacteriophages for Biocontrol of Bacterial Blight in Leek Caused by
Pseudomonas syringae pv. porri. Frontiers in Microbiology, 2016, 7, 279. 1.5 86

2356 Biofilm Matrix Composition Affects the Susceptibility of Food Associated Staphylococci to Cleaning
and Disinfection Agents. Frontiers in Microbiology, 2016, 7, 856. 1.5 45

2357 Integrated Information and Prospects for Gliding Mechanism of the Pathogenic Bacterium
Mycoplasma pneumoniae. Frontiers in Microbiology, 2016, 7, 960. 1.5 57

2358 The Antitoxin Protein of a Toxin-Antitoxin System from Xylella fastidiosa Is Secreted via Outer
Membrane Vesicles. Frontiers in Microbiology, 2016, 7, 2030. 1.5 20

2359 Comparative Genomics of the Conjugation Region of F-like Plasmids: Five Shades of F. Frontiers in
Molecular Biosciences, 2016, 3, 71. 1.6 82

2360 The Many Faces of Elongator in Neurodevelopment and Disease. Frontiers in Molecular Neuroscience,
2016, 9, 115. 1.4 51

2361 Role of Bassoon and Piccolo in Assembly and Molecular Organization of the Active Zone. Frontiers in
Synaptic Neuroscience, 2015, 7, 19. 1.3 147

2362 Cloning, Expression and Characterization of a Novel Fructosyltransferase from Aspergillus oryzae
ZZ-01 for the Synthesis of Sucrose 6-Acetate. Catalysts, 2016, 6, 67. 1.6 4

2363 A Review of Ribonuclease 7â€™s Structure, Regulation, and Contributions to Host Defense. International
Journal of Molecular Sciences, 2016, 17, 423. 1.8 49

2364
Identification, Molecular Cloning of IL-1Î² and Its Expression Profile during Nocardia seriolae Infection
in Largemouth Bass, Micropterus salmoides. International Journal of Molecular Sciences, 2016, 17,
1670.

1.8 31

2365 Directed Evolution of Dunaliella salina Ds-26-16 and Salt-Tolerant Response in Escherichia coli.
International Journal of Molecular Sciences, 2016, 17, 1813. 1.8 6

2366 Convert your favorite protein modeling program into a mutation predictor: â€œMODICTâ€•. BMC
Bioinformatics, 2016, 17, 425. 1.2 2

2367 Molecular evolution of Odorant-binding proteins gene family in two closely related Anastrepha fruit
flies. BMC Evolutionary Biology, 2016, 16, 198. 3.2 22

2368 Crystal structure and DNA binding activity of a PadR family transcription regulator from
hypervirulent Clostridium difficile R20291. BMC Microbiology, 2016, 16, 231. 1.3 13

2369 C6: A Monoclonal Antibody Specific for a Fibronectin Epitope Situated at the Interface between the
Oncofoetal Extra-Domain B and the Repeat III8. PLoS ONE, 2016, 11, e0148103. 1.1 5

2370 Deep Insight into the Phosphatomes of Parasitic Protozoa and a Web Resource ProtozPhosDB. PLoS
ONE, 2016, 11, e0167594. 1.1 7

2371 Tools for Model Building and Optimization into Near-Atomic Resolution Electron Cryo-Microscopy
Density Maps. Methods in Enzymology, 2016, 579, 255-276. 0.4 28



133

Citation Report

# Article IF Citations

2372 Coenzyme Q Biosynthesis: Evidence for a Substrate Access Channel in the FAD-Dependent
Monooxygenase Coq6. PLoS Computational Biology, 2016, 12, e1004690. 1.5 10

2373 Evidence for the Nucleo-Apical Shuttling of a Beta-Catenin Like Plasmodium falciparum Armadillo
Repeat Containing Protein. PLoS ONE, 2016, 11, e0148446. 1.1 13

2374 New Cysteine-Rich Ice-Binding Protein Secreted from Antarctic Microalga, Chloromonas sp.. PLoS ONE,
2016, 11, e0154056. 1.1 18

2375 Environmental Factors Modulating the Stability and Enzymatic Activity of the Petrotoga mobilis
Esterase (PmEst). PLoS ONE, 2016, 11, e0158146. 1.1 8

2376 The Type III Secretion Translocation Pore Senses Host Cell Contact. PLoS Pathogens, 2016, 12, e1005530. 2.1 42

2377 Ternary WD40 Repeat-Containing Protein Complexes: Evolution, Composition and Roles in Plant
Immunity. Frontiers in Plant Science, 2015, 6, 1108. 1.7 62

2378 Identification and Characterization of the Sucrose Synthase 2 Gene (Sus2) in Durum Wheat. Frontiers
in Plant Science, 2016, 7, 266. 1.7 15

2379
Identification and Comparative Analysis of H2O2-Scavenging Enzymes (Ascorbate Peroxidase and) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 467 Td (Glutathione Peroxidase) in Selected Plants Employing Bioinformatics Approaches. Frontiers in Plant

Science, 2016, 7, 301.
1.7 144

2380 Comparative Analysis of DNA Methyltransferase Gene Family in Fungi: A Focus on Basidiomycota.
Frontiers in Plant Science, 2016, 7, 1556. 1.7 12

2381 Computational methods in drug discovery. Beilstein Journal of Organic Chemistry, 2016, 12, 2694-2718. 1.3 418

2382
In Silico Approach of Structure Prediction and Functional Characterization of Zaire Ebola (Ebov) and
Identification of Binding Site for Drug Development. International Journal of Applied Sciences and
Biotechnology, 2016, 4, 92-103.

0.4 1

2383 Virtual Screening for Potential Inhibitors of NS3 Protein of Zika Virus. Genomics and Informatics,
2016, 14, 104. 0.4 59

2384 A highly conserved metalloprotease effector enhances virulence in the maize anthracnose fungus
<i>Colletotrichum graminicola</i>. Molecular Plant Pathology, 2016, 17, 1048-1062. 2.0 77

2385 An Amphiphysin-Like Domain in Fus2p Is Required for Rvs161p Interaction and Cortical Localization. G3:
Genes, Genomes, Genetics, 2016, 6, 337-349. 0.8 7

2386
Identification of <i>IDUA</i> and <i>WNT16</i> Phosphorylation-Related Non-Synonymous
Polymorphisms for Bone Mineral Density in Meta-Analyses of Genome-Wide Association Studies.
Journal of Bone and Mineral Research, 2016, 31, 358-368.

3.1 24

2387 Transfer <scp>RNA</scp> maturation in <i>Chlamydomonas</i> mitochondria, chloroplast and the
nucleus by a single <scp>RN</scp>ase P protein. Plant Journal, 2016, 87, 270-280. 2.8 18

2388 Synthesis, Activity, and Docking Study of Novel Phenylthiazoleâ€•Carboxamido Acid Derivatives as FFA2
Agonists. Chemical Biology and Drug Design, 2016, 88, 26-37. 1.5 6

2389 A new nucleocytoplasmic RhoGAP protein contributes to control the pathogenicity ofEntamoeba
histolyticaby regulating EhRacC and EhRacD activity. Cellular Microbiology, 2016, 18, 1653-1672. 1.1 5



134

Citation Report

# Article IF Citations

2390 Xenobiotic Pathway Gene Polymorphisms Associated with Gastric Cancer in High Risk Mizoâ€•Mongoloid
Population, Northeast India. Helicobacter, 2016, 21, 523-535. 1.6 22

2391 Cyclic diguanylate regulation of <i>Bacillus cereus</i> group biofilm formation. Molecular
Microbiology, 2016, 101, 471-494. 1.2 39

2392 A Single Amino Acid Substitution in Poliovirus Nonstructural Protein 2C <sup>ATPase</sup> Causes
Conditional Defects in Encapsidation and Uncoating. Journal of Virology, 2016, 90, 6174-6186. 1.5 23

2393 Identification and characterisation of two general odourantâ€•binding proteins from the litchi fruit
borer, <i>Conopomorpha sinensis</i> Bradley. Pest Management Science, 2016, 72, 877-887. 1.7 28

2394 Chemosensory proteins involved in host recognition in the storedâ€•food mite <i>Tyrophagus
putrescentiae</i>. Pest Management Science, 2016, 72, 1508-1516. 1.7 17

2395 Assessment of the contribution of chemoreceptorâ€•based signalling to biofilm formation.
Environmental Microbiology, 2016, 18, 3355-3372. 1.8 67

2396 Constant change: dynamic regulation of membrane transport by calcium signalling networks keeps
plants in tune with their environment. Plant, Cell and Environment, 2016, 39, 467-481. 2.8 16

2397 3D Structure, Dimerization Modeling, and Lead Discovery by Ligandâ€•protein Interaction Analysis of p60
Transcription Regulator Protein (p60TRP). Molecular Informatics, 2016, 35, 99-108. 1.4 8

2398 Proteome targets of ubiquitinâ€•like samp1ylation are associated with sulfur metabolism and oxidative
stress in <i>Haloferax volcanii</i>. Proteomics, 2016, 16, 1100-1110. 1.3 16

2399 Identification and characterization of a bacterial hyaluronidase and its production in recombinant
form. FEBS Letters, 2016, 590, 2180-2189. 1.3 15

2400
Homologous regulators, CnfR1 and CnfR2, activate expression of two distinct nitrogenase gene
clusters in the filamentous cyanobacterium <i>Anabaena variabilis</i> ATCC 29413. Molecular
Microbiology, 2016, 100, 1096-1109.

1.2 17

2401 <scp>RNF121</scp> Inhibits Angiogenic Growth Factor Signaling by Restricting Cell Surface Expression
of <scp>VEGFR</scp>â€•2. Traffic, 2016, 17, 289-300. 1.3 18

2402 <scp>McpQ</scp> is a specific citrate chemoreceptor that responds preferentially to citrate/metal ion
complexes. Environmental Microbiology, 2016, 18, 3284-3295. 1.8 39

2403 Comparative and transcriptional analysis of the predicted secretome in the lignocelluloseâ€•degrading
basidiomycete fungus <i>Pleurotus ostreatus</i>. Environmental Microbiology, 2016, 18, 4710-4726. 1.8 77

2404
Functional and structural characterization of a potent <scp>GH</scp>74 <i>endo</i>â€•xyloglucanase
from the soil saprophyte <i>Cellvibrio japonicus</i> unravels the first step of xyloglucan
degradation. FEBS Journal, 2016, 283, 1701-1719.

2.2 29

2405
Functional and mutational analyses of an omegaâ€•class glutathione <i>S</i>â€•transferase (<i>GSTO2</i>)
that is required for reducing oxidative damage in <i>Apis cerana cerana</i>. Insect Molecular Biology,
2016, 25, 470-486.

1.0 32

2406
The pathogenicity factor HrpF interacts with HrpA and HrpG to modulate type III secretion system
(T3SS) function and <i>t3ss</i> expression in <i>Pseudomonas syringae</i> pv. <i>averrhoi</i>.
Molecular Plant Pathology, 2016, 17, 1080-1094.

2.0 15

2407 MglC, a Paralog of Myxococcus xanthus GTPase-Activating Protein MglB, Plays a Divergent Role in
Motility Regulation. Journal of Bacteriology, 2016, 198, 510-520. 1.0 21



135

Citation Report

# Article IF Citations

2408 A closed conformation of the Caenorhabditis elegans separaseâ€“securin complex. Open Biology, 2016,
6, 160032. 1.5 10

2409 Structure of human Cdc45 and implications for CMG helicase function. Nature Communications, 2016,
7, 11638. 5.8 57

2410 Genome-wide analysis of the AP2/ERF family in Musa species reveals divergence and
neofunctionalisation during evolution. Scientific Reports, 2016, 6, 18878. 1.6 75

2411 The N-terminal zinc finger domain of Tgf2 transposase contributes to DNA binding and to
transposition activity. Scientific Reports, 2016, 6, 27101. 1.6 8

2412 A Novel Protective Vaccine Antigen from the Core Escherichia coli Genome. MSphere, 2016, 1, . 1.3 43

2413 Characterization of a bacterial pyranose 2-oxidase from Arthrobacter siccitolerans. Journal of
Molecular Catalysis B: Enzymatic, 2016, 133, S34-S43. 1.8 17

2414
Essential proteins and possible therapeutic targets of Wolbachia endosymbiont and development of
FiloBase-a comprehensive drug target database for Lymphatic filariasis. Scientific Reports, 2016, 6,
19842.

1.6 16

2415 Ligand-binding specificity and promiscuity of the main lignocellulolytic enzyme families as revealed by
active-site architecture analysis. Scientific Reports, 2016, 6, 23605. 1.6 27

2416 Protein rethreading: A novel approach to protein design. Scientific Reports, 2016, 6, 26847. 1.6 5

2417
Characterization of the starch-acting MaAmyB enzyme from Microbacterium aurum B8.A representing
the novel subfamily GH13_42 with an unusual, multi-domain organization. Scientific Reports, 2016, 6,
36100.

1.6 11

2418 <i> <scp>IGSF</scp> 10 </i> mutations dysregulate gonadotropinâ€•releasing hormone neuronal
migration resulting in delayed puberty. EMBO Molecular Medicine, 2016, 8, 626-642. 3.3 109

2419 De-novo protein function prediction using DNA binding and RNA binding proteins as a test case. Nature
Communications, 2016, 7, 13424. 5.8 22

2420 Selective pressure against horizontally acquired prokaryotic genes as a driving force of plastid
evolution. Scientific Reports, 2016, 6, 19036. 1.6 12

2421 Comprehensive Structural Characterization of the Bacterial Homospermidine Synthaseâ€“an Essential
Enzyme of the Polyamine Metabolism. Scientific Reports, 2016, 6, 19501. 1.6 19

2422 Diverse mechanisms of metaeffector activity in an intracellular bacterial pathogen, <i>Legionella
pneumophila</i>. Molecular Systems Biology, 2016, 12, 893. 3.2 108

2423 Type VII Secretion: A Highly Versatile Secretion System. Microbiology Spectrum, 2016, 4, . 1.2 81

2424 A centrosome interactome provides insight into organelle assembly and reveals a non-duplication
role for Plk4. Nature Communications, 2016, 7, 12476. 5.8 53

2425 Systematic site-directed mutagenesis of the Helicobacter pylori CagL protein of the Cag type IV
secretion system identifies novel functional domains. Scientific Reports, 2016, 6, 38101. 1.6 26



136

Citation Report

# Article IF Citations

2426 Lipid-II Independent Antimicrobial Mechanism of Nisin Depends On Its Crowding And Degree Of
Oligomerization. Scientific Reports, 2016, 6, 37908. 1.6 95

2427 A SDD1-like subtilase is exuded by tobacco roots. Functional Plant Biology, 2016, 43, 141. 1.1 8

2428 Predict drug permeability to bloodâ€“brain-barrier from clinical phenotypes: drug side effects and drug
indications. Bioinformatics, 2017, 33, 901-908. 1.8 61

2429 Functional and structural characterization of a novel putative cysteine protease cell wall-modifying
multi-domain enzyme selected from a microbial metagenome. Scientific Reports, 2016, 6, 38031. 1.6 9

2430 Anaerobic Formate and Hydrogen Metabolism. EcoSal Plus, 2016, 7, . 2.1 95

2431 Functional Characterization of Pneumocystis carinii Inositol Transporter 1. MBio, 2016, 7, . 1.8 8

2432 Biosynthesis and Regulation of Wheat Amylose and Amylopectin from Proteomic and
Phosphoproteomic Characterization of Granule-binding Proteins. Scientific Reports, 2016, 6, 33111. 1.6 39

2433 Structure and biological function of ENPP6, a choline-specific
glycerophosphodiester-phosphodiesterase. Scientific Reports, 2016, 6, 20995. 1.6 51

2434 Non-Virilizing Congenital Adrenal Hyperplasia in a Female Patient with a Novel
&lt;b&gt;&lt;i&gt;HSD3B2&lt;/i&gt;&lt;/b&gt; Mutation. Sexual Development, 2016, 10, 200-204. 1.1 6

2435 Novel WISP3 mutations causing progressive pseudorheumatoid dysplasia in two Chinese families.
Human Genome Variation, 2016, 3, 16041. 0.4 11

2436 Peptides derived from CXCL8 based on in silico analysis inhibit CXCL8 interactions with its receptor
CXCR1. Scientific Reports, 2016, 5, 18638. 1.6 24

2437 Structural and dynamics studies of a truncated variant of CI repressor from bacteriophage TP901-1.
Scientific Reports, 2016, 6, 29574. 1.6 13

2438 E. coli metabolic protein aldehyde-alcohol dehydrogenase-E binds to the ribosome: a unique
moonlighting action revealed. Scientific Reports, 2016, 6, 19936. 1.6 12

2439 Whole exome sequencing links dental tumor to an autosomal-dominant mutation in ANO5 gene
associated with gnathodiaphyseal dysplasia and muscle dystrophies. Scientific Reports, 2016, 6, 26440. 1.6 25

2440 Middle East Respiratory Syndrome Coronavirus NS4b Protein Inhibits Host RNase L Activation. MBio,
2016, 7, e00258. 1.8 125

2441 Enhancement of isomerization activity and lactulose production of cellobiose 2-epimerase from
Caldicellulosiruptor saccharolyticus. Food Chemistry, 2016, 207, 60-67. 4.2 49

2442
Structural and kinetic studies on RosA, the enzyme catalysing the methylation of
8â€•demethylâ€•8â€•aminoâ€•<scp>d</scp>â€•riboflavin to the antibiotic roseoflavin. FEBS Journal, 2016, 283,
1531-1549.

2.2 13

2443 Mycoplasma agalactiae Secretion of Î²-(1â†’6)-Glucan, a Rare Polysaccharide in Prokaryotes, Is Governed by
High-Frequency Phase Variation. Applied and Environmental Microbiology, 2016, 82, 3370-3383. 1.4 22



137

Citation Report

# Article IF Citations

2444 Catalytic improvement and structural analysis of atrazine chlorohydrolase by site-saturation
mutagenesis. Bioscience, Biotechnology and Biochemistry, 2016, 80, 1336-1343. 0.6 2

2445 Plastid ribosomal protein S5 is involved in photosynthesis, plant development, and cold stress
tolerance in Arabidopsis. Journal of Experimental Botany, 2016, 67, 2731-2744. 2.4 81

2446 Hendra virus and Nipah virus animal vaccines. Vaccine, 2016, 34, 3525-3534. 1.7 72

2447 Limited proteolysis of myoglobin opens channel in ferrochelatase-globin complex for iron to zinc
transmetallation. Food Chemistry, 2016, 210, 491-499. 4.2 14

2448 REH2C Helicase and GRBC Subcomplexes May Base Pair through mRNA and Small Guide RNA in
Kinetoplastid Editosomes. Journal of Biological Chemistry, 2016, 291, 5753-5764. 1.6 22

2449 Cross-regulation between Aurora B and Citron kinase controls midbody architecture in cytokinesis.
Open Biology, 2016, 6, 160019. 1.5 39

2450 The cleavage specificity of the aspartic protease of cocoa beans involved in the generation of the
cocoa-specific aroma precursors. Food Chemistry, 2016, 211, 320-328. 4.2 25

2451 Mutations in <i>pepQ</i> Confer Low-Level Resistance to Bedaquiline and Clofazimine in
Mycobacterium tuberculosis. Antimicrobial Agents and Chemotherapy, 2016, 60, 4590-4599. 1.4 165

2452 Protein architecture and core residues in unwound Î±-helices provide insights to the transport
function of plant AtCHX17. Biochimica Et Biophysica Acta - Biomembranes, 2016, 1858, 1983-1998. 1.4 16

2453
Identification and characterization of a long-chain fatty acid transporter in the
sophorolipid-producing strain Starmerella bombicola. Applied Microbiology and Biotechnology, 2016,
100, 7137-7150.

1.7 13

2454 Allele mining in Indica rice (Oryza sativa L.) for ATP binding cassette (ABC) transporter gene family for
aluminum tolerance. Indian Journal of Plant Physiology, 2016, 21, 161-170. 0.8 4

2455
Nextâ€•generation sequencing for identification of candidate genes for <i>Fusarium</i> wilt and
sterility mosaic disease in pigeonpea (<i><scp>C</scp>ajanus cajan</i>). Plant Biotechnology Journal,
2016, 14, 1183-1194.

4.1 108

2456 Evolutionary Ancestry of Eukaryotic Protein Kinases and Choline Kinases. Journal of Biological
Chemistry, 2016, 291, 5199-5205. 1.6 11

2457 Overexpression and purification of folded domain of prostate cancer related proteins MSMB and PSA.
Molecular Biology Reports, 2016, 43, 349-358. 1.0 1

2458 Kluyveromyces lactisgenome harbours a functional linker histone encoding gene. FEMS Yeast
Research, 2016, 16, fow034. 1.1 1

2459 In silico analysis of a novel <i><scp>MKRN</scp>3</i> missense mutation in familial central precocious
puberty. Clinical Endocrinology, 2016, 84, 80-84. 1.2 29

2460 PRD-1, a Component of the Circadian System of Neurospora crassa, Is a Member of the DEAD-box RNA
Helicase Family. Journal of Biological Rhythms, 2016, 31, 258-271. 1.4 23

2461 The R130S mutation significantly affects the function of prestin, the outer hair cell motor protein.
Journal of Molecular Medicine, 2016, 94, 1053-1062. 1.7 11



138

Citation Report

# Article IF Citations

2462
Process development of a human recombinant diabody expressed in E. coli: engagement of
CD99-induced apoptosis for target therapy in Ewingâ€™s sarcoma. Applied Microbiology and
Biotechnology, 2016, 100, 3949-3963.

1.7 6

2463 Comparative analyses of squalene synthase (SQS) proteins in poplar and pine by using bioinformatics
tools. Tree Genetics and Genomes, 2016, 12, 1. 0.6 1

2464 Development of Structure-Based Vaccines for Ehrlichiosis. Methods in Molecular Biology, 2016, 1403,
519-534. 0.4 4

2465 Comparative modelling and molecular docking of nitrate reductase from Bacillus weihenstephanensis
(DS45). Journal of Taibah University for Science, 2016, 10, 621-630. 1.1 6

2466 Determination of antigenicity-altering patches on the major surface protein of human influenza
A/H3N2 viruses. Virus Evolution, 2016, 2, vev025. 2.2 21

2467 Regulatory (pan-)genome of an obligate intracellular pathogen in the PVC superphylum. ISME Journal,
2016, 10, 2129-2144. 4.4 22

2468 Low pH and Anionic Lipid-dependent Fusion of Uukuniemi Phlebovirus to Liposomes. Journal of
Biological Chemistry, 2016, 291, 6412-6422. 1.6 38

2469 Î±-Amylases from Archaea: Sequences, Structures and Evolution. Grand Challenges in Biology and
Biotechnology, 2016, , 505-524. 2.4 4

2470 Remarkable evolutionary relatedness among the enzymes and proteins from the Î±-amylase family.
Cellular and Molecular Life Sciences, 2016, 73, 2707-2725. 2.4 81

2471 Structure of a group II intron in complex with its reverse transcriptase. Nature Structural and
Molecular Biology, 2016, 23, 549-557. 3.6 102

2472 Secretory cargo sorting by Ca2+-dependent Cab45 oligomerization at the trans-Golgi network. Journal
of Cell Biology, 2016, 213, 305-314. 2.3 45

2473 Structural modeling of G-protein coupled receptors: An overview on automatic web-servers.
International Journal of Biochemistry and Cell Biology, 2016, 77, 264-274. 1.2 11

2474 The function of the two-pore channel TPC1 depends on dimerization of its carboxy-terminal helix.
Cellular and Molecular Life Sciences, 2016, 73, 2565-2581. 2.4 28

2476
Computational docking, molecular dynamics simulation and subsite structure analysis of a
maltogenic amylase from Bacillus lehensis G1 provide insights into substrate and product specificity.
Journal of Molecular Graphics and Modelling, 2016, 67, 1-13.

1.3 14

2477 Genome-wide identification and evolutionary analyses of the PP2C gene family with their expression
profiling in response to multiple stresses in Brachypodium distachyon. BMC Genomics, 2016, 17, 175. 1.2 98

2478 Biochemical and monolayer characterization of Tunisian snake venom phospholipases. International
Journal of Biological Macromolecules, 2016, 89, 640-646. 3.6 4

2479
Functional characterization of a novel microbial esterase identified from the Indian Ocean and its use
in the stereoselective preparation of (R)-methyl mandelate. Chinese Journal of Oceanology and
Limnology, 2016, 34, 1269-1277.

0.7 2

2480 The homologous identification of the stem rust resistance genes Rpg5, Adf3 and RGA1 in the relatives
of barley. Cytology and Genetics, 2016, 50, 96-105. 0.2 1



139

Citation Report

# Article IF Citations

2481 Surface-Directed Assembly of Sequence-Defined Synthetic Polymers into Networks of Hexagonally
Patterned Nanoribbons with Controlled Functionalities. ACS Nano, 2016, 10, 5314-5320. 7.3 57

2482 Exome sequencing reveals recurrent germ line variants in patients with familial WaldenstrÃ¶m
macroglobulinemia. Blood, 2016, 127, 2598-2606. 0.6 22

2483 Vitamin D-Mediated Hypercalcemia: Mechanisms, Diagnosis, and Treatment. Endocrine Reviews, 2016, 37,
521-547. 8.9 253

2484
Structural Elements in the Transmembrane and Cytoplasmic Domains of the Metal Transporter
SLC30A10 Are Required for Its Manganese Efflux Activity. Journal of Biological Chemistry, 2016, 291,
15940-15957.

1.6 56

2485 Near-atomic cryo-EM structure of PRC1 bound to the microtubule. Proceedings of the National
Academy of Sciences of the United States of America, 2016, 113, 9430-9439. 3.3 70

2486 p53 controls CDC7 levels to reinforce G1 cell cycle arrest upon genotoxic stress. Cell Cycle, 2016, 15,
2958-2972. 1.3 18

2487 Electrostatic Interactions between Elongated Monomers Drive Filamentation of Drosophila Shrub, a
Metazoan ESCRT-III Protein. Cell Reports, 2016, 16, 1211-1217. 2.9 32

2488 Suppressor of Cytokine Signallingâ€•3â€‰as a Drug Target for Type 2 Diabetes Mellitus: A Structureâ€•Guided
Approach. ChemistrySelect, 2016, 1, 2502-2514. 0.7 7

2489 Association of a Network of Interferon-Stimulated Genes with a Locus Encoding a Negative Regulator
of Non-conventional IKK Kinases and IFNB1. Cell Reports, 2016, 17, 425-435. 2.9 4

2490 Molecular dynamics simulation study of nerve ion channel. Materials Today: Proceedings, 2016, 3,
1828-1834. 0.9 1

2491 Development of simple random mutagenesis protocol for the protein expression system in Pichia
pastoris. Biotechnology for Biofuels, 2016, 9, 199. 6.2 22

2492 Proteolytic activation of both components of the cation stressâ€“responsive Slt pathway in
<i>Aspergillus nidulans</i>. Molecular Biology of the Cell, 2016, 27, 2598-2612. 0.9 14

2493 The Solvent-Exposed C-Terminus of the Cytolysin A Pore-Forming Toxin Directs Pore Formation and
Channel Function in Membranes. Biochemistry, 2016, 55, 5952-5961. 1.2 17

2494 Comparative Biochemistry and In Vitro Pathway Reconstruction as Powerful Partners in Studies of
Metabolic Diversity. Methods in Enzymology, 2016, 576, 1-17. 0.4 9

2495 Using <scp>HHsearch</scp> to tackle proteins of unknown function: A pilot study with
<scp>PH</scp> domains. Traffic, 2016, 17, 1214-1226. 1.3 51

2496
Mapping of the Communication-Mediating Interface in Nonribosomal Peptide Synthetases Using a
Genetically Encoded Photocrosslinker Supports an Upside-Down Helix-Hand Motif. Journal of
Molecular Biology, 2016, 428, 4345-4360.

2.0 33

2497 A secreted bacterial peptidoglycan hydrolase enhances tolerance to enteric pathogens. Science, 2016,
353, 1434-1437. 6.0 116

2498 An histidine covalent receptor and butenolide complex mediates strigolactone perception. Nature
Chemical Biology, 2016, 12, 787-794. 3.9 244



140

Citation Report

# Article IF Citations

2499 Sr33 and Sr35 gene homolog identification in genomes of cereals related to Aegilops tauschii and
Triticum monococcum. Cytology and Genetics, 2016, 50, 221-230. 0.2 2

2500 Interaction Between HIV-1 Nef and Calnexin. Arteriosclerosis, Thrombosis, and Vascular Biology, 2016,
36, 1758-1771. 1.1 21

2501 An inactivating mutation in intestinal cell kinase,<i>ICK</i>, impairs hedgehog signalling and causes
short rib-polydactyly syndrome. Human Molecular Genetics, 2016, 25, 3998-4011. 1.4 44

2502
Functional characterization of the <scp><i>A</i></scp><i>spergillus nidulans</i> glucosylceramide
pathway reveals that LCB Î”8â€•desaturation and C9â€•methylation are relevant to filamentous growth, lipid
raft localization and <i>Ps</i>d1 defensin activity. Molecular Microbiology, 2016, 102, 488-505.

1.2 34

2503 Beta thalassemia in 31,734 cases with HBB gene mutations: Pathogenic and structural analysis of the
common mutations; Iran as the crossroads of the Middle East. Blood Reviews, 2016, 30, 493-508. 2.8 31

2504 Structural basis for tRNA modification by Elp3 from Dehalococcoides mccartyi. Nature Structural
and Molecular Biology, 2016, 23, 794-802. 3.6 59

2505 Exploring the directionality of <i>Escherichia coli</i> formate hydrogenlyase: a membraneâ€•bound
enzyme capable of fixing carbon dioxide to organic acid. MicrobiologyOpen, 2016, 5, 721-737. 1.2 60

2506 Identification of nuclear localization signal within goldfish Tgf2 transposase. Gene, 2016, 593, 21-27. 1.0 0

2507 A novel sweet potato potyvirus open reading frame (ORF) is expressed via polymerase slippage and
suppresses RNA silencing. Molecular Plant Pathology, 2016, 17, 1111-1123. 2.0 61

2508 Functional analysis of recombinant 2â€•Cys peroxiredoxin from the hard tick
<scp><i>H</i></scp><i>aemaphysalis longicornis</i>. Insect Molecular Biology, 2016, 25, 16-23. 1.0 12

2509 Advanced Methods in Structural Biology. Springer Protocols, 2016, , . 0.1 1

2510 Genome-wide identification of salinity responsive HSP70s in common bean. Molecular Biology Reports,
2016, 43, 1251-1266. 1.0 31

2511 Genome-wide analysis of the lectin receptor-like kinase family in foxtail millet (Setaria italica L.). Plant
Cell, Tissue and Organ Culture, 2016, 127, 335-346. 1.2 27

2512 Staphylococcal SCCmec elements encode an active MCM-like helicase and thus may be replicative.
Nature Structural and Molecular Biology, 2016, 23, 891-898. 3.6 31

2513
Plasmids from Shiga Toxin-Producing Escherichia coli Strains with Rare Enterohemolysin Gene () Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 187 Td (<i>ehxA</i> ) Subtypes Reveal Pathogenicity Potential and Display a Novel Evolutionary Path. Applied

and Environmental Microbiology, 2016, 82, 6367-6377.
1.4 19

2514 BAR Domain-Containing FAM92 Proteins Interact with Chibby1 To Facilitate Ciliogenesis. Molecular and
Cellular Biology, 2016, 36, 2668-2680. 1.1 38

2515 Identification of Small Molecular Inhibitors for Efflux Protein: DrrA of Mycobacterium tuberculosis.
Cellular and Molecular Bioengineering, 2016, 9, 190-202. 1.0 6

2516 Cell-Type-Specific Alternative Splicing Governs Cell Fate in the Developing Cerebral Cortex. Cell, 2016,
166, 1147-1162.e15. 13.5 276



141

Citation Report

# Article IF Citations

2519 Structure Determination Software for Macromolecular X-Ray Crystallography. Springer Protocols,
2016, , 293-314. 0.1 0

2520
TSGP4 from Ornithodoros moubata : molecular cloning, phylogenetic analysis and vaccine efficacy of
a new member of the lipocalin clade of cysteinyl leukotriene scavengers. Veterinary Parasitology,
2016, 227, 130-137.

0.7 8

2521 The conformational IgE epitope profile of soya bean allergen Gly m 4. Clinical and Experimental
Allergy, 2016, 46, 1484-1497. 1.4 22

2522 Two different mechanisms mediate chemotaxis to inorganic phosphate in Pseudomonas aeruginosa.
Scientific Reports, 2016, 6, 28967. 1.6 62

2523 The Mosaic Type IV Secretion Systems. EcoSal Plus, 2016, 7, . 2.1 116

2524 Explosive cell lysis as a mechanism for the biogenesis of bacterial membrane vesicles and biofilms.
Nature Communications, 2016, 7, 11220. 5.8 487

2525 Protein fold families prediction based on graph representations and machine learning methods. , 2016,
, . 0

2526 Evolved hexose transporter enhances xylose uptake and glucose/xylose co-utilization in
Saccharomyces cerevisiae. Scientific Reports, 2016, 6, 19512. 1.6 100

2527 A Rapid Method for Refolding Cell Surface Receptors and Ligands. Scientific Reports, 2016, 6, 26482. 1.6 8

2528 Energetics of Glutathione Binding to Human Eukaryotic Elongation Factor 1 Gamma: Isothermal
Titration Calorimetry and Molecular Dynamics Studies. Protein Journal, 2016, 35, 448-458. 0.7 3

2529 Screening and characterization of novel specific peptides targeting MDA-MB-231 claudin-low breast
carcinoma by computer-aided phage display methodologies. BMC Cancer, 2016, 16, 881. 1.1 11

2530 Functional characterization of the native swollenin from Trichoderma reesei: study of its possible
role as C1 factor of enzymatic lignocellulose conversion. Biotechnology for Biofuels, 2016, 9, 178. 6.2 51

2531 Phylogenesys and homology modeling in Zika virus epidemic: food for thought. Pathogens and Global
Health, 2016, 110, 269-274. 1.0 5

2532 Thf1 interacts with PS I and stabilizes the PS I complex in <scp><i>S</i></scp><i>ynechococcus</i> sp.
PCC7942. Molecular Microbiology, 2016, 102, 738-751. 1.2 15

2533 Insight into a novel Î²-1,4-glucosidase from Streptomyces griseorubens JSD-1. Applied Biochemistry and
Microbiology, 2016, 52, 371-377. 0.3 1

2534 InteractoMIX: a suite of computational tools to exploit interactomes in biological and clinical
research. Biochemical Society Transactions, 2016, 44, 917-924. 1.6 3

2535 TSSC1 is novel component of the endosomal retrieval machinery. Molecular Biology of the Cell, 2016,
27, 2867-2878. 0.9 27

2536 UDP-galactopyranose mutase, a potential drug target against human pathogenic nematode<i>Brugia
malayi</i>. Pathogens and Disease, 2016, 74, ftw072. 0.8 6



142

Citation Report

# Article IF Citations

2537 Homology modeling, substrate docking, and molecular simulation studies of mycobacteriophage
Che12 lysin A. Journal of Molecular Modeling, 2016, 22, 180. 0.8 6

2538 EssC: domain structures inform on the elusive translocation channel in the TypeÂ VII secretion system.
Biochemical Journal, 2016, 473, 1941-1952. 1.7 48

2539 Protein Domains: Structure, Function, and Methods. , 2016, , 91-97. 3

2540 Identification of Evolutionarily Conserved Md1 Splice Variants That Regulate Innate Immunity through
Differential Induction of NF-ÐºB. Journal of Immunology, 2016, 197, 1379-1388. 0.4 7

2541 Homology modeling and virtual screening studies of FGF-7 proteinâ€”a structure-based approach to
design new molecules against tumor angiogenesis. Journal of Chemical Biology, 2016, 9, 69-78. 2.2 13

2542
Modulation of P-glycoprotein activity by novel synthetic curcumin derivatives in sensitive and
multidrug-resistant T-cell acute lymphoblastic leukemia cell lines. Toxicology and Applied
Pharmacology, 2016, 305, 216-233.

1.3 31

2543 Transcriptomic analysis of the autophagy machinery in crustaceans. BMC Genomics, 2016, 17, 587. 1.2 14

2544 The Mycobacterium tuberculosis transcriptional landscape under genotoxic stress. BMC Genomics,
2016, 17, 791. 1.2 33

2545 Identification of SP110 in horse (Equus caballus): Isolation of novel splice variants and evidence of
activation effects on macrophages. Tuberculosis, 2016, 101, 85-94. 0.8 1

2546 Type IV Pilus Alignment Subcomplex Proteins PilN and PilO Form Homo- and Heterodimers in Vivo.
Journal of Biological Chemistry, 2016, 291, 19923-19938. 1.6 28

2547 The structure of a doripenemâ€•bound OXAâ€•51 class D Î²â€•lactamase variant with enhanced carbapenemase
activity. Protein Science, 2016, 25, 2152-2163. 3.1 24

2548 Comparative genomics reveals convergent rates of evolution in antâ€“plant mutualisms. Nature
Communications, 2016, 7, 12679. 5.8 47

2549 Molecular Mechanism of Action of Antimalarial Benzoisothiazolones: Species-Selective Inhibitors of
the Plasmodium spp. MEP Pathway enzyme, IspD. Scientific Reports, 2016, 6, 36777. 1.6 13

2550 In vivo protein interaction network analysis reveals porin-localized antibiotic inactivation in
Acinetobacter baumannii strain AB5075. Nature Communications, 2016, 7, 13414. 5.8 81

2551 Metagenomic discovery of novel enzymes and biosurfactants in a slaughterhouse biofilm microbial
community. Scientific Reports, 2016, 6, 27035. 1.6 74

2552 Wheat Fhb1 encodes a chimeric lectin with agglutinin domains and a pore-forming toxin-like domain
conferring resistance to Fusarium head blight. Nature Genetics, 2016, 48, 1576-1580. 9.4 299

2553 Structures of the E. coli translating ribosome with SRP and its receptor and with the translocon.
Nature Communications, 2016, 7, 10471. 5.8 88

2554 A Survey of Computational Methods for Protein Function Prediction. , 2016, , 225-298. 42



143

Citation Report

# Article IF Citations

2555 Reversible thermal unfolding of a yfdX protein with chaperone-like activity. Scientific Reports, 2016, 6,
29541. 1.6 18

2556 Cytc6-3: A New Isoform of Photosynthetic Cytc6Exclusive to Heterocyst-Forming Cyanobacteria. Plant
and Cell Physiology, 2016, 58, pcw184. 1.5 3

2557 Comparative Protein Structure Modeling Using MODELLER. Current Protocols in Protein Science,
2016, 86, 2.9.1-2.9.37. 2.8 471

2558 The Reverse Transcriptase/RNA Maturase Protein MatR Is Required for the Splicing of Various Group II
Introns in Brassicaceae Mitochondria. Plant Cell, 2016, 28, 2805-2829. 3.1 91

2559 Saccharification of thermochemically pretreated cellulosic biomass using native and engineered
cellulosomal enzyme systems. Reaction Chemistry and Engineering, 2016, 1, 616-628. 1.9 8

2560 Co-dependence between trypanosome nuclear lamina components in nuclear stability and control of
gene expression. Nucleic Acids Research, 2016, 44, 10554-10570. 6.5 23

2561 Functional characterisation of Schistosoma japonicum acetylcholinesterase. Parasites and Vectors,
2016, 9, 328. 1.0 18

2562
Structure of the cyanobactin oxidase ThcOx from<i>Cyanothece</i>sp. PCC 7425, the first structure
to be solved at Diamond Light Source beamline I23 by means of S-SAD. Acta Crystallographica Section
D: Structural Biology, 2016, 72, 1174-1180.

1.1 26

2563 New structural insights into Golgi Reassembly and Stacking Protein (GRASP) in solution. Scientific
Reports, 2016, 6, 29976. 1.6 24

2564 S1PR2 variants associated with auditory function in humans and endocochlear potential decline in
mouse. Scientific Reports, 2016, 6, 28964. 1.6 30

2565 Characterization and functional analyses of a novel chicken CD8Î± variant X1 (CD8Î±1)1,2. Journal of
Animal Science, 2016, 94, 2737-2751. 0.2 13

2566 Computational study of a calcium release-activated calcium channel. AIP Conference Proceedings,
2016, , . 0.3 1

2567 A common theme in extracellular fluids of beetles: extracellular superoxide dismutases crucial for
balancing ROS in response to microbial challenge. Scientific Reports, 2016, 6, 24082. 1.6 17

2568 RaFoSA: Random forests secondary structure assignment for coarse-grained and all-atom protein
systems. Cogent Biology, 2016, 2, 1214061. 1.7 13

2569 A novel <i><scp>CHST3</scp></i> allele associated with spondyloepiphyseal dysplasia and hearing loss
in Pakistani kindred. Clinical Genetics, 2016, 90, 90-95. 1.0 24

2570
The common gamma chain cytokine interleukinâ€•21 is expressed by activated lymphocytes from two
macropod marsupials, <i>Macropus eugenii</i> and <i>Onychogalea fraenata</i>. International
Journal of Immunogenetics, 2016, 43, 209-217.

0.8 3

2571 A phospholipase A<sub>1</sub> antibacterial Type VI secretion effector interacts directly with the
Câ€•terminal domain of the VgrG spike protein for delivery. Molecular Microbiology, 2016, 99, 1099-1118. 1.2 179

2572 Comparative analysis of embryo surrounding region (Esr-6) genes in Turkish maize varieties:
sequencing and modeling. Revista Brasileira De Botanica, 2016, 39, 287-293. 0.5 1



144

Citation Report

# Article IF Citations

2573 Applications of Bio-molecular Databases in Bioinformatics. Studies in Computational Intelligence,
2016, , 329-351. 0.7 4

2574 Identification of TMEM230 mutations in familial Parkinson's disease. Nature Genetics, 2016, 48, 733-739. 9.4 146

2575 Phylogenetic relationships and protein modelling revealed two distinct subfamilies of group II HKT
genes between crop and model grasses. Genome, 2016, 59, 509-517. 0.9 7

2576 Ancient Eukaryotic Origin and Evolutionary Plasticity of Nuclear Lamina. Genome Biology and
Evolution, 2016, 8, 2663-2671. 1.1 57

2577 <i>topIb</i>, a phylogenetic hallmark gene of Thaumarchaeota encodes a functional eukaryote-like
topoisomerase IB. Nucleic Acids Research, 2016, 44, 2795-2805. 6.5 5

2578 Regulation and Levels of the Thylakoid K<sup>+</sup>/H<sup>+</sup>Antiporter KEA3 Shape the
Dynamic Response of Photosynthesis in Fluctuating Light. Plant and Cell Physiology, 2016, 57, pcw085. 1.5 70

2579 Antagonists of IGF:Vitronectin Interactions Inhibit IGF-Iâ€“Induced Breast Cancer Cell Functions.
Molecular Cancer Therapeutics, 2016, 15, 1602-1613. 1.9 5

2580
VgrG C terminus confers the type VI effector transport specificity and is required for binding with
PAAR and adaptorâ€“effector complex. Proceedings of the National Academy of Sciences of the United
States of America, 2016, 113, E3931-40.

3.3 180

2581 Characterization of mussel H2A.Z.2: a new H2A.Z variant preferentially expressed in germinal tissues
from Mytilus. Biochemistry and Cell Biology, 2016, 94, 480-490. 0.9 7

2582 Activation of HIPK2 Promotes ER Stress-Mediated Neurodegeneration in Amyotrophic Lateral
Sclerosis. Neuron, 2016, 91, 41-55. 3.8 75

2583 Antagonizing canonical Wnt signaling pathway by recombinant human sFRP4 purified from E. coli and
its implications in cancer therapy. Molecular and Cellular Biochemistry, 2016, 418, 119-135. 1.4 14

2584 Isolation and genome sequencing of four Arctic marine Psychrobacter strains exhibiting multicopper
oxidase activity. BMC Genomics, 2016, 17, 117. 1.2 34

2585 Medical Imaging in Clinical Applications. Studies in Computational Intelligence, 2016, , . 0.7 13

2586 Two coexisting heterozygous frameshift mutations in PROP1 are responsible for a different phenotype
of combined pituitary hormone deficiency. Journal of Applied Genetics, 2016, 57, 373-381. 1.0 7

2587 Prospects for the gliding mechanism of Mycoplasma mobile. Current Opinion in Microbiology, 2016,
29, 15-21. 2.3 57

2588 EM structure of a helicase-loader complex depicting a 6:2 binding sub-stoichiometry from Geobacillus
kaustophilus HTA426. Biochemical and Biophysical Research Communications, 2016, 473, 243-248. 1.0 4

2589 Chondroitinase AC: A host-associated genetic feature of Helicobacter bizzozeronii. Veterinary
Microbiology, 2016, 186, 21-27. 0.8 4

2590
Structure-function characterization of the human mitochondrial thiamin pyrophosphate transporter
(hMTPPT; SLC25A19 ): Important roles for Ile 33 , Ser 34 , Asp 37 , His 137 and Lys 291. Biochimica Et
Biophysica Acta - Biomembranes, 2016, 1858, 1883-1890.

1.4 5



145

Citation Report

# Article IF Citations

2591 Molecular evolution of candidate male reproductive genes in the brown algal model Ectocarpus. BMC
Evolutionary Biology, 2016, 16, 5. 3.2 9

2592 Elucidating the molecular physiology of lantibiotic NAI-107 production in Microbispora ATCC-PTA-5024.
BMC Genomics, 2016, 17, 42. 1.2 10

2593 A comparative gene analysis with rice identified orthologous group II HKT genes and their association
with Na+ concentration in bread wheat. BMC Plant Biology, 2016, 16, 21. 1.6 15

2594 Red Sea Atlantis II brine pool nitrilase with unique thermostability profile and heavy metal tolerance.
BMC Biotechnology, 2016, 16, 14. 1.7 19

2595 Effect of cerulenin on fatty acid composition and gene expression pattern of DHA-producing strain
Colwellia psychrerythraea strain 34H. Microbial Cell Factories, 2016, 15, 30. 1.9 19

2596 Localization and interactions of Plasmodium falciparum SWIB/MDM2 homologues. Malaria Journal,
2016, 15, 32. 0.8 4

2597 Novel function discovery through sequence and structural data mining. Current Opinion in
Structural Biology, 2016, 38, 53-61. 2.6 32

2598 Expressional and Bioinformatic Analysis of Bovine <i>Filia/Ecat1</i>/<i>Khdc3l</i> Gene: A Comparison
with Ovine Species. Animal Biotechnology, 2016, 27, 174-181. 0.7 0

2599
The K<sup>+</sup>-dependent GTPase Nug1 is implicated in the association of the helicase Dbp10 to the
immature peptidyl transferase centre during ribosome maturation. Nucleic Acids Research, 2016, 44,
1800-1812.

6.5 36

2600 The cytoplasmic domain is essential for transport function of the integral membrane transport
protein SLC4A11. American Journal of Physiology - Cell Physiology, 2016, 310, C161-C174. 2.1 15

2601 LmABCB3, an atypical mitochondrial ABC transporter essential for Leishmania major virulence, acts in
heme and cytosolic iron/sulfur clusters biogenesis. Parasites and Vectors, 2016, 9, 7. 1.0 22

2602 Abscisic acid metabolic genes of wheat (Triticum aestivum L.): identification and insights into their
functionality in seed dormancy and dehydration tolerance. Planta, 2016, 244, 429-447. 1.6 67

2603 Identification and expression analysis of LEA gene family members in cucumber genome. Plant Growth
Regulation, 2016, 80, 225-241. 1.8 41

2604
Proteomic Identification of Putative MicroRNA394 Target Genes in Arabidopsis thaliana Identifies
Major Latex Protein Family Members Critical for Normal Development. Molecular and Cellular
Proteomics, 2016, 15, 2033-2047.

2.5 39

2605 Structureâ€“Activity Study of the Peptides P5U and Urantide by the Development of Analogues
Containing Uncoded Amino Acids at Positionâ€…9. ChemMedChem, 2016, 11, 1856-1864. 1.6 3

2606 Comparative Protein Structure Modeling Using MODELLER. Current Protocols in Bioinformatics, 2016,
54, 5.6.1-5.6.37. 25.8 2,248

2607 Modeling repetitive, nonâ€•globular proteins. Protein Science, 2016, 25, 946-958. 3.1 4

2608
An orphaned <scp>M</scp>ceâ€•associated membrane protein of <scp><i>M</i></scp><i>ycobacterium
tuberculosis</i> is a virulence factor that stabilizes <scp>M</scp>ce transporters. Molecular
Microbiology, 2016, 100, 90-107.

1.2 34



146

Citation Report

# Article IF Citations

2609
Suppression of a deletion mutation in the gene encoding essential PBP2b reveals a new lytic
transglycosylase involved in peripheral peptidoglycan synthesis in
<scp><i>S</i></scp><i>treptococcus pneumoniae</i> D39. Molecular Microbiology, 2016, 100, 1039-1065.

1.2 77

2610 Deacetylation of Fungal Exopolysaccharide Mediates Adhesion and Biofilm Formation. MBio, 2016, 7,
e00252-16. 1.8 91

2611 In silico designing, cloning, and heterologous expression of novel chimeric human B lymphocyte CD20
extra loop. Tumor Biology, 2016, 37, 12547-12553. 0.8 3

2612 In vitro screening for inhibitor of cloned Drosophila melanogaster tyramine-Î²-hydroxylase and
docking studies. International Journal of Biological Macromolecules, 2016, 93, 889-895. 3.6 3

2613 A novel emaravirus is associated with redbud yellow ringspot disease. Virus Research, 2016, 222, 41-47. 1.1 38

2614 HDXâ€•MS and deletion analysis of the type 4 secretion system protein TraF from the <i>Escherichia
coli</i> F plasmid. FEBS Letters, 2016, 590, 376-386. 1.3 10

2615
Novel <i>DDR2</i> mutation identified by whole exome sequencing in a Moroccan patient with
spondyloâ€•metaâ€•epiphyseal dysplasia, short limbâ€•abnormal calcification type. American Journal of Medical
Genetics, Part A, 2016, 170, 460-465.

0.7 12

2616 New biosynthetic pathway for pink pigments from uncultured oceanic viruses. Environmental
Microbiology, 2016, 18, 4337-4347. 1.8 23

2617 Molecular characterization, alternative splicing and expression analysis of<i>ACSF2</i>and its
correlation with egg-laying performance in geese. Animal Genetics, 2016, 47, 451-462. 0.6 14

2618 The<i>Chlamydia trachomatis</i>Ctad1 invasin exploits the human integrin Î²1 receptor for host cell
entry. Cellular Microbiology, 2016, 18, 761-775. 1.1 46

2619 Polyketide synthase and non-ribosomal peptide synthetase thioesterase selectivity: logic gate or a
victim of fate?. Natural Product Reports, 2016, 33, 183-202. 5.2 131

2620
Insights into the structure and inhibition ofGiardia intestinalisarginine deiminase: homology
modeling, docking, and molecular dynamics studies. Journal of Biomolecular Structure and Dynamics,
2016, 34, 732-748.

2.0 16

2621 Genome-Wide Identification of the Dicer-Like, Argonaute, and RNA-Dependent RNA Polymerase Gene
Families in Cucumber (Cucumis sativus L.). Journal of Plant Growth Regulation, 2016, 35, 135-150. 2.8 13

2622 Localization and role of MYO-1, an endocytic protein in hyphae of Neurospora crassa. Fungal Genetics
and Biology, 2016, 88, 24-34. 0.9 12

2623
The<i>fruRBA</i>Operon Is Necessary for Group A Streptococcal Growth in Fructose and for
Resistance to Neutrophil Killing during Growth in Whole Human Blood. Infection and Immunity, 2016,
84, 1016-1031.

1.0 23

2624 Nutrient-Controlled Niche Differentiation of Western Lake Erie Cyanobacterial Populations Revealed
via Metatranscriptomic Surveys. Environmental Science &amp; Technology, 2016, 50, 604-615. 4.6 151

2625 Distribution of PASTA domains in penicillin-binding proteins and serine/threonine kinases of
Actinobacteria. Journal of Antibiotics, 2016, 69, 660-685. 1.0 10

2626 14 Mating-Type Structure, Function, Regulation and Evolution in the Pezizomycotina. , 2016, , 351-385. 34



147

Citation Report

# Article IF Citations

2627 An Enhanced Genetic Algorithm for &lt;italic&gt;Ab Initio&lt;/italic&gt; Protein Structure Prediction.
IEEE Transactions on Evolutionary Computation, 2016, 20, 627-644. 7.5 29

2628 Ixodes scapularis dystroglycan-like protein promotes Borrelia burgdorferi migration from the gut.
Journal of Molecular Medicine, 2016, 94, 361-370. 1.7 17

2629 De novo missense mutations in NALCN cause developmental and intellectual impairment with
hypotonia. Journal of Human Genetics, 2016, 61, 451-455. 1.1 35

2630 <i>O</i>-GlcNAcylation of master growth repressor DELLA by SECRET AGENT modulates multiple
signaling pathways in <i>Arabidopsis</i>. Genes and Development, 2016, 30, 164-176. 2.7 101

2631 The Oncogenic Small Tumor Antigen of Merkel Cell Polyomavirus Is an Iron-Sulfur Cluster Protein
That Enhances Viral DNA Replication. Journal of Virology, 2016, 90, 1544-1556. 1.5 39

2632 Salmon-derived thrombin inhibits development of chronic pain through an endothelial barrier
protective mechanism dependent on APC. Biomaterials, 2016, 80, 96-105. 5.7 20

2633 Visualization of Host-Polerovirus Interaction Topologies Using Protein Interaction Reporter
Technology. Journal of Virology, 2016, 90, 1973-1987. 1.5 38

2634
Genome-Wide Mapping of the Binding Sites and Structural Analysis of Kaposi's Sarcoma-Associated
Herpesvirus Viral Interferon Regulatory Factor 2 Reveal that It Is a DNA-Binding Transcription Factor.
Journal of Virology, 2016, 90, 1158-1168.

1.5 10

2635 Evolution of disorder in Mediator complex and its functional relevance. Nucleic Acids Research, 2016,
44, 1591-1612. 6.5 55

2636 Enzymatic and Structural Characterization of the Major Endopeptidase in the Venus Flytrap Digestion
Fluid. Journal of Biological Chemistry, 2016, 291, 2271-2287. 1.6 16

2637 Distinct Elements in the Proteasomal Î²5 Subunit Propeptide Required for Autocatalytic Processing and
Proteasome Assembly. Journal of Biological Chemistry, 2016, 291, 1991-2003. 1.6 15

2638 Interaction of the RcsB Response Regulator with Auxiliary Transcription Regulators in Escherichia
coli. Journal of Biological Chemistry, 2016, 291, 2357-2370. 1.6 60

2639
Molecular characterization of an inhibitor of NF-ÎºB in the scallop Argopecten purpuratus: First
insights into its role on antimicrobial peptide regulation in a mollusk. Fish and Shellfish Immunology,
2016, 52, 85-93.

1.6 29

2640 Biosynthesis, Turnover, and Functions of Chitin in Insects. Annual Review of Entomology, 2016, 61,
177-196. 5.7 291

2641 Genetic diversity in Ebola virus: Phylogenetic and in silico structural studies of Ebola viral proteins.
Asian Pacific Journal of Tropical Medicine, 2016, 9, 337-343. 0.4 11

2642
Identification and characterization of a flavin-containing monooxygenase MoA and its function in a
specific sophorolipid molecule metabolism in Starmerella bombicola. Applied Microbiology and
Biotechnology, 2016, 100, 1307-1318.

1.7 17

2643 Focused Analysis of Exome Sequencing Data for Rare Germline Mutations in Familial and Sporadic
Lung Cancer. Journal of Thoracic Oncology, 2016, 11, 52-61. 0.5 27

2644 Biophysical Characterization and Activity of Lymphostatin, a Multifunctional Virulence Factor of
Attaching and Effacing Escherichia coli. Journal of Biological Chemistry, 2016, 291, 5803-5816. 1.6 9



148

Citation Report

# Article IF Citations

2645 In silico analysis of Mn transporters (NRAMP1) in various plant species. Molecular Biology Reports,
2016, 43, 151-163. 1.0 25

2646 SARM modulates MyD88-mediated TLR activation through BB-loop dependent TIR-TIR interactions.
Biochimica Et Biophysica Acta - Molecular Cell Research, 2016, 1863, 244-253. 1.9 39

2647 Homology modeling of a Camelid antibody fragment against a conserved region of Acinetobacter
baumannii biofilm associated protein (Bap). Journal of Theoretical Biology, 2016, 397, 43-51. 0.8 9

2648 Cloning, expression, and characterization of a thermostable glucose-6-phosphate dehydrogenase
from Thermoanaerobacter tengcongensis. Extremophiles, 2016, 20, 149-156. 0.9 6

2649 A Unique Plasmodium falciparum K13 Gene Mutation in Northwest Ethiopia. American Journal of
Tropical Medicine and Hygiene, 2016, 94, 132-135. 0.6 44

2650 Polymorphism of 3â€² UTR of MAMLD1 gene is also associated with increased risk of isolated hypospadias
in Indian children: a preliminary report. Pediatric Surgery International, 2016, 32, 515-524. 0.6 11

2651 Structural characterization of ANGPTL8 (betatrophin) with its interacting partner lipoprotein lipase.
Computational Biology and Chemistry, 2016, 61, 210-220. 1.1 41

2652
Analysis of the Fam181 gene family during mouse development reveals distinct strain-specific
expression patterns, suggesting a role in nervous system development and function. Gene, 2016, 575,
438-451.

1.0 13

2653 The PKA regulatory subunit from yeast forms a homotetramer: Low-resolution structure of the
N-terminal oligomerization domain. Journal of Structural Biology, 2016, 193, 141-154. 1.3 7

2654 Mode and tempo of sequence and floral evolution within the Anserineae. Plant Systematics and
Evolution, 2016, 302, 385-398. 0.3 2

2655 The RNA helicase DHX34 functions as a scaffold for SMG1-mediated UPF1 phosphorylation. Nature
Communications, 2016, 7, 10585. 5.8 39

2656 Reconstruction of the Evolutionary History and Dispersal of Usutu Virus, a Neglected Emerging
Arbovirus in Europe and Africa. MBio, 2016, 7, e01938-15. 1.8 105

2657 Systematic Survey of Serine Hydrolase Activity in Mycobacterium tuberculosis Defines Changes
Associated with Persistence. Cell Chemical Biology, 2016, 23, 290-298. 2.5 64

2658 The alternate AP-1 adaptor subunit Apm2 interacts with the Mil1 regulatory protein and confers
differential cargo sorting. Molecular Biology of the Cell, 2016, 27, 588-598. 0.9 16

2659 Tripartite motif-containing 55 identified as functional candidate for spontaneous cardiac hypertrophy
in the rat locus cardiac mass 22. Journal of Hypertension, 2016, 34, 950-958. 0.3 5

2660 Molecular Evolution of the Substrate Specificity of Chloroplastic Aldolases/Rubisco Lysine
Methyltransferases in Plants. Molecular Plant, 2016, 9, 569-581. 3.9 19

2661
Clinical and molecular findings in three Moroccan families with distal renal tubular acidosis and
deafness: Report of a novel mutation of ATP6V1B1 gene. Current Research in Translational Medicine,
2016, 64, 5-8.

1.2 11

2662 A Pore Idea: the ion conduction pathway of TMEM16/ANO proteins is composed partly of lipid. Pflugers
Archiv European Journal of Physiology, 2016, 468, 455-473. 1.3 56



149

Citation Report

# Article IF Citations

2663 Differential Phosphorylation Provides a Switch to Control How Î±-Arrestin Rod1 Down-regulates
Mating Pheromone Response in <i>Saccharomyces cerevisiae</i>. Genetics, 2016, 203, 299-317. 1.2 35

2664 Molecular interactions of the Î³-clade homeodomain-leucine zipper class I transcription factors during
the wheat response to water deficit. Plant Molecular Biology, 2016, 90, 435-452. 2.0 31

2665 Characterization and expression analysis of gene encoding heme peroxidase HPX15 in major Indian
malaria vector Anopheles stephensi (Diptera: Culicidae). Acta Tropica, 2016, 158, 107-116. 0.9 10

2666 Making sense of genomes of parasitic worms: Tackling bioinformatic challenges. Biotechnology
Advances, 2016, 34, 663-686. 6.0 30

2667 Direct evidence of recombination in the recA gene of Aeromonas bestiarum. Systematic and Applied
Microbiology, 2016, 39, 106-114. 1.2 4

2668 Structure of Scots pine defensin 1 by spectroscopic methods and computational modeling.
International Journal of Biological Macromolecules, 2016, 84, 142-152. 3.6 13

2669 Weak-binding molecules are not drugs?â€”toward a systematic strategy for finding effective
weak-binding drugs. Briefings in Bioinformatics, 2017, 18, bbw018. 3.2 22

2670 Functional Role of N- and C-Terminal Amino Acids in the Structural Subunits of Colonization Factor
CS6 Expressed by Enterotoxigenic Escherichia coli. Journal of Bacteriology, 2016, 198, 1429-1441. 1.0 2

2671 Quorum sensing regulated phenotypes in Aeromonas hydrophila ATCC 7966 deficient in AHL
production. Annals of Microbiology, 2016, 66, 1117-1126. 1.1 15

2672 A novel efficient Î²-glucanase from a paddy soil microbial metagenome with versatile activities.
Biotechnology for Biofuels, 2016, 9, 36. 6.2 36

2673 Correct Assembly of the Bacteriophage T5 Procapsid Requires Both the Maturation Protease and the
Portal Complex. Journal of Molecular Biology, 2016, 428, 165-181. 2.0 18

2674 Yeast Membrane Transport. Advances in Experimental Medicine and Biology, 2016, , . 0.8 11

2675 <i>Bacillus licheniformis</i>trehalose-6-phosphate hydrolase structures suggest keys to substrate
specificity. Acta Crystallographica Section D: Structural Biology, 2016, 72, 59-70. 1.1 12

2676 N-terminal arm of orchardgrass Hsp17.2 (DgHsp17.2) is essential for both inÂ vitro chaperone activity
and inÂ vivo thermotolerance in yeast. Archives of Biochemistry and Biophysics, 2016, 591, 18-27. 1.4 6

2677 The Tomato Nucleotide-binding Leucine-rich Repeat Immune Receptor I-2 Couples DNA-binding to
Nucleotide-binding Domain Nucleotide Exchange. Journal of Biological Chemistry, 2016, 291, 1137-1147. 1.6 17

2678 Exome sequencing and CRISPR/Cas genome editing identify mutations of <i>ZAK</i> as a cause of limb
defects in humans and mice. Genome Research, 2016, 26, 183-191. 2.4 52

2679
In vitro reconstruction and analysis of evolutionary variation of the tomato acylsucrose metabolic
network. Proceedings of the National Academy of Sciences of the United States of America, 2016, 113,
E239-48.

3.3 106

2680 Proton Transport and pH Control in Fungi. Advances in Experimental Medicine and Biology, 2016, 892,
33-68. 0.8 85



150

Citation Report

# Article IF Citations

2681 In sÃlico identification and characterization of putative Dot/Icm secreted virulence effectors in the
fish pathogen Piscirickettsia salmonis. Microbial Pathogenesis, 2016, 92, 11-18. 1.3 12

2682 Expansion of the spectrum of ITGB6-related disorders to adolescent alopecia, dentogingival
abnormalities and intellectual disability. European Journal of Human Genetics, 2016, 24, 1223-1227. 1.4 20

2683

Transcriptomics-based identification of &amp;lt;italic&amp;gt;WRKY&amp;lt;/italic&amp;gt; genes and
characterization of a salt and hormone-responsive
&amp;lt;italic&amp;gt;PgWRKY1&amp;lt;/italic&amp;gt; gene in &amp;lt;italic&amp;gt;Panax
ginseng&amp;lt;/italic&amp;gt;. Acta Biochimica Et Biophysica Sinica, 2016, 48, 117-131.

0.9 27

2684 Biophysical analysis of a lethal laminin alpha-1 mutation reveals altered self-interaction. Matrix
Biology, 2016, 49, 93-105. 1.5 8

2685
Structural modeling of the ExuR and UxuR transcription factors of<i>E. coli</i>: search for the
ligands affecting their regulatory properties. Journal of Biomolecular Structure and Dynamics, 2016,
34, 2296-2304.

2.0 8

2686 A magnetic protein biocompass. Nature Materials, 2016, 15, 217-226. 13.3 250

2687 Molecular modeling, mutational analysis and conformational switching in IL27: An in silico
structural insight towards AIDS research. Gene, 2016, 576, 72-78. 1.0 11

2688 Drought-Responsive Hsp70 Gene Analysis in Populus at Genome-Wide Level. Plant Molecular Biology
Reporter, 2016, 34, 483-500. 1.0 24

2689 Structure-Function Analysis of a Mixed-linkage Î²-Glucanase/Xyloglucanase from the Key Ruminal
Bacteroidetes Prevotella bryantii B14. Journal of Biological Chemistry, 2016, 291, 1175-1197. 1.6 38

2691 Modeling of the rotavirus group C capsid predicts a surface topology distinct from other rotavirus
species. Virology, 2016, 487, 150-162. 1.1 7

2692 Transcriptional regulators of GntR family in Streptomyces coelicolor A3(2): analysis in silico and in
vivo of YtrA subfamily. Folia Microbiologica, 2016, 61, 209-220. 1.1 21

2693 Molecular architecture of the DED chains at the DISC: regulation of procaspase-8 activation by short
DED proteins c-FLIP and procaspase-8 prodomain. Cell Death and Differentiation, 2016, 23, 681-694. 5.0 65

2694 Avirulence gene mapping in the Hessian fly (Mayetiola destructor) reveals a protein phosphatase 2C
effector gene family. Journal of Insect Physiology, 2016, 84, 22-31. 0.9 43

2695 In silico analysis suggests that PH0702 and PH0208 encode for methylthioribose-1-phosphate isomerase
and ribose-1,5-bisphosphate isomerase, respectively, rather than aIF2BÎ² and aIF2BÎ´. Gene, 2016, 575, 118-126. 1.0 7

2696 Expanding the clinical, allelic, and locus heterogeneity of retinal dystrophies. Genetics in Medicine,
2016, 18, 554-562. 1.1 89

2697 Characterization of a farnesyl diphosphate synthase gene from Penicillium brevicompactum MUCL
19011. Biotechnology Letters, 2016, 38, 71-79. 1.1 2

2698 Computational screening and characterization of putative vaccine candidates of<i>Plasmodium
vivax</i>. Journal of Biomolecular Structure and Dynamics, 2016, 34, 1736-1750. 2.0 10

2699 Aquaporins in Boron-Tolerant Barley: Identification, Characterization, and Expression Analysis. Plant
Molecular Biology Reporter, 2016, 34, 374-386. 1.0 25



151

Citation Report

# Article IF Citations

2700 Role of cysteine-58 and cysteine-95 residues in the thiol di-sulfide oxidoreductase activity of
Macrophage Migration Inhibitory Factor-2 of Wuchereria bancrofti. Acta Tropica, 2016, 153, 14-20. 0.9 2

2701 The Soil Microbiota Harbors a Diversity of Carbapenem-Hydrolyzing Î²-Lactamases of Potential Clinical
Relevance. Antimicrobial Agents and Chemotherapy, 2016, 60, 151-160. 1.4 54

2702 Cloning, expression and characterization of a novel cold-adapted GDSL family esterase from
Photobacterium sp. strain J15. Extremophiles, 2016, 20, 45-55. 0.9 29

2703
Binding of Cyclic Di-AMP to the Staphylococcus aureus Sensor Kinase KdpD Occurs via the Universal
Stress Protein Domain and Downregulates the Expression of the Kdp Potassium Transporter. Journal
of Bacteriology, 2016, 198, 98-110.

1.0 97

2704 In silico identification and comparative analysis of molybdenum (Mo) transporter genes in plants.
Revista Brasileira De Botanica, 2016, 39, 87-99. 0.5 5

2705 Computational Analysis and Binding Site Identification of Type III Secretion System ATPase from
Pseudomonas aeruginosa. Interdisciplinary Sciences, Computational Life Sciences, 2016, 8, 403-411. 2.2 10

2706 PLD3 in Alzheimerâ€™s Disease: a Modest Effect as Revealed by Updated Association and Expression
Analyses. Molecular Neurobiology, 2016, 53, 4034-4045. 1.9 30

2707 Whole-genome sequencing identifies a novel ABCB7 gene mutation for X-linked congenital cerebellar
ataxia in a large family of Mongolian ancestry. European Journal of Human Genetics, 2016, 24, 550-555. 1.4 28

2708 Characterization of a novel manganese dependent endoglucanase belongs in GH family 5 from
Phanerochaete chrysosporium. Journal of Bioscience and Bioengineering, 2016, 121, 154-159. 1.1 16

2709 Genome-wide characterization and expression analysis of common bean bHLH transcription factors in
response to excess salt concentration. Molecular Genetics and Genomics, 2016, 291, 129-143. 1.0 82

2710 Genomic potential for arsenic efflux and methylation varies among global <i>Prochlorococcus</i>
populations. ISME Journal, 2016, 10, 197-209. 4.4 38

2711 Heating-induced transition of Potyvirus Potato Virus A coat protein into Î²-structure. Journal of
Biomolecular Structure and Dynamics, 2016, 34, 250-258. 2.0 11

2712 MQAPsingle: A quasi single-model approach for estimation of the quality of individual protein
structure models. Proteins: Structure, Function and Bioinformatics, 2016, 84, 1021-1028. 1.5 21

2713 Designing BRET-based conformational biosensors for G protein-coupled receptors. Methods, 2016, 92,
11-18. 1.9 29

2714 Transcript profiling of jasmonateâ€•elicited <i>Taxus</i> cells reveals a Î²â€•phenylalanineâ€•CoA ligase. Plant
Biotechnology Journal, 2016, 14, 85-96. 4.1 41

2715 Genome-wide identification and comparative analysis of EPSPS (aroA) genes in different plant species.
Journal of Plant Biochemistry and Biotechnology, 2016, 25, 21-29. 0.9 5

2716
Molecular interaction of selected phytochemicals under the charged environment of<i>Plasmodium
falciparum</i>chloroquine resistance transporter (PfCRT) model. Journal of Biomolecular Structure
and Dynamics, 2016, 34, 290-303.

2.0 2

2717 Abscisic-acid-dependent basic leucine zipper (bZIP) transcription factors in plant abiotic stress.
Protoplasma, 2017, 254, 3-16. 1.0 234



152

Citation Report

# Article IF Citations

2718 Molecular characterization of XopAG effector AvrGf2 from <i>Xanthomonas fuscans</i> ssp.
<i>aurantifolii</i> in grapefruit. Molecular Plant Pathology, 2017, 18, 405-419. 2.0 12

2719
Insight into the Conformational Variations in SoxYZ Protein Complex from Two Different Members of
the Î²-Proteobacterial Family Involved in Sulfur Oxidation. Interdisciplinary Sciences, Computational
Life Sciences, 2017, 9, 309-321.

2.2 1

2720 Implications of Stisa2 catalytic residue restoration through site directed mutagenesis. Turkish
Journal of Biochemistry, 2017, 42, 149-160. 0.3 1

2721 The Hcp proteins fused with diverse extended-toxin domains represent a novel pattern of antibacterial
effectors in type VI secretion systems. Virulence, 2017, 8, 1189-1202. 1.8 120

2722
Multiple gene and transcript variants encoding trout C-polysaccharide binding proteins are
differentially but strongly induced after infection with Aeromonas salmonicida. Fish and Shellfish
Immunology, 2017, 60, 509-519.

1.6 9

2723 Molecular cloning, alternative splicing and mRNA expression analysis of <i>MAGI1</i> and its
correlation with laying performance in geese. British Poultry Science, 2017, 58, 158-165. 0.8 4

2724 Molecular characterization of pneumococcal surface protein K, a potential pneumococcal vaccine
antigen. Virulence, 2017, 8, 875-890. 1.8 11

2725 <scp>P</scp>rg<scp>U</scp>: a suppressor of sex pheromone toxicity in
<scp><i>E</i></scp><i>nterococcus faecalis</i>. Molecular Microbiology, 2017, 103, 398-412. 1.2 27

2726 Identification and initial characterisation of a protein involved in Campylobacter jejuni cell shape.
Microbial Pathogenesis, 2017, 104, 202-211. 1.3 12

2727 Specialized interfaces of Smc5/6 control hinge stability and DNA association. Nature Communications,
2017, 8, 14011. 5.8 61

2728
In silico analyses of heat shock protein 60 and calreticulin to designing a novel vaccine shifting
immune response toward T helper 2 in atherosclerosis. Computational Biology and Chemistry, 2017, 67,
244-254.

1.1 28

2729 VAMP721 Conformations Unmask an Extended Motif for K<sup>+</sup> Channel Binding and Gating
Control. Plant Physiology, 2017, 173, 536-551. 2.3 26

2730 EspL is a bacterial cysteine protease effector that cleaves RHIM proteins to block necroptosis and
inflammation. Nature Microbiology, 2017, 2, 16258. 5.9 141

2732 Comparative genomics and expression levels of hydrophobins from eight mycorrhizal genomes.
Mycorrhiza, 2017, 27, 383-396. 1.3 22

2733 Genome-wide exploration of silicon (Si) transporter genes, Lsi1 and Lsi2 in plants; insights into
Si-accumulation status/capacity of plants. BioMetals, 2017, 30, 185-200. 1.8 37

2734 DNA vaccination regimes against Schmallenberg virus infection in IFNAR âˆ’/âˆ’ mice suggest two targets
for immunization. Antiviral Research, 2017, 141, 107-115. 1.9 13

2735 A novel mutation in the <scp>OAR</scp> domain of the <scp>ARX</scp> gene. Clinical Case Reports
(discontinued), 2017, 5, 170-174. 0.2 6

2736
Ketoacylsynthase Domains of a Polyunsaturated Fatty Acid Synthase in Thraustochytrium sp. Strain
ATCC 26185 Can Effectively Function as Stand-Alone Enzymes in Escherichia coli. Applied and
Environmental Microbiology, 2017, 83, .

1.4 12



153

Citation Report

# Article IF Citations

2737 ThiN as a Versatile Domain of Transcriptional Repressors and Catalytic Enzymes of Thiamine
Biosynthesis. Journal of Bacteriology, 2017, 199, . 1.0 11

2738 Role of Aromatic and Negatively Charged Residues of DrrB in Multisubstrate Specificity Conferred by
the DrrAB System of <i>Streptomyces peucetius</i>. Biochemistry, 2017, 56, 1921-1931. 1.2 14

2740
A novel anti-lipopolysaccharide factor Sp ALF6 in mud crab Scylla paramamosain exhibiting different
antimicrobial activity from its single amino acid mutant. Developmental and Comparative Immunology,
2017, 72, 44-56.

1.0 35

2741 Glycan-independent binding and internalization of human IgM to FCMR, its cognate cellular receptor.
Scientific Reports, 2017, 7, 42989. 1.6 20

2742
Oligomeric lipoprotein PelC guides Pel polysaccharide export across the outer membrane of
<i>Pseudomonas aeruginosa</i>. Proceedings of the National Academy of Sciences of the United States
of America, 2017, 114, 2892-2897.

3.3 31

2743 Nutrient starvation leading to triglyceride accumulation activates the Entner Doudoroff pathway in
Rhodococcus jostii RHA1. Microbial Cell Factories, 2017, 16, 35. 1.9 13

2744 De novo and rare mutations in the HSPA1L heat shock gene associated with inflammatory bowel
disease. Genome Medicine, 2017, 9, 8. 3.6 27

2745 Structural, functional, and phylogenetic studies of cytochrome P450 (CYP) enzyme in seed plants by
bioinformatics tools. Caryologia, 2017, 70, 62-76. 0.2 9

2746 A deletion variant partially complements a porin-less strain of Neurospora crassa. Biochemistry and
Cell Biology, 2017, 95, 318-327. 0.9 5

2747 Notch-Jagged complex structure implicates a catch bond in tuning ligand sensitivity. Science, 2017, 355,
1320-1324. 6.0 232

2748 Crystal structure of the BoNT/A2 receptor-binding domain in complex with the luminal domain of its
neuronal receptor SV2C. Scientific Reports, 2017, 7, 43588. 1.6 23

2749 Activation Mechanism and Cellular Localization of Membrane-Anchored Alginate Polymerase in
Pseudomonas aeruginosa. Applied and Environmental Microbiology, 2017, 83, . 1.4 24

2750 A novel design of a multi-antigenic, multistage and multi-epitope vaccine against Helicobacter pylori:
An in silico approach. Infection, Genetics and Evolution, 2017, 49, 309-317. 1.0 148

2751 Comparative genomics of canine hemoglobin genes reveals primacy of beta subunit delta in adult
carnivores. BMC Genomics, 2017, 18, 141. 1.2 9

2752 Identification of New Lead Molecules Against UBE2NL Enzyme for Cancer Therapy. Applied Biochemistry
and Biotechnology, 2017, 182, 1497-1517. 1.4 11

2753 Computational study of biochemical properties of ribulose-1,5-bisphosphate carboxylase/oxygenase
(RuBisCO) enzyme in C3 plants. Journal of Plant Biology, 2017, 60, 35-47. 0.9 8

2754 N-terminomics identifies Prli42 as a membrane miniprotein conserved in Firmicutes and critical for
stressosome activation in Listeria monocytogenes. Nature Microbiology, 2017, 2, 17005. 5.9 70

2755 Molecular outcomes, clinical consequences, and genetic diagnosis of Oculocutaneous Albinism in
Pakistani population. Scientific Reports, 2017, 7, 44185. 1.6 25



154

Citation Report

# Article IF Citations

2756 Identification and in silico Analysis of Glutathione Reductase Transcripts Expressed in Olive (Olea) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (europaea L.) Pollen and Pistil. Lecture Notes in Computer Science, 2017, , 185-195.1.0 3

2757 The transcription factor bZIP14 regulates the TCA cycle in the diatom <i>Phaeodactylum
tricornutum</i>. EMBO Journal, 2017, 36, 1559-1576. 3.5 64

2758 Identification and functional characterisation of a Schistosoma japonicum insulin-like peptide.
Parasites and Vectors, 2017, 10, 181. 1.0 15

2759 The starchâ€•binding domain family CBM41â€”An <i>in silico</i> analysis of evolutionary relationships.
Proteins: Structure, Function and Bioinformatics, 2017, 85, 1480-1492. 1.5 18

2760 Comprehensive comparison of two protein family of P-ATPases (13A1 and 13A3) in insects.
Computational Biology and Chemistry, 2017, 68, 266-281. 1.1 5

2761 An evolutionary switch in ND2 enables Src kinase regulation of NMDA receptors. Nature
Communications, 2017, 8, 15220. 5.8 11

2762
Mechanistic insight into interaction of Sodium Dodecyl Sulphate to asialylated form of glycoprotein:
A mimic of membrane protein-lipid system. International Journal of Biological Macromolecules, 2017,
103, 65-73.

3.6 3

2763 Characterization of a furan aldehyde-tolerantÎ²-xylosidase/Î±-arabinosidase obtained through a synthetic
metagenomics approach. Journal of Applied Microbiology, 2017, 123, 145-158. 1.4 15

2764 Molecular modeling and molecular dynamics simulation-based structural analysis of GPR3. Network
Modeling Analysis in Health Informatics and Bioinformatics, 2017, 6, 1. 1.2 6

2765
Maize <i>defective kernel</i> mutant generated by insertion of a <i>Ds</i> element in a gene encoding
a highly conserved TTI2 cochaperone. Proceedings of the National Academy of Sciences of the United
States of America, 2017, 114, 5165-5170.

3.3 25

2766
Immune Escape Variants of H9N2 Influenza Viruses Containing Deletions at the Hemagglutinin Receptor
Binding Site Retain Fitness <i>In Vivo</i> and Display Enhanced Zoonotic Characteristics. Journal of
Virology, 2017, 91, .

1.5 41

2768 Mutational screening of SLC39A5, LEPREL1 and LRPAP1 in a cohort of 187 high myopia patients. Scientific
Reports, 2017, 7, 1120. 1.6 21

2769
Newly identified invertebrate-type lysozyme ( Sp lys-i) in mud crab ( Scylla paramamosain ) exhibiting
muramidase-deficient antimicrobial activity. Developmental and Comparative Immunology, 2017, 74,
154-166.

1.0 25

2770 Vesicular Stomatitis Virus Pseudotyped with Ebola Virus Glycoprotein Serves as a Protective,
Noninfectious Vaccine against Ebola Virus Challenge in Mice. Journal of Virology, 2017, 91, . 1.5 23

2771
A computational assessment of the predicted structures of Human Macrophage Migration Inhibitory
Factor 1 orthologs in parasites and its affinity to human CD74 receptor. Journal of Molecular
Recognition, 2017, 30, e2640.

1.1 0

2772 Proteolytic Post-Translational Processing of Adhesins in a Pathogenic Bacterium. Journal of
Molecular Biology, 2017, 429, 1889-1902. 2.0 7

2773 One Year Genome Evolution of Lausannevirus in Allopatric versus Sympatric Conditions. Genome
Biology and Evolution, 2017, 9, 1432-1449. 1.1 8

2774 Structure of the quaternary complex between SRP, SR, and translocon bound to the translating
ribosome. Nature Communications, 2017, 8, 15470. 5.8 52



155

Citation Report

# Article IF Citations

2775 A D53 repression motif induces oligomerization of TOPLESS corepressors and promotes assembly of a
corepressor-nucleosome complex. Science Advances, 2017, 3, e1601217. 4.7 64

2776 Species specific substrates and products choices of 4- O -acetyltransferase from Trichoderma
brevicompactum. Enzyme and Microbial Technology, 2017, 104, 29-36. 1.6 7

2777 Dual functioning of plant arginases provides a third route for putrescine synthesis. Plant Science,
2017, 262, 62-73. 1.7 44

2778 Zinc and the iron donor frataxin regulate oligomerization of the scaffold protein to form new Feâ€“S
cluster assembly centers. Metallomics, 2017, 9, 773-801. 1.0 6

2779 A new cold-adapted serine peptidase from Antarctic Lysobacter sp. A03: Insights about enzyme activity
at low temperatures. International Journal of Biological Macromolecules, 2017, 103, 854-862. 3.6 22

2780 A disease-linked <i>ULBP6</i> polymorphism inhibits NKG2D-mediated target cell killing by enhancing
the stability of NKG2D ligand binding. Science Signaling, 2017, 10, . 1.6 23

2781 Mechanism of Off-Target Interactions and Toxicity of Tamoxifen and Its Metabolites. Chemical
Research in Toxicology, 2017, 30, 1492-1507. 1.7 18

2782 Retroelement-guided protein diversification abounds in vast lineages of Bacteria and Archaea. Nature
Microbiology, 2017, 2, 17045. 5.9 62

2783 The Pneumococcal Alpha-Glycerophosphate Oxidase Enhances Nasopharyngeal Colonization through
Binding to Host Glycoconjugates. EBioMedicine, 2017, 18, 236-243. 2.7 5

2784 Dimerization in LBD16 and LBD18 Transcription Factors Is Critical for Lateral Root Formation. Plant
Physiology, 2017, 174, 301-311. 2.3 33

2785 Headâ€•toâ€•Head Prenyl Synthases in Pathogenic Bacteria. ChemBioChem, 2017, 18, 985-991. 1.3 6

2786 Genome Engineering of Virulent Lactococcal Phages Using CRISPR-Cas9. ACS Synthetic Biology, 2017, 6,
1351-1358. 1.9 81

2788 Insights into a key sulfite scavenger enzyme sulfite oxidase (SOX) gene in plants. Physiology and
Molecular Biology of Plants, 2017, 23, 385-395. 1.4 7

2789 LptO (PG0027) Is Required for Lipid A 1-Phosphatase Activity in Porphyromonas gingivalis W50. Journal
of Bacteriology, 2017, 199, . 1.0 22

2790 Functional characterization of LotP from <i><scp>L</scp>iberibacter asiaticus</i>. Microbial
Biotechnology, 2017, 10, 642-656. 2.0 16

2791
Cloning, expression, purification, and characterisation of the HEAT-repeat domain of TOR from the
thermophilic eukaryote Chaetomium thermophilum. Protein Expression and Purification, 2017, 133,
90-95.

0.6 1

2792 Expression, purification and enzymatic characterization of undecaprenyl pyrophosphate phosphatase
from Vibrio vulnificus. Protein Expression and Purification, 2017, 133, 121-131. 0.6 4

2793
Purification and characterization of a platelet aggregation inhibitor and anticoagulant Cc 5_NTase,
CD 73â€•like, from <i>Cerastes cerastes</i> venom. Journal of Biochemical and Molecular Toxicology,
2017, 31, N/A.

1.4 10



156

Citation Report

# Article IF Citations

2794 Malate Synthase and Î²-Methylmalyl Coenzyme A Lyase Reactions in the Methylaspartate Cycle in
Haloarcula hispanica. Journal of Bacteriology, 2017, 199, . 1.0 9

2795 The Helicobacter pylori Autotransporter ImaA Tempers the Bacterium's Interaction with Î± <sub>5</sub>
Î² <sub>1</sub> Integrin. Infection and Immunity, 2017, 85, . 1.0 6

2796

Suppression and syntheticâ€•lethal genetic relationships of Î”<i>gps</i><scp><i>B</i></scp> mutations
indicate that <scp>G</scp>ps<scp>B</scp> mediates protein phosphorylation and penicillinâ€•binding
protein interactions in <scp><i>S</i></scp><i>treptococcus pneumoniae</i><scp>D</scp>39.
Molecular Microbiology, 2017, 103, 931-957.

1.2 70

2797
Anaplasma marginale Outer Membrane Protein A Is an Adhesin That Recognizes Sialylated and
Fucosylated Glycans and Functionally Depends on an Essential Binding Domain. Infection and
Immunity, 2017, 85, .

1.0 24

2798 Host Plants Indirectly Influence Plant Virus Transmission by Altering Gut Cysteine Protease Activity of
Aphid Vectors. Molecular and Cellular Proteomics, 2017, 16, S230-S243. 2.5 51

2799 The eIF3 complex of <i>Trypanosoma brucei</i>: composition conservation does not imply the
conservation of structural assembly and subunits function. Rna, 2017, 23, 333-345. 1.6 10

2800 Novel insights into biosynthesis and uptake of rhamnolipids and their precursors. Applied
Microbiology and Biotechnology, 2017, 101, 2865-2878. 1.7 89

2801
Cloning, Characterization, and Expression Analysis of a Gene Encoding a Putative Lysophosphatidic
Acid Acyltransferase from Seeds of Paeonia rockii. Applied Biochemistry and Biotechnology, 2017, 182,
721-741.

1.4 6

2802 Carboxyl-terminal Tail-mediated Homodimerizations of Sphingomyelin Synthases Are Responsible for
Efficient Export from the Endoplasmic Reticulum. Journal of Biological Chemistry, 2017, 292, 1122-1141. 1.6 8

2803 Enzyme from an Uncultivated Sponge Bacterium Catalyzes Sâ€•Methylation in a Ribosomal Peptide.
ChemBioChem, 2017, 18, 444-450. 1.3 15

2804 Thrombotic Microangiopathy in Inverted Formin 2â€“Mediated Renal Disease. Journal of the American
Society of Nephrology: JASN, 2017, 28, 1084-1091. 3.0 42

2805 Genetic screening in Iranian patients with retinoblastoma. Eye, 2017, 31, 620-627. 1.1 10

2806 Structural Basis for EarP-Mediated Arginine Glycosylation of Translation Elongation Factor EF-P.
MBio, 2017, 8, . 1.8 24

2807 Control of leucine-dependent mTORC1 pathway through chemical intervention of leucyl-tRNA
synthetase and RagD interaction. Nature Communications, 2017, 8, 732. 5.8 71

2808 Maximumâ€•likelihood approaches reveal signatures of positive selection in BMP15 and GDF9 genes
modulating ovarian function in mammalian female fertility. Ecology and Evolution, 2017, 7, 8895-8902. 0.8 23

2809 Identification of RNA-binding domains of RNA-binding proteins in cultured cells on a system-wide scale
with RBDmap. Nature Protocols, 2017, 12, 2447-2464. 5.5 32

2810
Biochemical identification of residues that discriminate between 3,4-dihydroxyphenylalanine
decarboxylase and 3,4-dihydroxyphenylacetaldehyde synthase-mediated reactions. Insect Biochemistry
and Molecular Biology, 2017, 91, 34-43.

1.2 22

2811
PelA and PelB proteins form a modification and secretion complex essential for Pel
polysaccharide-dependent biofilm formation in Pseudomonas aeruginosa. Journal of Biological
Chemistry, 2017, 292, 19411-19422.

1.6 47



157

Citation Report

# Article IF Citations

2812 Activation-Induced Conformational Changes of Dopamine D3 Receptor Promote the Formation of the
Internal Water Channel. Scientific Reports, 2017, 7, 12792. 1.6 9

2813 Functional Annotation of Hypothetical proteins of Lactobacillus rhamnosus. , 2017, , . 1

2814 Introduction of a synthetic Thermococcus-derived Î±-amlyase gene into barley genome for increased
enzyme thermostability in grains. Electronic Journal of Biotechnology, 2017, 30, 1-5. 1.2 1

2815 Survival of BRCA2-Deficient Cells Is Promoted by <i>GIPC3</i>, a Novel Genetic Interactor of
<i>BRCA2</i>. Genetics, 2017, 207, 1335-1345. 1.2 6

2816 Structure, proteome and genome of Sinorhizobium meliloti phage Î¦M5: A virus with LUZ24-like
morphology and a highly mosaic genome. Journal of Structural Biology, 2017, 200, 343-359. 1.3 17

2817 At the confluence of ribosomally synthesized peptide modification and radical S-adenosylmethionine
(SAM) enzymology. Journal of Biological Chemistry, 2017, 292, 16397-16405. 1.6 20

2818 Functional defects in Clostridium difficile TcdB toxin uptake identify CSPG4 receptor-binding
determinants. Journal of Biological Chemistry, 2017, 292, 17290-17301. 1.6 55

2819 Solving protein structures using short-distance cross-linking constraints as a guide for discrete
molecular dynamics simulations. Science Advances, 2017, 3, e1700479. 4.7 80

2820 In silico interaction analysis of cannabinoid receptor interacting protein 1b (CRIP1b) â€“ CB1
cannabinoid receptor. Journal of Molecular Graphics and Modelling, 2017, 77, 311-321. 1.3 8

2821 Discovery of a proteolytic flagellin family in diverse bacterial phyla that assembles enzymatically
active flagella. Nature Communications, 2017, 8, 521. 5.8 35

2822 Novel Organelles with Elements of Bacterial and Eukaryotic Secretion Systems Weaponize Parasites of
Drosophila. Current Biology, 2017, 27, 2869-2877.e6. 1.8 37

2823 Identification and functional prediction of stress responsive AP2/ERF transcription factors in
Brassica napus by genome-wide analysis. Computational Biology and Chemistry, 2017, 71, 32-56. 1.1 24

2824
Compositional and expression analyses of the glideosome during the Plasmodium life cycle reveal an
additional myosin light chain required for maximum motility. Journal of Biological Chemistry, 2017,
292, 17857-17875.

1.6 41

2825 Petrobactin Is Exported from Bacillus anthracis by the RND-Type Exporter ApeX. MBio, 2017, 8, . 1.8 5

2826 Functional and structural characterization of Ebola virus glycoprotein (1976â€“2015) â€” Anin
silicostudy. International Journal of Biomathematics, 2017, 10, 1750108. 1.5 12

2827 Neodiversification of homeologous CLAVATA1-like receptor kinase genes in soybean leads to distinct
developmental outcomes. Scientific Reports, 2017, 7, 8878. 1.6 25

2828 Identification of boric acid as a novel chemoattractant and elucidation of its chemoreceptor in
Ralstonia pseudosolanacearum Ps29. Scientific Reports, 2017, 7, 8609. 1.6 16

2829 Structural insights into the Middle East respiratory syndrome coronavirus 4a protein and its dsRNA
binding mechanism. Scientific Reports, 2017, 7, 11362. 1.6 23



158

Citation Report

# Article IF Citations

2830 Genome-wide analysis of the YABBY family in soybean and functional identification of GmYABBY10
involvement in high salt and drought stresses. Plant Physiology and Biochemistry, 2017, 119, 132-146. 2.8 66

2831 The dual-function chaperone HycH improves assembly of the formate hydrogenlyase complex.
Biochemical Journal, 2017, 474, 2937-2950. 1.7 8

2832 The potent anti-cancer activity of Dioclea lasiocarpa lectin. Journal of Inorganic Biochemistry, 2017,
175, 179-189. 1.5 34

2833 Genome-wide identification, functional prediction, and evolutionary analysis of the R2R3-MYB
superfamily in <i>Brassica napus</i>. Genome, 2017, 60, 797-814. 0.9 48

2834
Overexpression of a Freesia hybrida flavonoid 3-O-glycosyltransferase gene, Fh3GT1, enhances
transcription of key anthocyanin genes and accumulation of anthocyanin and flavonol in transgenic
petunia (Petunia hybrida). In Vitro Cellular and Developmental Biology - Plant, 2017, 53, 478-488.

0.9 18

2835 Molecular forms of ruminant BMP15 and GDF9 and putative interactions with receptors.
Reproduction, 2017, 154, 521-534. 1.1 26

2836 Biophysical investigation of type A PutAs reveals a conserved core oligomeric structure. FEBS Journal,
2017, 284, 3029-3049. 2.2 14

2837 Dissimilar Crystal Proteins Cry5Ca1 and Cry5Da1 Synergistically Act against Meloidogyne incognita
and Delay Cry5Ba-Based Nematode Resistance. Applied and Environmental Microbiology, 2017, 83, . 1.4 12

2838 Crystal structure of the human PolÏµ B-subunit in complex with the C-terminal domain of the catalytic
subunit. Journal of Biological Chemistry, 2017, 292, 15717-15730. 1.6 30

2839 Random mutagenesis analysis and identification of a novel C2H2-type transcription factor from the
nematode-trapping fungus Arthrobotrys oligospora. Scientific Reports, 2017, 7, 5640. 1.6 10

2840 Dermatophagoides pteronyssinus lytFM encoding an NlpC/P60 endopeptidase is also present in
mite-associated bacteria that express LytFM variants. FEBS Open Bio, 2017, 7, 1267-1280. 1.0 8

2841 Biosynthesis of methyl-proline containing griselimycins, natural products with anti-tuberculosis
activity. Chemical Science, 2017, 8, 7521-7527. 3.7 72

2842 Identification and characterization of two germin-like proteins with oxalate oxidase activity from
Calotropis procera latex. International Journal of Biological Macromolecules, 2017, 105, 1051-1061. 3.6 16

2843 Gle1 Regulates RNA Binding of the DEAD-Box Helicase Ded1 in Its Complex Role in Translation Initiation.
Molecular and Cellular Biology, 2017, 37, . 1.1 19

2844 Identification of a Flavonoid Glucosyltransferase Involved in 7-OH Site Glycosylation in Tea plants
(Camellia sinensis). Scientific Reports, 2017, 7, 5926. 1.6 51

2845 Mutational analysis of TSC1 and TSC2 genes in Tuberous Sclerosis Complex patients from Greece.
Scientific Reports, 2017, 7, 16697. 1.6 22

2846 Constraints on lateral gene transfer in promoting fimbrial usher protein diversity and function. Open
Biology, 2017, 7, 170144. 1.5 10

2847
Computational Model of the Effect of a Surface-Binding Site on the <i>Saccharomycopsis
fibuligera</i> R64 Î±-Amylase to the Substrate Adsorption. Bioinformatics and Biology Insights, 2017, 11,
117793221773876.

1.0 5



159

Citation Report

# Article IF Citations

2848 Intersectin associates with synapsin and regulates its nanoscale localization and function.
Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, 12057-12062. 3.3 47

2849 Structure-based function prediction of the expanding mollusk tyrosinase family. Chinese Journal of
Oceanology and Limnology, 2017, 35, 1454-1464. 0.7 4

2850 Molecular modeling and docking revealed superiority of IDX-184 as HCV polymerase inhibitor. Future
Virology, 2017, 12, 339-347. 0.9 17

2851
In silico identification of novel antagonists and binding insights by structural and functional
analyses of guanylate kinase of Leishmania donovani and interaction with inhibitors. Gene Reports,
2017, 8, 134-143.

0.4 6

2852 Bacterial lipid droplets bind to DNA via an intermediary protein that enhances survival under stress.
Nature Communications, 2017, 8, 15979. 5.8 71

2853 Wbp2nl has a developmental role in establishing neural and non-neural ectodermal fates.
Developmental Biology, 2017, 429, 213-224. 0.9 3

2854 Structural similarities and functional differences clarify evolutionary relationships between tRNA
healing enzymes and the myelin enzyme CNPase. BMC Biochemistry, 2017, 18, 7. 4.4 1

2855 Recognition of a structural domain (RWDBD) in Gcn1 proteins that interacts with the RWD domain
containing proteins. Biology Direct, 2017, 12, 12. 1.9 6

2856 Molecular cloning, expression, and characterization of four novel thermo-alkaliphilic enzymes
retrieved from a metagenomic library. Biotechnology for Biofuels, 2017, 10, 142. 6.2 10

2858 Stable production of cyanophycinase in <i>Nicotiana benthamiana</i> and its functionality to
hydrolyse cyanophycin in the murine intestine. Plant Biotechnology Journal, 2017, 15, 605-613. 4.1 10

2859
Structural and Biochemical Characterization of <i>Acinetobacter</i> spp. Aminoglycoside
Acetyltransferases Highlights Functional and Evolutionary Variation among Antibiotic Resistance
Enzymes. ACS Infectious Diseases, 2017, 3, 132-143.

1.8 17

2860 Characterization of homologous sphingosine-1-phosphate lyase isoforms in the bacterial pathogen
Burkholderia pseudomallei. Journal of Lipid Research, 2017, 58, 137-150. 2.0 11

2861 Structure to function of an Î±-glucan metabolic pathway that promotes Listeria monocytogenes
pathogenesis. Nature Microbiology, 2017, 2, 16202. 5.9 33

2862
A whole genome analysis reveals the presence of a plant PR1 sequence in the potato pathogen
Streptomyces scabies and other Streptomyces species. Molecular Phylogenetics and Evolution, 2017,
114, 346-352.

1.2 8

2863 Left-handed polyproline-II helix revisited: proteins causing proteopathies. Journal of Biomolecular
Structure and Dynamics, 2017, 35, 2701-2713. 2.0 19

2864 Genomeâ€•wide association study reveals putative regulators of bioenergy traits in <i>Populus
deltoides</i>. New Phytologist, 2017, 213, 799-811. 3.5 89

2865 Molecular characterization and evolution of carnivorous sundew (Drosera rotundifolia L.) class V
Î²-1,3-glucanase. Planta, 2017, 245, 77-91. 1.6 6

2866 Molecular dynamics simulation of chitinase I from <i>Thermomyces lanuginosus SSBP</i> to ensure
optimal activity. Molecular Simulation, 2017, 43, 480-490. 0.9 8



160

Citation Report

# Article IF Citations

2867
Isolation of a transcription factor <i>DREB1A</i> gene from <i>Phaseolus vulgaris</i> and
computational insights into its characterization: protein modeling, docking and mutagenesis. Journal
of Biomolecular Structure and Dynamics, 2017, 35, 3107-3118.

2.0 11

2868 Adaptive thermostability of light-harvesting complexes in marine picocyanobacteria. ISME Journal,
2017, 11, 112-124. 4.4 34

2869 Serine protease inhibitor Kazal-type 2 is expressed in the male reproductive tract of carp with a
possible role in antimicrobial protection. Fish and Shellfish Immunology, 2017, 60, 150-163. 1.6 10

2870 In-silico prediction of dual function of DksA like hypothetical protein in V. cholerae O395 genome.
Microbiological Research, 2017, 195, 60-70. 2.5 1

2871 Extracellular protons enable activation of the calciumâ€•dependent chloride channel TMEM16A. Journal
of Physiology, 2017, 595, 1515-1531. 1.3 27

2872 RAPID COMMUNICATION: Generation of FGF5 knockout sheep via the CRISPR/Cas9 system12. Journal of
Animal Science, 2017, 95, 2019-2024. 0.2 26

2873 Pyrenoid loss impairs carbon-concentrating mechanism induction and alters primary metabolism in
Chlamydomonas reinhardtii. Journal of Experimental Botany, 2017, 68, 3891-3902. 2.4 18

2874 Hydrolytic activity determination of Tail Tubular Protein A of Klebsiella pneumoniae bacteriophages
towards saccharide substrates. Scientific Reports, 2017, 7, 18048. 1.6 11

2875 RNA degradation by the plant RNA exosome involves both phosphorolytic and hydrolytic activities.
Nature Communications, 2017, 8, 2162. 5.8 44

2876 Sequence-Based Analysis of Thermal Adaptation and Protein Energy Landscapes in an Invasive Blue
Mussel (Mytilus galloprovincialis). Genome Biology and Evolution, 2017, 9, 2739-2751. 1.1 20

2877 The Intrinsic Relationship Between Structure and Function of the Sialyltransferase ST8Sia Family
Members. Current Topics in Medicinal Chemistry, 2017, 17, 2359-2369. 1.0 34

2878 In vivo phosphoproteome characterization reveals key starch granule-binding phosphoproteins
involved in wheat water-deficit response. BMC Plant Biology, 2017, 17, 168. 1.6 26

2879 Apolipophorin-III Acts as a Positive Regulator of Plasmodium Development in Anopheles stephensi.
Frontiers in Physiology, 2017, 8, 185. 1.3 20

2880

Genome Wide Mapping of Peptidases in Rhodnius prolixus: Identification of Protease Gene
Duplications, Horizontally Transferred Proteases and Analysis of Peptidase A1 Structures, with
Considerations on Their Role in the Evolution of Hematophagy in Triatominae. Frontiers in
Physiology, 2017, 8, 1051.

1.3 19

2881
Comparative Phosphoproteomic Analysis under High-Nitrogen Fertilizer Reveals Central
Phosphoproteins Promoting Wheat Grain Starch and Protein Synthesis. Frontiers in Plant Science,
2017, 8, 67.

1.7 36

2882
Molecular Characterization and Expression Profiling of Brachypodium distachyon L. Cystatin Genes
Reveal High Evolutionary Conservation and Functional Divergence in Response to Abiotic Stress.
Frontiers in Plant Science, 2017, 8, 743.

1.7 15

2883 Whole-Genome Identification and Expression Pattern of the Vicinal Oxygen Chelate Family in Rapeseed
(Brassica napus L.). Frontiers in Plant Science, 2017, 8, 745. 1.7 16

2884 A Novel Multifunctional Î²-N-Acetylhexosaminidase Revealed through Metagenomics of an Oil-Spilled
Mangrove. Bioengineering, 2017, 4, 62. 1.6 13



161

Citation Report

# Article IF Citations

2885 Plasmodium berghei PIMMS2 Promotes Ookinete Invasion of the Anopheles gambiae Mosquito Midgut.
Infection and Immunity, 2017, 85, . 1.0 13

2886 In silico-based vaccine design against Ebola virus glycoprotein. Advances and Applications in
Bioinformatics and Chemistry, 2017, Volume 10, 11-28. 1.6 55

2887 Identification and Characterization of an Isoform Antifreeze Protein from the Antarctic Marine
Diatom, Chaetoceros neogracile and Suggestion of the Core Region. Marine Drugs, 2017, 15, 318. 2.2 10

2888 Characterization of the Ornithine Hydroxylation Step in Albachelin Biosynthesis. Molecules, 2017, 22,
1652. 1.7 6

2889 PrLPAAT4, a Putative Lysophosphatidic Acid Acyltransferase from Paeonia rockii, Plays an Important
Role in Seed Fatty Acid Biosynthesis. Molecules, 2017, 22, 1694. 1.7 7

2890 Comparative Analysis of CDPK Family in Maize, Arabidopsis, Rice, and Sorghum Revealed Potential
Targets for Drought Tolerance Improvement. Frontiers in Chemistry, 2017, 5, 115. 1.8 38

2891
Residue Modification and Mass Spectrometry for the Investigation of Structural and Metalation
Properties of Metallothionein and Cysteine-Rich Proteins. International Journal of Molecular
Sciences, 2017, 18, 913.

1.8 10

2892 Adaptation to Blue Light in Marine Synechococcus Requires MpeU, an Enzyme with Similarity to
Phycoerythrobilin Lyase Isomerases. Frontiers in Microbiology, 2017, 8, 243. 1.5 25

2893 New Insights into the Regulation of Cell-Surface Signaling Activity Acquired from a Mutagenesis
Screen of the Pseudomonas putida IutY Sigma/Anti-Sigma Factor. Frontiers in Microbiology, 2017, 8, 747. 1.5 11

2894 Genome-Wide Analyses Reveal Genes Subject to Positive Selection in Pasteurella multocida. Frontiers
in Microbiology, 2017, 8, 961. 1.5 36

2895 Uninterrupted Expression of CmSIT1 in a Sclerotial Parasite Coniothyrium minitans Leads to Reduced
Growth and Enhanced Antifungal Ability. Frontiers in Microbiology, 2017, 8, 2208. 1.5 12

2896 Comparative and Evolutionary Analysis of Grass Pollen Allergens Using Brachypodium distachyon as a
Model System. PLoS ONE, 2017, 12, e0169686. 1.1 6

2897 Characterization of novel bangle lectin from Photorhabdus asymbiotica with dual sugar-binding
specificity and its effect on host immunity. PLoS Pathogens, 2017, 13, e1006564. 2.1 18

2898 Specialized box C/D snoRNPs act as antisense guides to target RNA base acetylation. PLoS Genetics, 2017,
13, e1006804. 1.5 92

2899 Polymorphism and structure of styleâ€“specific arabinogalactan proteins as determinants of pollen
tube growth in Nicotiana. BMC Evolutionary Biology, 2017, 17, 186. 3.2 10

2900 The complete genome sequence of the cold adapted crude-oil degrader: Pedobacter steynii DX4.
Standards in Genomic Sciences, 2017, 12, 45. 1.5 11

2901
Kinetic characterization and molecular modeling of trehalose-6-phosphate phosphatase from
Anopheles gambiae and expressed in Pichia pastoris. African Journal of Biotechnology, 2017, 16,
1366-1378.

0.3 3

2902 STRUCTURE PREDICTION AND IN SILICO DESIGNING OF DRUGS AGAINST KALLIKREIN PROTEIN 12.
International Journal of Current Pharmaceutical Research, 2017, 9, 64. 0.2 0



162

Citation Report

# Article IF Citations

2903 A Computational Approach From Gene to Structure Analysis of the Human ABCA4 Transporter
Involved in Genetic Retinal Diseases. , 2017, 58, 5320. 29

2904
Structure-based domain assignment in Leishmania infantum EndoG: characterization of a pH-dependent
regulatory switch and a C-terminal extension that largely dictates DNA substrate preferences. Nucleic
Acids Research, 2017, 45, 9030-9045.

6.5 6

2905
Analysis of the Roles of the Arabidopsis nMAT2 and PMH2 Proteins Provided with New Insights into
the Regulation of Group II Intron Splicing in Land-Plant Mitochondria. International Journal of
Molecular Sciences, 2017, 18, 2428.

1.8 34

2906 Novel carbohydrate sulfotransferase 3 mutation causing spondyloepiphyseal dysplasia with
congenital joint dislocations in a Chinese family. Annals of Joint, 0, 2, 7-7. 1.0 2

2907 Cardiolipin synthase A colocalizes with cardiolipin and osmosensing transporter ProP at the poles of
<i>Escherichia coli</i> cells. Molecular Microbiology, 2018, 107, 623-638. 1.2 26

2908
Attenuation of quorum sensing controlled virulence factors and biofilm formation in Pseudomonas
aeruginosa by pentacyclic triterpenes, betulin and betulinic acid. Microbial Pathogenesis, 2018, 118,
48-60.

1.3 77

2909 Transcription Factorâ€•Based Biosensors in Highâ€•Throughput Screening: Advances and Applications.
Biotechnology Journal, 2018, 13, e1700648. 1.8 84

2910 Genotype, phenotype and in silico pathogenicity analysis of HEXB mutations: Panel based sequencing
for differential diagnosis of gangliosidosis. Clinical Neurology and Neurosurgery, 2018, 167, 43-53. 0.6 4

2911 Cryo-EM Structure of Human Dicer and Its Complexes with a Pre-miRNA Substrate. Cell, 2018, 173,
1191-1203.e12. 13.5 117

2912 Ssy5 is a signaling serine protease that exhibits atypical biogenesis and marked S1 specificity. Journal of
Biological Chemistry, 2018, 293, 8362-8378. 1.6 5

2913 Genome-wide analysis of dirigent gene family in pepper (Capsicum annuum L.) and characterization of
CaDIR7 in biotic and abiotic stresses. Scientific Reports, 2018, 8, 5500. 1.6 51

2914 <i>In silico</i> characterization of broad range proteases produced by <i>Serratia marcescens</i>
EGDâ€•HP20. Journal of Basic Microbiology, 2018, 58, 492-500. 1.8 7

2915 Isolation, identification and in silico analysis of alpha-amylase gene of Aspergillus niger strain CSA35
obtained from cassava undergoing spoilage. Biochemistry and Biophysics Reports, 2018, 14, 35-42. 0.7 16

2916 The tegumental allergen-like proteins of Schistosoma mansoni: A biochemical study of SmTAL4-TAL13.
Molecular and Biochemical Parasitology, 2018, 221, 14-22. 0.5 11

2917 EzMol: A Web Server Wizard for the Rapid Visualization and Image Production of Protein and Nucleic
Acid Structures. Journal of Molecular Biology, 2018, 430, 2244-2248. 2.0 145

2918 AIMOES: Archive information assisted multi-objective evolutionary strategy for ab initio protein
structure prediction. Knowledge-Based Systems, 2018, 146, 58-72. 4.0 46

2919 <i>ELIGULUM-A</i> Regulates Lateral Branch and Leaf Development in Barley. Plant Physiology, 2018,
176, 2750-2760. 2.3 22

2920 Homology threading to generate RNA polymerase structures. Protein Expression and Purification,
2018, 147, 13-16. 0.6 2



163

Citation Report

# Article IF Citations

2921 Identification of a consensus motif in Erg28p required for C-4 demethylation in yeast ergosterol
biosynthesis based on mutation analysis. FEMS Microbiology Letters, 2018, 365, . 0.7 4

2922 Human ex vivo prostate tissue model system identifies ING3 as an oncoprotein. British Journal of
Cancer, 2018, 118, 713-726. 2.9 28

2923 The unique evolution of the carbohydrateâ€•binding module CBM 20 in laforin. FEBS Letters, 2018, 592,
586-598. 1.3 12

2924 Calcium-dependent disorder-to-order transitions are central to the secretion and folding of the CyaA
toxin of Bordetella pertussis, the causative agent of whooping cough. Toxicon, 2018, 149, 37-44. 0.8 29

2925 Determination of protein oligomeric structure from smallâ€•angle Xâ€•ray scattering. Protein Science,
2018, 27, 814-824. 3.1 40

2926 Kinase MPK17 and the Peroxisome Division Factor PMD1 Influence Salt-induced Peroxisome
Proliferation. Plant Physiology, 2018, 176, 340-351. 2.3 26

2927 Molecular phenotype of SLC4A11 missense mutants: Setting the stage for personalized medicine in
corneal dystrophies. Human Mutation, 2018, 39, 676-690. 1.1 27

2928
HSP60 and HSP90Î² from blunt snout bream, Megalobrama amblycephala: Molecular cloning,
characterization, and comparative response to intermittent thermal stress and Aeromonas hydrophila
infection. Fish and Shellfish Immunology, 2018, 74, 119-132.

1.6 39

2929 De novo mutations implicate novel genes in systemic lupus erythematosus. Human Molecular Genetics,
2018, 27, 421-429. 1.4 52

2930 The Antarctic sea ice alga Chlamydomonas sp. ICE-L provides insights into adaptive patterns of
chloroplast evolution. BMC Plant Biology, 2018, 18, 53. 1.6 22

2931 An integrated computational hierarchy for identification of potent inhibitors against Shikimate
Kinase enzyme from Shigella sonnei , a major cause of global dysentery. Gene Reports, 2018, 11, 283-293. 0.4 2

2932 Structural basis of the bacteriophage <scp>TP</scp>901â€•1 <scp>CI</scp> repressor dimerization and
interaction with <scp>DNA</scp>. FEBS Letters, 2018, 592, 1738-1750. 1.3 5

2933
2S protein Ara h 7.0201 has unique epitopes compared to other Ara h 7 isoforms and is comparable to
2S proteins Ara h 2 and 6 in basophil degranulation capacity. Clinical and Experimental Allergy, 2018,
48, 890-897.

1.4 12

2934 The Molecular Basis of Polysaccharide Sulfatase Activity and a Nomenclature for Catalytic Subsites in
this Class of Enzyme. Structure, 2018, 26, 747-758.e4. 1.6 30

2935
Molecular cloning, expression, and characterization of UDP N-acetyl-Î±-d-galactosamine: Polypeptide
N-acetylgalactosaminyltransferase 4 from Cryptosporidium parvum. Molecular and Biochemical
Parasitology, 2018, 221, 56-65.

0.5 7

2936 Structural and functional analysis of an OB-fold in human Ctc1 implicated in telomere maintenance
and bone marrow syndromes. Nucleic Acids Research, 2018, 46, 972-984. 6.5 22

2937 TAT-mediated intracellular delivery of carboxypeptidase G2 protects against methotrexate-induced
cell death in HepG2 cells. Toxicology and Applied Pharmacology, 2018, 346, 9-18. 1.3 21

2938 A comprehensive review and comparison of different computational methods for protein remote
homology detection. Briefings in Bioinformatics, 2018, 19, 231-244. 3.2 106



164

Citation Report

# Article IF Citations

2939 Functional, structural, and phylogenetic analysis of mitochondrial cytochrome b (cytb) in insects.
Mitochondrial DNA Part A: DNA Mapping, Sequencing, and Analysis, 2018, 29, 236-249. 0.7 7

2940
Structural Evaluation and Binding Mode Analysis of CCL19 and CCR7 Proteinsâ€”Identification of Novel
Leads for Rheumatic and Autoimmune Diseases: An Insilico study. Interdisciplinary Sciences,
Computational Life Sciences, 2018, 10, 346-366.

2.2 5

2941 Bifunctional activity of fused Plasmodium falciparum orotate phosphoribosyltransferase and
orotidine 5â€²-monophosphate decarboxylase. Parasitology International, 2018, 67, 79-84. 0.6 4

2942 Structural complexity and functional diversity of plant NADPH oxidases. Amino Acids, 2018, 50, 79-94. 1.2 31

2943 Cx32 hemichannel opening by cytosolic Ca2+ is inhibited by the R220X mutation that causes
Charcot-Marie-Tooth disease. Human Molecular Genetics, 2018, 27, 80-94. 1.4 25

2944 Molecular dynamics simulation revealed binding of nucleotide inhibitors to ZIKV polymerase over 444
nanoseconds. Journal of Medical Virology, 2018, 90, 13-18. 2.5 39

2945
Structural Dynamics of the GW182 Silencing Domain Including its RNA Recognition motif (RRM)
Revealed by Hydrogen-Deuterium Exchange Mass Spectrometry. Journal of the American Society for
Mass Spectrometry, 2018, 29, 158-173.

1.2 11

2946 A DNA segment encoding the anticodon stem/loop of tRNA determines the specific recombination of
integrative-conjugative elements in <i>Acidithiobacillus</i> species. RNA Biology, 2018, 15, 492-499. 1.5 24

2947 Structural variations in wheat HKT1;5 underpin differences in Na+ transport capacity. Cellular and
Molecular Life Sciences, 2018, 75, 1133-1144. 2.4 45

2948 Functional analysis of the dehydratase domains of a PUFA synthase from Thraustochytrium in
Escherichia coli. Applied Microbiology and Biotechnology, 2018, 102, 847-856. 1.7 17

2949 The P-type ATPase CtpG preferentially transports Cd2+ across the Mycobacterium tuberculosis plasma
membrane. Archives of Microbiology, 2018, 200, 483-492. 1.0 32

2950
Structural comparison among the 2013â€“2017 avian influenza A H5N6 hemagglutinin proteins: A
computational study with epidemiological implications. Journal of Molecular Graphics and
Modelling, 2018, 79, 185-191.

1.3 2

2951
A Comprehensive Computational Analysis of Mycobacterium Genomes Pinpoints the Genes
Co-occurring with YczE, a Membrane Protein Coding Gene Under the Putative Control of a MocR, and
Predicts its Function. Interdisciplinary Sciences, Computational Life Sciences, 2018, 10, 111-125.

2.2 3

2952
Identification and biochemical characterization of WbwB, a novel UDP-Gal: Neu5Ac-R
Î±1,4-galactosyltransferase from the intestinal pathogen Escherichia coli serotype O104.
Glycoconjugate Journal, 2018, 35, 65-76.

1.4 8

2953
A new collagenase enzyme of the marine sponge pathogen Pseudoalteromonas agarivorans NW4327 is
uniquely linked with a TonB dependent receptor. International Journal of Biological Macromolecules,
2018, 109, 1140-1146.

3.6 15

2954
Crystal structure and catalytic characterization of the dehydrogenase/reductase <scp>SDR</scp>
family member 4 (<scp>DHRS</scp>4) from <i>Caenorhabditis elegans</i>. FEBS Journal, 2018, 285,
275-293.

2.2 11

2955 SECâ€•SAXS and HDXâ€•MS: A powerful combination. The case of the calciumâ€•binding domain of a bacterial
toxin. Biotechnology and Applied Biochemistry, 2018, 65, 62-68. 1.4 21

2956
Discovery of mutations in Chenopodium quinoa Willd through EMS mutagenesis and mutation
screening using pre-selection phenotypic data and next-generation sequencing. Journal of
Agricultural Science, 2018, 156, 1196-1204.

0.6 7



165

Citation Report

# Article IF Citations

2957 Genome-wide identification, molecular evolution, and expression analysis of auxin response factor
(ARF) gene family in Brachypodium distachyon L. BMC Plant Biology, 2018, 18, 336. 1.6 31

2958 Novel HSPG2 mutations causing Schwartzâ€‘Jampel syndrome type 1 in a Chinese family: A case report.
Molecular Medicine Reports, 2018, 18, 1761-1765. 1.1 2

2959 Molecular structure of promoter-bound yeast TFIID. Nature Communications, 2018, 9, 4666. 5.8 32

2960 Immuno-informatics based approaches to design a novel multi epitope-based vaccine for immune
response reinforcement against Leptospirosis. Molecular Immunology, 2018, 104, 128-138. 1.0 29

2961 High-Affinity Chemotaxis to Histamine Mediated by the TlpQ Chemoreceptor of the Human Pathogen
Pseudomonas aeruginosa. MBio, 2018, 9, . 1.8 57

2962 Chaperonin CCT checkpoint function in basal transcription factor TFIID assembly. Nature Structural
and Molecular Biology, 2018, 25, 1119-1127. 3.6 43

2963
DREB2 (dehydration-responsive element-binding protein 2) type transcription factor in sorghum
(Sorghum bicolor): genome-wide identification, characterization and expression profiles under
cadmium and salt stresses. 3 Biotech, 2018, 8, 426.

1.1 28

2964 Fam49/CYRI interacts with Rac1 and locally suppresses protrusions. Nature Cell Biology, 2018, 20,
1159-1171. 4.6 64

2965
Quorum Sensing Modulates the Epibiotic-Parasitic Relationship Between Actinomyces odontolyticus
and Its Saccharibacteria epibiont, a Nanosynbacter lyticus Strain, TM7x. Frontiers in Microbiology,
2018, 9, 2049.

1.5 32

2966
Role of the Fractalkine Receptor in CNS Autoimmune Inflammation: New Approach Utilizing a Mouse
Model Expressing the Human CX3CR1I249/M280 Variant. Frontiers in Cellular Neuroscience, 2018, 12,
365.

1.8 44

2967 Disruption of Autographa Californica Multiple Nucleopolyhedrovirus ac111 Results in Reduced per os
Infectivity in a Host-Dependent Manner. Viruses, 2018, 10, 527. 1.5 2

2968 Branched late-steps of the cytosolic iron-sulphur cluster assembly machinery of Trypanosoma brucei.
PLoS Pathogens, 2018, 14, e1007326. 2.1 2

2969 An investigation into the Omp85 protein BamK in hypervirulent <i>Klebsiella pneumoniae</i>, and its
role in outer membrane biogenesis. Molecular Microbiology, 2018, 109, 584-599. 1.2 5

2970 Bioinformatics: Sequences, Structures, Phylogeny. , 2018, , . 0

2971 S-nitrosylation of the zinc finger protein SRG1 regulates plant immunity. Nature Communications,
2018, 9, 4226. 5.8 78

2972 Computational modeling and functional characterization of a GgChi: A class III chitinase from corms
of <i>Gladiolus grandiflorus</i>. Kaohsiung Journal of Medical Sciences, 2018, 34, 673-683. 0.8 3

2973 In-Silico Prediction and Modeling of the Quorum Sensing LuxS Protein and Inhibition of AI-2
Biosynthesis in Aeromonas hydrophila. Molecules, 2018, 23, 2627. 1.7 18

2974 Drug Discovery: An In Silico Approach. , 2018, , 307-328. 2



166

Citation Report

# Article IF Citations

2975 A central role for PBP2 in the activation of peptidoglycan polymerization by the bacterial cell
elongation machinery. PLoS Genetics, 2018, 14, e1007726. 1.5 119

2976 Genomic and biological characterization of a new member of the genus Phikmvvirus infecting
phytopathogenic Ralstonia bacteria. Archives of Virology, 2018, 163, 3275-3290. 0.9 12

2977
The variation of mitochondrial NADH dehydrogenase subunit 4 (mtND4) and molecular dynamics
simulation of SNPs among Iranian women with breast cancer. Journal of Molecular Graphics and
Modelling, 2018, 85, 242-249.

1.3 3

2978 Ring nucleases deactivate type III CRISPR ribonucleases by degrading cyclic oligoadenylate. Nature,
2018, 562, 277-280. 13.7 105

2979 The PTH/PTHrP-SIK3 pathway affects skeletogenesis through altered mTOR signaling. Science
Translational Medicine, 2018, 10, . 5.8 38

2980 GWAS for Interleukin-1Î² levels in gingival crevicular fluid identifies IL37 variants in periodontal
inflammation. Nature Communications, 2018, 9, 3686. 5.8 63

2981 Membrane cholesterol as regulator of human rhomboid protease RHBDL4. Journal of Biological
Chemistry, 2018, 293, 15556-15568. 1.6 20

2982
AbmR (Rv1265) is a novel transcription factor of <i>Mycobacterium tuberculosis</i> that regulates
host cell association and expression of the nonâ€•coding small RNA Mcr11. Molecular Microbiology,
2018, 110, 811-830.

1.2 11

2983 Î²-Glucosyl Fluoride as Reverse Reaction Donor Substrate and Mechanistic Probe of Inverting Sugar
Nucleotide-Dependent Glycosyltransferases. ACS Catalysis, 2018, 8, 9148-9153. 5.5 10

2984 RNA ligase-like domain in activating signal cointegrator 1 complex subunit 1 (ASCC1) regulates ASCC
complex function during alkylation damage. Journal of Biological Chemistry, 2018, 293, 13524-13533. 1.6 27

2985 Grxcr2 is required for stereocilia morphogenesis in the cochlea. PLoS ONE, 2018, 13, e0201713. 1.1 11

2986 Quality Estimation Of Protein Structure Using Machine Learning Approaches : A Survey. , 2018, , . 0

2987 Biochemical properties of bacterial reverse transcriptase-related (rvt) gene products:
multimerization, protein priming, and nucleotide preference. Current Genetics, 2018, 64, 1287-1301. 0.8 6

2988 DIS3 isoforms vary in their endoribonuclease activity and are differentially expressed within
haematological cancers. Biochemical Journal, 2018, 475, 2091-2105. 1.7 12

2989 Calmodulins from Schistosoma mansoni: Biochemical analysis and interaction with IQ-motifs from
voltage-gated calcium channels. Cell Calcium, 2018, 74, 1-13. 1.1 6

2990 Select Î±-arrestins control cell-surface abundance of the mammalian Kir2.1 potassium channel in a yeast
model. Journal of Biological Chemistry, 2018, 293, 11006-11021. 1.6 17

2991 Comparative analysis of Î²-1,3-glucanase protein sequences and structure in two banana cultivars from
Kerala. Journal of Food Biochemistry, 2018, 42, e12559. 1.2 3

2992 Mannheimia haemolytica OmpP2-like is an amyloid-like protein, forms filaments, takes part in cell
adhesion and is part of biofilms. Antonie Van Leeuwenhoek, 2018, 111, 2311-2321. 0.7 10



167

Citation Report

# Article IF Citations

2993 DOXC-class 2-oxoglutarate-dependent dioxygenase in safflower: Gene characterization, transcript
abundance, and correlation with flavonoids. Biochemical Systematics and Ecology, 2018, 80, 14-20. 0.6 6

2994 Structural characterisation of the HT3 motif of the polyhistidine triad protein D from Streptococcus
pneumoniae. FEBS Letters, 2018, 592, 2341-2350. 1.3 4

2995 Structural basis of product inhibition by arabinose and xylose of the thermostable GH43
Î²-1,4-xylosidase from Geobacillus thermoleovorans IT-08. PLoS ONE, 2018, 13, e0196358. 1.1 25

2996
SYNTHESIS, PHARMACOLOGICAL EVALUATION AND LIGAND-PROTEIN INTERACTION STUDY OF HYBRID UREA
AND THIOUREA DERIVATIVES AS ANTIHYPERGLYCEMIC AGENTS. International Research Journal of
Pharmacy, 2018, 9, 36-44.

0.0 1

2997 The extracellular loop of pendrin and prestin modulates their voltage-sensing property. Journal of
Biological Chemistry, 2018, 293, 9970-9980. 1.6 15

2998 A Tangled Web: Origins of Reproductive Parasitism. Genome Biology and Evolution, 2018, 10, 2292-2309. 1.1 47

2999 Identification of a diphtheria toxinâ€•like gene family beyond the <i>Corynebacterium</i> genus. FEBS
Letters, 2018, 592, 2693-2705. 1.3 15

3000 Feedback regulation of Caulobacter crescentus holdfast synthesis by flagellum assembly via the
holdfast inhibitor HfiA. Molecular Microbiology, 2018, 110, 219-238. 1.2 32

3001 Tomato geminivirus encoded RNAi suppressor protein, AC4 interacts with host AGO4 and precludes
viral DNA methylation. Gene, 2018, 678, 184-195. 1.0 28

3002
Inactivation of bpsl1039-1040 ATP-binding cassette transporter reduces intracellular survival in
macrophages, biofilm formation and virulence in the murine model of Burkholderia pseudomallei
infection. PLoS ONE, 2018, 13, e0196202.

1.1 12

3003 Identification and Functional Analysis of the First Aquaporin from Striped Stem Borer, Chilo
suppressalis. Frontiers in Physiology, 2018, 9, 57. 1.3 11

3004 Rickettsia Lipid A Biosynthesis Utilizes the Late Acyltransferase LpxJ for Secondary Fatty Acid Addition.
Journal of Bacteriology, 2018, 200, . 1.0 17

3005 Characterization of the APETALA2/Ethylene-responsive factor (AP2/ERF) transcription factor family in
sunflower. Scientific Reports, 2018, 8, 11576. 1.6 52

3006 Identification of the Autochaperone Domain in the Type Va Secretion System (T5aSS): Prevalent Feature
of Autotransporters with a Î²-Helical Passenger. Frontiers in Microbiology, 2017, 8, 2607. 1.5 17

3007 Regulation of Effector Delivery by Type III Secretion Chaperone Proteins in Erwinia amylovora.
Frontiers in Microbiology, 2018, 9, 146. 1.5 14

3008 Dividing the Archaeal Way: The Ancient Cdv Cell-Division Machinery. Frontiers in Microbiology, 2018,
9, 174. 1.5 56

3009 Interaction between parasite-encoded JAB1/CSN5 and macrophage migration inhibitory factor proteins
attenuates its proinflammatory function. Scientific Reports, 2018, 8, 10241. 1.6 13

3010 In silico analysis of the Î±-amylase family GH57: eventual subfamilies reflecting enzyme specificities. 3
Biotech, 2018, 8, 307. 1.1 21



168

Citation Report

# Article IF Citations

3011 PhcrTx2, a New Crab-Paralyzing Peptide Toxin from the Sea Anemone Phymanthus crucifer. Toxins, 2018,
10, 72. 1.5 7

3012 The conserved p.Arg108 residue in S1PR2 (DFNB68) is fundamental for proper hearing: evidence from a
consanguineous Iranian family. BMC Medical Genetics, 2018, 19, 81. 2.1 10

3013 Putative metal binding site in the transmembrane domain of the manganese transporter SLC30A10 is
different from that of related zinc transporters. Metallomics, 2018, 10, 1053-1064. 1.0 22

3014 Hopâ€•family <i>Helicobacter</i> outer membrane adhesins form a novel class of TypeÂ 5â€•like secretion
proteins with an interrupted Î²â€•barrel domain. Molecular Microbiology, 2018, 110, 33-46. 1.2 24

3015 Structural, functional, and phylogenetic characterization of phosphoenolpyruvate carboxylase
(PEPC) in C4and CAM plants. Caryologia, 2018, 71, 272-288. 0.2 2

3016 The multiple roles of peroxiredoxins in tick blood feeding. Experimental and Applied Acarology, 2018,
75, 269-280. 0.7 4

3017 P27 (MBOV_RS03440) is a novel fibronectin binding adhesin of Mycoplasma bovis. International
Journal of Medical Microbiology, 2018, 308, 848-857. 1.5 18

3018 Insights into the carbonic anhydrases and autotrophic carbon dioxide fixation pathways of high CO2
tolerant Rhodovulum viride JA756. Microbiological Research, 2018, 215, 130-140. 2.5 12

3020 Response to metals treatment of Fra1, a member of the AP-1 transcription factor family, in P. lividus sea
urchin embryos. Marine Environmental Research, 2018, 139, 99-112. 1.1 16

3021 Flagellin-fused protein targeting M2e and HA2 induces potent humoral and T-cell responses and
protects mice against various influenza viruses a subtypes. Journal of Biomedical Science, 2018, 25, 33. 2.6 31

3022 Characterization and expression analysis of a newly identified glutathione S-transferase of the hard
tick Haemaphysalis longicornis during blood-feeding. Parasites and Vectors, 2018, 11, 91. 1.0 33

3023 The substrate specificity of eukaryotic cytosolic chaperonin CCT. Philosophical Transactions of the
Royal Society B: Biological Sciences, 2018, 373, 20170192. 1.8 47

3024 Genomic Structure and Tissue Expression of the NK-Lysin Gene Family in Bison. Journal of Heredity,
2018, 109, 598-603. 1.0 0

3025 Elongator mutation in mice induces neurodegeneration and ataxia-like behavior. Nature
Communications, 2018, 9, 3195. 5.8 40

3026 Combination of M2e peptide with stalk HA epitopes of influenza A virus enhances protective properties
of recombinant vaccine. PLoS ONE, 2018, 13, e0201429. 1.1 23

3027 p25 of the dynactin complex plays a dual role in cargo binding and dynactin regulation. Journal of
Biological Chemistry, 2018, 293, 15606-15619. 1.6 21

3028 Mechanism of High-Level Daptomycin Resistance in <i>Corynebacterium striatum</i>. MSphere, 2018, 3, . 1.3 28

3029 Control of organelle gene expression by the mitochondrial transcription termination factor mTERF22
in Arabidopsis thaliana plants. PLoS ONE, 2018, 13, e0201631. 1.1 37



169

Citation Report

# Article IF Citations

3030 Dynamics of DDB2-DDB1 complex under different naturally-occurring mutants in Xeroderma
Pigmentosum disease. Biochimica Et Biophysica Acta - General Subjects, 2018, 1862, 2579-2589. 1.1 7

3031 TMC1 Forms the Pore of Mechanosensory Transduction Channels in Vertebrate Inner Ear Hair Cells.
Neuron, 2018, 99, 736-753.e6. 3.8 250

3032 In silico prediction of T- and B-cell epitopes in PmpD: First step towards to the design of a Chlamydia
trachomatis vaccine. Biomedical Journal, 2018, 41, 109-117. 1.4 21

3033
Comparative identification and evolutionary relationship of fatty acid desaturase (<i>FAD</i>) genes
in some oil crops: the sunflower model for evaluation of gene expression pattern under drought
stress. Biotechnology and Biotechnological Equipment, 2018, 32, 846-857.

0.5 12

3034 Dynamic hydrogen-bond networks in bacterial protein secretion. FEMS Microbiology Letters, 2018, 365,
. 0.7 8

3035 Proteomics analysis of two heat shock proteins in insects. Journal of Biomolecular Structure and
Dynamics, 2019, 37, 2652-2668. 2.0 5

3036 Protocol for Protein Structure Modelling. , 2019, , 252-272. 12

3037 Biomolecular Structures: Prediction, Identification and Analyses. , 2019, , 504-534. 2

3038 Protein Structure Classification. , 2019, , 472-487. 0

3039 Designing a Fusion Protein Vaccine Against HCV: An In Silico Approach. International Journal of
Peptide Research and Therapeutics, 2019, 25, 861-872. 0.9 22

3040 Landscape of ROD9 Island: Functional annotations and biological network of hypothetical proteins in
Salmonella enterica. Computational Biology and Chemistry, 2019, 83, 107110. 1.1 1

3041 Differential homotypic and heterotypic interactions of antigen 43 (Ag43) variants in
autotransporter-mediated bacterial autoaggregation. Scientific Reports, 2019, 9, 11100. 1.6 16

3042 Ega3 from the fungal pathogen Aspergillus fumigatus is an endo-Î±-1,4-galactosaminidase that disrupts
microbial biofilms. Journal of Biological Chemistry, 2019, 294, 13833-13849. 1.6 35

3043 The plant pathogen <i>Pectobacterium atrosepticum</i> contains a functional formate
hydrogenlyaseâ€•2 complex. Molecular Microbiology, 2019, 112, 1440-1452. 1.2 8

3044
The Lonely Guy (LOG) Homologue SiRe_0427 from the Thermophilic Archaeon <i>Sulfolobus
islandicus</i> REY15A Is a Phosphoribohydrolase Representing a Novel Group. Applied and
Environmental Microbiology, 2019, 85, .

1.4 8

3045 Genome-wide screen identifies novel genes required for Borrelia burgdorferi survival in its Ixodes
tick vector. PLoS Pathogens, 2019, 15, e1007644. 2.1 25

3046
Determination of proteinâ€•only RNase P interactome in Arabidopsis mitochondria and chloroplasts
identifies a complex between PRORP1 and another NYN domain nuclease. Plant Journal, 2019, 100,
549-561.

2.8 10

3047 Bioinformatics for Analysis of Poxvirus Genomes. Methods in Molecular Biology, 2019, 2023, 29-62. 0.4 9



170

Citation Report

# Article IF Citations

3048
A GntR-Like Transcription Factor HypR Regulates Expression of Genes Associated With
L-Hydroxyproline Utilization in Streptomyces coelicolor A3(2). Frontiers in Microbiology, 2019, 10,
1451.

1.5 7

3049 The lichen symbiosis re-viewed through the genomes of Cladonia grayi and its algal partner
Asterochloris glomerata. BMC Genomics, 2019, 20, 605. 1.2 98

3050 The Salmonella virulence protein MgtC promotes phosphate uptake inside macrophages. Nature
Communications, 2019, 10, 3326. 5.8 30

3051
Interdomain twists of human thymidine phosphorylase and its activeâ€“inactive conformations: Binding
of 5â€•FU and its analogues to human thymidine phosphorylase versus dihydropyrimidine dehydrogenase.
Chemical Biology and Drug Design, 2019, 94, 1956-1972.

1.5 11

3052 Amino acid variants of the HybB membrane subunit ofEscherichia coli[NiFe]â€•hydrogenaseâ€•2 support a
role in proton transfer. FEBS Letters, 2019, 593, 2194-2203. 1.3 7

3053 Directed evolution of a bacterial WS/DGAT acyltransferase: improving tDGAT from Thermomonospora
curvata. Protein Engineering, Design and Selection, 2019, 32, 25-32. 1.0 5

3054 Production of a Dibrominated Aromatic Secondary Metabolite by a Planctomycete Implies Complex
Interaction with a Macroalgal Host. ACS Chemical Biology, 2019, 14, 2713-2719. 1.6 18

3055
At Least Two Genes Encode Many Variants of Irak3 in Rainbow Trout, but Neither the Full-Length
Factor Nor Its Variants Interfere Directly With the TLR-Mediated Stimulation of Inflammation.
Frontiers in Immunology, 2019, 10, 2246.

2.2 12

3056 MITF: an evolutionarily conserved transcription factor in the sea urchin Paracentrotus lividus.
Genetica, 2019, 147, 369-379. 0.5 2

3057 Fosmidomycin, an inhibitor of isoprenoid synthesis, induces persistence in Chlamydia by inhibiting
peptidoglycan assembly. PLoS Pathogens, 2019, 15, e1008078. 2.1 22

3058 Computer-aided identification of lung cancer inhibitors through homology modeling and virtual
screening. Egyptian Journal of Medical Human Genetics, 2019, 20, . 0.5 21

3059 Immunoinformatics:<i>In Silico</i>Approaches and Computational Design of a Multi-epitope,
Immunogenic Protein. International Reviews of Immunology, 2019, 38, 307-322. 1.5 70

3060 Different spatiotemporal organization of GPI-anchored T-cadherin in response to low-density
lipoprotein and adiponectin. Biochimica Et Biophysica Acta - General Subjects, 2019, 1863, 129414. 1.1 10

3061 PSSRDBModel- Protein 3D structure prediction server based on the secondary structure
informations. Materials Today: Proceedings, 2019, 16, 1596-1602. 0.9 0

3062 A Novel RNA Virus Related to Sobemoviruses Confers Hypovirulence on the Phytopathogenic Fungus
Sclerotinia sclerotiorum. Viruses, 2019, 11, 759. 1.5 15

3063 The Link That Binds: The Linker of Hsp70 as a Helm of the Proteinâ€™s Function. Biomolecules, 2019, 9, 543. 1.8 20

3064 Starch-binding domains as CBM familiesâ€“history, occurrence, structure, function and evolution.
Biotechnology Advances, 2019, 37, 107451. 6.0 83

3065 Segmentation and Comparative Modeling in an 8.6-Ã… Cryo-EM Map of the Singapore Grouper Iridovirus.
Structure, 2019, 27, 1561-1569.e4. 1.6 10



171

Citation Report

# Article IF Citations

3066 Short-Term Low Temperature Induces Nitro-Oxidative Stress that Deregulates the NADP-Malic Enzyme
Function by Tyrosine Nitration in Arabidopsis thaliana. Antioxidants, 2019, 8, 448. 2.2 19

3067 Spectroscopic characterization of the heme binding (GAF) domain of two sensor kinases from
Methanosarcina acetivorans. Journal of Porphyrins and Phthalocyanines, 2019, 23, 930-942. 0.4 1

3068
A molecular survey of programmed cell death in rainbow trout: Structural and functional
specifications of apoptotic key molecules. Comparative Biochemistry and Physiology - B Biochemistry
and Molecular Biology, 2019, 230, 57-69.

0.7 7

3069 Identification and localization of Tospovirus genus-wide conserved residues in 3D models of the
nucleocapsid and the silencing suppressor proteins. Virology Journal, 2019, 16, 7. 1.4 14

3070 Characterization of Calcium-Binding Proteins from Parasitic Worms. Methods in Molecular Biology,
2019, 1929, 615-641. 0.4 0

3071 Attenuation of neuroblastoma cell growth by nisin is mediated by modulation of phase behavior and
enhanced cell membrane fluidity. Physical Chemistry Chemical Physics, 2019, 21, 1980-1987. 1.3 16

3072
Isolation and characterization of abundantly-expressed cDNAs from the Harderian gland of the garter
snake (Thamnophis sirtalis: Colubridae). Comparative Biochemistry and Physiology Part A, Molecular
&amp; Integrative Physiology, 2019, 235, 22-28.

0.8 4

3073 Ataxic phenotype with altered CaV3.1 channel property in a mouse model for spinocerebellar ataxia 42.
Neurobiology of Disease, 2019, 130, 104516. 2.1 20

3074 Vaccinia Virus. Methods in Molecular Biology, 2019, , . 0.4 0

3075 Pseudogene YdfW in Escherichia coli decreases hydrogen production through nitrate respiration
pathways. International Journal of Hydrogen Energy, 2019, 44, 16212-16223. 3.8 4

3076 Phosphorylation mapping of laminin Î±1-chain: Kinases in association with active sites. Computational
Biology and Chemistry, 2019, 80, 480-497. 1.1 0

3077 Metabolites of Vinca Alkaloid Vinblastine: Tubulin Binding and Activation of Nausea-Associated
Receptors. ACS Omega, 2019, 4, 9784-9799. 1.6 16

3078 Inward-facing conformation of a multidrug resistance MATE family transporter. Proceedings of the
National Academy of Sciences of the United States of America, 2019, 116, 12275-12284. 3.3 36

3079 Oleoresin defenses in conifers: chemical diversity, terpene synthases and limitations of oleoresin
defense under climate change. New Phytologist, 2019, 224, 1444-1463. 3.5 139

3080
Whirly (Why) transcription factors in tomato (Solanum lycopersicum L.): genome-wide identification
and transcriptional profiling under drought and salt stresses. Molecular Biology Reports, 2019, 46,
4139-4150.

1.0 13

3081 In silico analysis of transmembrane protein 31 (TMEM31) antigen to design novel multiepitope peptide
and DNA cancer vaccines against melanoma. Molecular Immunology, 2019, 112, 93-102. 1.0 58

3082 Phosphorylation of 14-3-3Î¶ links YAP transcriptional activation to hypoxic glycolysis for
tumorigenesis. Oncogenesis, 2019, 8, 31. 2.1 25

3083 Interferon inducible X-linked gene CXorf21 may contribute to sexual dimorphism in Systemic Lupus
Erythematosus. Nature Communications, 2019, 10, 2164. 5.8 88



172

Citation Report

# Article IF Citations

3084 A safe and potent anti-CD19 CAR T cell therapy. Nature Medicine, 2019, 25, 947-953. 15.2 314

3085 Characterization of an OrtT-like toxin of Salmonella enterica serovar Houten. Brazilian Journal of
Microbiology, 2019, 50, 839-848. 0.8 2

3086 Automated and Optimally FRET-Assisted Structural Modeling. Biophysical Journal, 2019, 116, 333a. 0.2 1

3087 I-TASSER gateway: A protein structure and function prediction server powered by XSEDE. Future
Generation Computer Systems, 2019, 99, 73-85. 4.9 80

3088 The juxtamembrane linker in neutral sphingomyelinase-2 functions as an intramolecular allosteric
switch that activates the enzyme. Journal of Biological Chemistry, 2019, 294, 7488-7502. 1.6 15

3089 Contribution of YjbIH to Virulence Factor Expression and Host Colonization in <i>Staphylococcus
aureus</i>. Infection and Immunity, 2019, 87, . 1.0 19

3090
FIT (Fer-like iron deficiency-induced transcription factor) in plant iron homeostasis: genome-wide
identification and bioinformatics analyses. Journal of Plant Biochemistry and Biotechnology, 2019, 28,
143-157.

0.9 7

3091 Copying Life: Synthesis of an Enzymatically Active Mirror-Image DNA-Ligase Made of D-Amino Acids. Cell
Chemical Biology, 2019, 26, 645-651.e3. 2.5 33

3092 Overexpression of NHL6 affects seed production in transgenic Arabidopsis plants. Plant Growth
Regulation, 2019, 88, 41-47. 1.8 9

3093 Parasitoid wasp venom elevates sorbitol and alters expression of metabolic genes in human kidney
cells. Toxicon, 2019, 161, 57-64. 0.8 3

3094 Functional analyses of the UDP-galactose transporter SLC35A2 using the binding of bacterial Shiga
toxins as a novel activity assay. Glycobiology, 2019, 29, 490-503. 1.3 7

3095 An alkaline active feruloyl-CoA synthetase from soil metagenome as a potential key enzyme for lignin
valorization strategies. PLoS ONE, 2019, 14, e0212629. 1.1 7

3096
Structural significance of residues 158â€“160 in the H3N2 hemagglutnin globular head: A computational
study with implications in viral evolution and infection. Journal of Molecular Graphics and
Modelling, 2019, 89, 33-40.

1.3 4

3097 Sequence Analysis of the cAMP-Dependent Protein Kinase Regulatory Subunit-Like Protein From
Trypanosoma brucei. Acta Parasitologica, 2019, 64, 262-267. 0.4 6

3098 Bioenergetic aspects of archaeal and bacterial hydrogen metabolism. Advances in Microbial
Physiology, 2019, 74, 487-514. 1.0 12

3099 Rational Identification of a Colorectal Cancer Targeting Peptide through Phage Display. Scientific
Reports, 2019, 9, 3958. 1.6 23

3100 Molecular structure of thermostable and zinc-ion-binding Î³-class carbonic anhydrases. BioMetals,
2019, 32, 317-328. 1.8 6

3101 Investigation of Penicillin Binding Protein (PBP)-like Peptide Cyclase and Hydrolase in Surugamide
Non-ribosomal Peptide Biosynthesis. Cell Chemical Biology, 2019, 26, 737-744.e4. 2.5 25



173

Citation Report

# Article IF Citations

3102 The Coat Protein of Citrus Yellow Vein Clearing Virus Interacts with Viral Movement Proteins and
Serves as an RNA Silencing Suppressor. Viruses, 2019, 11, 329. 1.5 18

3103 Mapping the Neutralizing Epitopes of Enterotoxigenic Escherichia coli K88 (F4) Fimbrial Adhesin and
Major Subunit FaeG. Applied and Environmental Microbiology, 2019, 85, . 1.4 9

3104
Overexpression of two plastidial fatty acid desaturase genes from tree peony affects the ratio of
Î±-linolenic acid to linoleic acid in Arabidopsis seeds. Journal of Horticultural Science and
Biotechnology, 2019, 94, 580-590.

0.9 1

3105 Identification and structural characterization of deleterious non-synonymous single nucleotide
polymorphisms in the human SKP2 gene. Computational Biology and Chemistry, 2019, 79, 127-136. 1.1 18

3106 Mapping the neutralizing epitopes of F18 fimbrial adhesin subunit FedF of enterotoxigenic Escherichia
coli (ETEC). Veterinary Microbiology, 2019, 230, 171-177. 0.8 8

3107 Recombinant expression and purification of a functional bacterial metallo-chaperone PbrD-fusion
construct as a potential biosorbent for Pb(II). Protein Expression and Purification, 2019, 158, 27-35. 0.6 11

3108 A potential peptide derived from cytokine receptors can bind proinflammatory cytokines as a
therapeutic strategy for anti-inflammation. Scientific Reports, 2019, 9, 2317. 1.6 20

3109
Crystal structure of <i>cis</i> -aconitate decarboxylase reveals the impact of naturally occurring
human mutations on itaconate synthesis. Proceedings of the National Academy of Sciences of the
United States of America, 2019, 116, 20644-20654.

3.3 47

3110 Bioinformatic and Molecular Analysis of Inverse Autotransporters from Escherichia coli. MSphere,
2019, 4, . 1.3 5

3111 An Ancient Mutation in the TPH1 Gene is Consistent with the Changes in Mammalian Reproductive
Rhythm. International Journal of Molecular Sciences, 2019, 20, 6065. 1.8 6

3112 Genome-Wide Identification and Characterization of SODs in Zhikong Scallop Reveals Gene Expansion
and Regulation Divergence after Toxic Dinoflagellate Exposure. Marine Drugs, 2019, 17, 700. 2.2 24

3113
Characterization of an Extensive Interface on Vitronectin for Binding to Plasminogen Activator
Inhibitor-1: Adoption of Structure in an Intrinsically Disordered Region. Biochemistry, 2019, 58,
5117-5134.

1.2 5

3114 Deep sequencing discovery of causal mtDNA mutations in a patient with unspecific neurological
disease. Mitochondrion, 2019, 46, 337-344. 1.6 6

3115 Comparative identification, characterization, and expression analysis of bZIP gene family members in
watermelon and melon genomes. Plant Growth Regulation, 2019, 87, 227-243. 1.8 15

3116 The Legionella effector LtpM is a new type of phosphoinositide-activated glucosyltransferase. Journal
of Biological Chemistry, 2019, 294, 2862-5740. 1.6 15

3117
DbdR, a New Member of the LysR Family of Transcriptional Regulators, Coordinately Controls Four
Promoters in the Thauera aromatica AR-1 3,5-Dihydroxybenzoate Anaerobic Degradation Pathway.
Applied and Environmental Microbiology, 2019, 85, .

1.4 9

3118
U32 collagenase from Pseudoalteromonas agarivorans NW4327: Activity, structure, substrate
interactions and molecular dynamics simulations. International Journal of Biological
Macromolecules, 2019, 124, 635-650.

3.6 13

3119 Purification, modeling and structural insights of calmodulin-binding receptor like cytoplasmic kinase
2 from Oroxylum Indicum. International Journal of Biological Macromolecules, 2019, 123, 704-712. 3.6 4



174

Citation Report

# Article IF Citations

3120 Enhanced cecropin B2 production via chitinâ€•binding domain and intein selfâ€•cleavage system.
Biotechnology and Applied Biochemistry, 2019, 66, 209-215. 1.4 6

3121 Bifunctional Duocarmycin Analogues as Inhibitors of Protein Tyrosine Kinases. Journal of Natural
Products, 2019, 82, 16-26. 1.5 1

3122 Investigations into PoyH, a promiscuous protease from polytheonamide biosynthesis. Journal of
Industrial Microbiology and Biotechnology, 2019, 46, 551-563. 1.4 12

3123 Comparative Transcriptome Analysis Reveals an Efficient Mechanism of Î±-Linolenic Acid in Tree Peony
Seeds. International Journal of Molecular Sciences, 2019, 20, 65. 1.8 25

3124 The state-of-the-art strategies of protein engineering for enzyme stabilization. Biotechnology
Advances, 2019, 37, 530-537. 6.0 117

3125
In Silico Analysis of Synaptonemal Complex Protein 1 (SYCP1) and Acrosin Binding Protein (ACRBP)
Antigens to Design Novel Multiepitope Peptide Cancer Vaccine Against Breast Cancer. International
Journal of Peptide Research and Therapeutics, 2019, 25, 1343-1359.

0.9 30

3126 Catalytic linkage between caspase activity and proteostasis in <i>Archaea</i>. Environmental
Microbiology, 2019, 21, 286-298. 1.8 4

3127 The histidine kinase slnCl1 of Colletotrichum lindemuthianum as a pathogenicity factor against
Phaseolus vulgaris L. Microbiological Research, 2019, 219, 110-122. 2.5 8

3128
A Two-Amino Acid Difference in the Coat Protein of <i>Satellite panicum mosaic virus</i> Isolates Is
Responsible for Differential Synergistic Interactions with <i>Panicum mosaic virus</i>. Molecular
Plant-Microbe Interactions, 2019, 32, 479-490.

1.4 5

3129
Molecular Characterization and Immunogenicity Analysis of 4D8 Protective Antigen of Hyalomma
anatolicum Ticks Collected from Western India. International Journal of Peptide Research and
Therapeutics, 2019, 25, 1291-1308.

0.9 1

3130 Molecular modelling and competitive inhibition of a Mycobacterium tuberculosis
multidrug-resistance efflux pump. Journal of Molecular Graphics and Modelling, 2019, 87, 98-108. 1.3 11

3131 LysPBC2, a Novel Endolysin Harboring a Bacillus cereus Spore Binding Domain. Applied and
Environmental Microbiology, 2019, 85, . 1.4 27

3132 Endophytic Paenibacillus amylolyticus KMCLE06 Extracted Dipicolinic Acid as Antibacterial Agent
Derived via Dipicolinic Acid Synthetase Gene. Current Microbiology, 2019, 76, 178-186. 1.0 8

3133 Phenylephrine, a small molecule, inhibits pectin methylesterases. Biochemical and Biophysical
Research Communications, 2019, 508, 320-325. 1.0 8

3134
PYRROLO isolated from marine sponge associated bacterium Halobacillus kuroshimensis SNSAB01 â€“
Antifouling study based on molecular docking, diatom adhesion and mussel byssal thread inhibition.
Colloids and Surfaces B: Biointerfaces, 2019, 173, 9-17.

2.5 11

3135 Antigenic Properties of Iron Regulated Proteins in Acinetobacter baumannii: An In Silico Approach.
International Journal of Peptide Research and Therapeutics, 2019, 25, 205-213. 0.9 29

3136 Candidate CSPG4 mutations and induced pluripotent stem cell modeling implicate oligodendrocyte
progenitor cell dysfunction in familial schizophrenia. Molecular Psychiatry, 2019, 24, 757-771. 4.1 51

3137 Characterization of two novel drought responsive genes in wheat. Journal of Plant Biochemistry and
Biotechnology, 2020, 29, 78-85. 0.9 3



175

Citation Report

# Article IF Citations

3138 Bioinformatics Analysis of Domain 1 of HCV-Core Protein: Iran. International Journal of Peptide
Research and Therapeutics, 2020, 26, 303-320. 0.9 14

3139 Genome-wide identification and characterization of Chitinase gene family in Brassica juncea and
Camelina sativa in response to Alternaria brassicae. Genomics, 2020, 112, 749-763. 1.3 28

3140 Identification of Drug and Vaccine Target in Mycobacterium leprae: A Reverse Vaccinology Approach.
International Journal of Peptide Research and Therapeutics, 2020, 26, 1313-1326. 0.9 6

3141 Physicochemical nâ€•Grams Tool: A tool for protein physicochemical descriptor generation via Chouâ€™s
5â€•step rule. Chemical Biology and Drug Design, 2020, 95, 79-86. 1.5 20

3142 Autoantigens PLA2R and THSD7A in membranous nephropathy share a common epitope motif in the
N-terminal domain. Journal of Autoimmunity, 2020, 106, 102308. 3.0 15

3143 Substrate Flexibility of the Flavinâ€•Dependent Dihydropyrrole Oxidases PigB and HapB Involved in
Antibiotic Prodigiosin Biosynthesis. ChemBioChem, 2020, 21, 523-530. 1.3 8

3144 A new GH13 subfamily represented by the Î±-amylase from the halophilic archaeon Haloarcula hispanica.
Extremophiles, 2020, 24, 207-217. 0.9 17

3145
Full genomic characterisation of an emerging infectious laryngotracheitis virus class 7b from
Australia linked to a vaccine strain revealed its identity. Infection, Genetics and Evolution, 2020, 78,
104067.

1.0 8

3146 New insights into the mycobacterial PE and PPE proteins provide a framework for future research.
Molecular Microbiology, 2020, 113, 4-21. 1.2 59

3147 Evaluating Drug Resistant Mutations to HCV NS3 Protease Inhibitors in Iranian NaÃ¯ve Patients.
International Journal of Peptide Research and Therapeutics, 2020, 26, 1699-1710. 0.9 7

3148 The Membraneâ€•Integrated Steric Chaperone Lif Facilitates Active Site Opening ofPseudomonas
aeruginosaLipase A. Journal of Computational Chemistry, 2020, 41, 500-512. 1.5 9

3149 Voltage Sensing in Bacterial Protein Translocation. Biomolecules, 2020, 10, 78. 1.8 11

3150 Bioinformatics of excretory/secretory proteins of Toxoplasma gondii strain ME49. Microbial
Pathogenesis, 2020, 140, 103951. 1.3 3

3151 Lipid Droplet-Derived Monounsaturated Fatty Acids Traffic via PLIN5 to Allosterically Activate SIRT1.
Molecular Cell, 2020, 77, 810-824.e8. 4.5 98

3152 CATHER: a novel threading algorithm with predicted contacts. Bioinformatics, 2020, 36, 2119-2125. 1.8 11

3153

Antiquorum sensing and antibiofilm potential of biosynthesized silver nanoparticles of Myristica
fragrans seed extract against MDR Salmonella enterica serovar Typhi isolates from asymptomatic
typhoid carriers and typhoid patients. Environmental Science and Pollution Research, 2020, 27,
2844-2856.

2.7 18

3154 Investigation of PIC1 (permease in chloroplasts 1) geneâ€™s role in iron homeostasis: bioinformatics and
expression analyses in tomato and sorghum. BioMetals, 2020, 33, 29-44. 1.8 9

3155 The possible regions to design Human Papilloma Viruses vaccine in Iranian L1 protein. Biologia
(Poland), 2020, 75, 749-759. 0.8 10



176

Citation Report

# Article IF Citations

3156 An Unconventional Flavivirus and Other RNA Viruses in the Sea Cucumber (Holothuroidea;) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 742 Td (Echinodermata) Virome. Viruses, 2020, 12, 1057.1.5 16

3157 Vaccines to Emerging Viruses: Nipah and Hendra. Annual Review of Virology, 2020, 7, 447-473. 3.0 49

3158 Diagnosis of human and canine Brucella canis infection: development and evaluation of indirect
enzyme-linked immunosorbent assays using recombinant Brucella proteins. Heliyon, 2020, 6, e04393. 1.4 7

3159 The Functioning of Na+-ATPases from Protozoan Parasites: Are These Pumps Targets for Antiparasitic
Drugs?. Cells, 2020, 9, 2225. 1.8 11

3160
Characterization and overexpression of sterol Î”22-desaturase, a key enzyme modulates the
biosyntheses of stigmasterol and withanolides in Withania somnifera (L.) Dunal. Plant Science, 2020,
301, 110642.

1.7 6

3161 Structural and Virus Regulatory Insights Into Avian N6-Methyladenosine (m6A) Machinery. Frontiers
in Cell and Developmental Biology, 2020, 8, 543. 1.8 9

3162
Mutation of TWNK Gene Is One of the Reasons of Runting and Stunting Syndrome Characterized by
mtDNA Depletion in Sex-Linked Dwarf Chicken. Frontiers in Cell and Developmental Biology, 2020, 8,
581.

1.8 3

3163 Bioinformatic tools to understand structure and function of plant proteins. , 2020, , 69-93. 2

3164 Homology modeling in the time of collective and artificial intelligence. Computational and
Structural Biotechnology Journal, 2020, 18, 3494-3506. 1.9 73

3165 Single nucleotide polymorphisms in LCAT may contribute to dyslipidaemia in HIV-infected individuals
on HAART in a Ghanaian population. Scientific Reports, 2020, 10, 19419. 1.6 4

3166 Transcriptional Silencing by TsrA in the Evolution of Pathogenic Vibrio cholerae Biotypes. MBio, 2020,
11, . 1.8 8

3167 In silico functional and structural characterization of hepatitis B virus PreS/S-gene in Iranian
patients infected with chronic hepatitis B virus genotype D. Heliyon, 2020, 6, e04332. 1.4 10

3168 A detailed in silico analysis of the amylolytic family GH126 and its possible relatedness to family GH76.
Carbohydrate Research, 2020, 494, 108082. 1.1 7

3169 Structural, functional and phylogenetic analysis of a beta defensin gene from the Whipfin silverbiddy,
Gerres filamentosus (Cuvier, 1829). Gene Reports, 2020, 21, 100805. 0.4 5

3170 Adaptation to host-specific bacterial pathogens drive rapid evolution of novel PhoP/PhoQ regulation
pathway modulating the virulence. Microbial Pathogenesis, 2020, 141, 103997. 1.3 5

3171 YSIRK-G/S-directed translocation is required for <i>Streptococcus suis</i> to deliver diverse cell
wall anchoring effectors contributing to bacterial pathogenicity. Virulence, 2020, 11, 1539-1556. 1.8 7

3172 Characterization of two sugar transporters responsible for efficient xylose uptake in an oleaginous
yeast Candida tropicalis SY005. Archives of Biochemistry and Biophysics, 2020, 695, 108645. 1.4 11

3173
Genome-Wide Identification and Expression Analysis of the Barrel Medic (Medicago truncatula) and
Alfalfa (Medicago sativa L.) Basic Helix-Loop-Helix Transcription Factor Family Under Salt and Drought
Stresses. Journal of Plant Growth Regulation, 2021, 40, 2058-2078.

2.8 4



177

Citation Report

# Article IF Citations

3174 Automated and optimally FRET-assisted structural modeling. Nature Communications, 2020, 11, 5394. 5.8 39

3175 Mutational Analysis of the Structure and Function of the Chaperoning Domain of UNC-45B.
Biophysical Journal, 2020, 119, 780-791. 0.2 4

3176 Extension of the taxonomic coverage of the family GH126 outside Firmicutes and in silico
characterization of its non-catalytic terminal domains. 3 Biotech, 2020, 10, 420. 1.1 5

3177 Influence of Sulfonamide Contamination Derived from Veterinary Antibiotics on Plant Growth and
Development. Antibiotics, 2020, 9, 456. 1.5 24

3178
Fewer Exposed Lysine Residues May Explain Relative Resistance of Chicken Serum Albumin to In Vitro
Protein Glycation in Comparison to Bovine Serum Albumin. Journal of Molecular Evolution, 2020, 88,
653-661.

0.8 15

3179 Efficient rational modification of non-ribosomal peptides by adenylation domain substitution. Nature
Communications, 2020, 11, 4554. 5.8 62

3180 Transcriptome Analysis of Amyloodinium ocellatum Tomonts Revealed Basic Information on the Major
Potential Virulence Factors. Genes, 2020, 11, 1252. 1.0 6

3181 A Systematic and Comprehensive Review on Disease-Causing Genes in Amyotrophic Lateral Sclerosis.
Journal of Molecular Neuroscience, 2020, 70, 1742-1770. 1.1 20

3182 Structural and biochemical characterization of the exopolysaccharide deacetylase Agd3 required for
Aspergillus fumigatus biofilm formation. Nature Communications, 2020, 11, 2450. 5.8 38

3183 Phage biocontrol to combat <i>Pseudomonas syringae</i> pathogens causing disease in cherry.
Microbial Biotechnology, 2020, 13, 1428-1445. 2.0 44

3184
Identification and characterization of a protein Bro1 essential for sophorolipids synthesis
in<i>Starmerella bombicola</i>. Journal of Industrial Microbiology and Biotechnology, 2020, 47,
437-448.

1.4 8

3185 Conserved and Diverse Traits of Adhesion Devices from Siphoviridae Recognizing Proteinaceous or
Saccharidic Receptors. Viruses, 2020, 12, 512. 1.5 34

3186 Deciphering the Enigma of the Histone H2A.Z-1/H2A.Z-2 Isoforms: Novel Insights and Remaining
Questions. Cells, 2020, 9, 1167. 1.8 7

3187 The formin INF2 in disease: progress from 10Â years of research. Cellular and Molecular Life Sciences,
2020, 77, 4581-4600. 2.4 25

3188 C-terminal Tail of Î²-Tubulin and its Role in the Alterations of Dynein Binding Mode. Cell Biochemistry
and Biophysics, 2020, 78, 331-345. 0.9 9

3189 Maize <i>Glossy2</i> and <i>Glossy2-like</i> Genes Have Overlapping and Distinct Functions in
Cuticular Lipid Deposition. Plant Physiology, 2020, 183, 840-853. 2.3 14

3190 HK97 gp74 Possesses an Î±-Helical Insertion in the Î²Î²Î± Fold That Affects Its Metal Binding, cos Site Digestion,
and In Vivo Activities. Journal of Bacteriology, 2020, 202, . 1.0 3

3191 Plasticity of the peroxidase AhpC links multiple substrates to diverse disulfide-reducing pathways in
Shewanella oneidensis. Journal of Biological Chemistry, 2020, 295, 11118-11130. 1.6 6



178

Citation Report

# Article IF Citations

3192 Cell-type-dependent histone demethylase specificity promotes meiotic chromosome condensation in
Arabidopsis. Nature Plants, 2020, 6, 823-837. 4.7 13

3193 Risk1, a Phosphatidylinositol 3-Kinase Effector, Promotes Rickettsia typhi Intracellular Survival. MBio,
2020, 11, . 1.8 28

3194 CryoEM structures of human CMGâ€“ATPÎ³Sâ€“DNA and CMGâ€“AND-1 complexes. Nucleic Acids Research,
2020, 48, 6980-6995. 6.5 56

3195 Exploration of two major boron transport genes <i>BOR1</i> and <i>NIP5;1</i> in the genomes of
different plants. Biotechnology and Biotechnological Equipment, 2020, 34, 455-468. 0.5 12

3196 The extended N-terminus of Mycobacterium smegmatis RecX potentiates its ability to antagonize RecA
functions. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2020, 1868, 140468. 1.1 4

3197 Genomic and transcriptomic analysis of Candida intermedia reveals the genetic determinants for its
xylose-converting capacity. Biotechnology for Biofuels, 2020, 13, 48. 6.2 15

3198 Lactococcus Ceduovirus Phages Isolated from Industrial Dairy Plantsâ€”From Physiological to
Genomic Analyses. Viruses, 2020, 12, 280. 1.5 4

3199 Biochemical features of the novel Tail Tubular Protein A of Yersinia phage phiYeO3-12. Scientific
Reports, 2020, 10, 4196. 1.6 5

3200 A novel method to determine antibiotic sensitivity in Bdellovibrio bacteriovorus reveals a
DHFR-dependent natural trimethoprim resistance. Scientific Reports, 2020, 10, 5315. 1.6 12

3201
Structural insights into the potential changes in receptor binding site found in the 1998â€“2018
influenza B/Yamagata hemagglutinin: A putative correlation between receptor binding site structural
variability and seasonal infection. Journal of Molecular Graphics and Modelling, 2020, 97, 107580.

1.3 0

3202 Application of docking methodologies to modeled proteins. Proteins: Structure, Function and
Bioinformatics, 2020, 88, 1180-1188. 1.5 22

3203 Digenic inheritance of mutations in EPHA2 and SLC26A4 in Pendred syndrome. Nature Communications,
2020, 11, 1343. 5.8 22

3204 Mutational and Functional Analyses of Substrate Binding and Catalysis of the Listeria monocytogenes
EutT ATP:Co(I)rrinoid Adenosyltransferase. Biochemistry, 2020, 59, 1124-1136. 1.2 3

3205 The MiDAC histone deacetylase complex is essential for embryonic development and has a unique
multivalent structure. Nature Communications, 2020, 11, 3252. 5.8 51

3206 Adaptive Molecular Evolution of<i>AKT3</i>Gene for Positive Diversifying Selection in Mammals.
BioMed Research International, 2020, 2020, 1-13. 0.9 3

3207
Inhibition of multiple defense responsive pathways by CaWRKY70 transcription factor promotes
susceptibility in chickpea under Fusarium oxysporum stress condition. BMC Plant Biology, 2020, 20,
319.

1.6 17

3208 Molecular and evolutionary analysis of dengue virus serotype 2 isolates from Korean travelers in
2015. Archives of Virology, 2020, 165, 1739-1748. 0.9 4

3209 Mapping enzyme-substrate interactions: its potential to study the mechanism of enzymes. Advances in
Protein Chemistry and Structural Biology, 2020, 122, 1-31. 1.0 11



179

Citation Report

# Article IF Citations

3210 CCDC61/VFL3 Is a Paralog of SAS6 and Promotes Ciliary Functions. Structure, 2020, 28, 674-689.e11. 1.6 16

3211 Adaptive evolution of peptidoglycan recognition protein family regulates the innate signaling against
microbial pathogens in vertebrates. Microbial Pathogenesis, 2020, 147, 104361. 1.3 13

3212 Identification of a Neisseria gonorrhoeae Histone Deacetylase: Epigenetic Impact on Host Gene
Expression. Pathogens, 2020, 9, 132. 1.2 14

3213 New groups of protein homologues in the Î±-amylase family GH57 closely related to Î±-glucan branching
enzymes and 4-Î±-glucanotransferases. Genetica, 2020, 148, 77-86. 0.5 5

3214 Study on Cecropin B2 Production via Construct Bearing Intein Oligopeptide Cleavage Variants.
Molecules, 2020, 25, 1005. 1.7 2

3215 Structural and dynamic insights revealing how lipase binding domain MD1 of Pseudomonas aeruginosa
foldase affects lipase activation. Scientific Reports, 2020, 10, 3578. 1.6 12

3216 Characterizing Membrane Association and Periplasmic Transfer of Bacterial Lipoproteins through
Molecular Dynamics Simulations. Structure, 2020, 28, 475-487.e3. 1.6 15

3217
Molecular Interactions of the Polysialytransferase Domain (PSTD) in ST8Sia IV with CMP-Sialic Acid
and Polysialic Acid Required for Polysialylation of the Neural Cell Adhesion Molecule Proteins: An
NMR Study. International Journal of Molecular Sciences, 2020, 21, 1590.

1.8 7

3218 Suppression of Drug-Resistant Non-Small-Cell Lung Cancer with Inhibitors Targeting
Minichromosomal Maintenance Protein. Journal of Medicinal Chemistry, 2020, 63, 3172-3187. 2.9 11

3219 Biocontrol Potential of a Novel Endophytic Bacterium From Mulberry (Morus) Tree. Frontiers in
Bioengineering and Biotechnology, 2019, 7, 488. 2.0 23

3220 Structural and functional characterization of Solanum lycopersicum phosphatidylinositol 3-kinase
C2 domain. Plant Physiology and Biochemistry, 2020, 148, 180-192. 2.8 4

3221
A glycosylated <scp>Fc</scp>â€•fused glucagonâ€•like peptideâ€•1 receptor agonist exhibits equivalent glucose
lowering to but fewer gastrointestinal side effects than dulaglutide. Diabetes, Obesity and
Metabolism, 2020, 22, 1455-1468.

2.2 2

3222 Fungal Kti12 proteins display unusual linker regions and unique ATPase p-loops. Current Genetics,
2020, 66, 823-833. 0.8 5

3223 Molecular Docking Studies of Phytocompounds in Common Weeds with AChE Proteins of Aphids and
Beetles. Journal of Biologically Active Products From Nature, 2020, 10, 18-33. 0.1 2

3224
Application of a Novel Epitope- and Structure-Based Vaccinology-Assisted Fimbria-Toxin Multiepitope
Fusion Antigen of Enterotoxigenic Escherichia coli for Development of Multivalent Vaccines against
Porcine Postweaning Diarrhea. Applied and Environmental Microbiology, 2020, 86, .

1.4 10

3225 Chlamydia trachomatis Oligopeptide Transporter Performs Dual Functions of Oligopeptide Transport
and Peptidoglycan Recycling. Infection and Immunity, 2020, 88, . 1.0 13

3226 The Dynamin-Like GTPase FgSey1 Plays a Critical Role in Fungal Development and Virulence in Fusarium
graminearum. Applied and Environmental Microbiology, 2020, 86, . 1.4 13

3227 Phosphosite Analysis of the Cytomegaloviral mRNA Export Factor pUL69 Reveals Serines with Critical
Importance for Recruitment of Cellular Proteins Pin1 and UAP56/URH49. Journal of Virology, 2020, 94, . 1.5 7



180

Citation Report

# Article IF Citations

3228 Delineation of the Crucial Evolutionary Amino Acid Sites in Trehalose-6-Phosphate Synthase From
Higher Plants. Evolutionary Bioinformatics, 2020, 16, 117693432091014. 0.6 1

3229 Genome-wide analysis of wheat DNA-binding with one finger (Dof) transcription factor genes:
evolutionary characteristics and diverse abiotic stress responses. BMC Genomics, 2020, 21, 276. 1.2 28

3230 Distribution, organization an evolutionary history of La and LARPs in eukaryotes. RNA Biology, 2021,
18, 159-167. 1.5 21

3231 ResiRole: residue-level functional site predictions to gauge the accuracies of protein structure
prediction techniques. Bioinformatics, 2021, 37, 351-359. 1.8 1

3232 Epitope mapping of the major allergen 2S albumin from pine nut. Food Chemistry, 2021, 339, 127895. 4.2 7

3233 Comprehensive in-silico analysis of damage associated SNPs in hOCT1 affecting Imatinib response in
chronic myeloid leukemia. Genomics, 2021, 113, 755-766. 1.3 6

3234 Dimeric Structure of the Pseudokinase IRAK3 Suggests an Allosteric Mechanism for Negative
Regulation. Structure, 2021, 29, 238-251.e4. 1.6 22

3235 Deciphering the role of sulfonamides and molecular basis of thioredoxin domain dynamics through
comparative simulations. Journal of Molecular Liquids, 2021, 321, 114797. 2.3 0

3236
Development of an endolysin enzyme and its cell wallâ€“binding domain protein and their applications
for biocontrol and rapid detection of Clostridium perfringens in food. Food Chemistry, 2021, 345,
128562.

4.2 22

3237 In silico characterization and structural modeling of a homeobox protein MSX1 from Homo sapiens.
Informatics in Medicine Unlocked, 2021, 22, 100497. 1.9 2

3238
Genome-wide identification, structure analysis and expression profiling of phospholipases D under
hormone and abiotic stress treatment in chickpea (Cicer arietinum). International Journal of
Biological Macromolecules, 2021, 169, 264-273.

3.6 23

3239 Characterization of a single chain variable fragment of nivolumab that targets PD-1 and blocks PD-L1
binding. Protein Expression and Purification, 2021, 177, 105766. 0.6 7

3240 Genome-wide occupancy reveals the localization of H1T2 (H1fnt) to repeat regions and a subset of
transcriptionally active chromatin domains in rat spermatids. Epigenetics and Chromatin, 2021, 14, 3. 1.8 5

3241 Structural Comparison of the SARS CoV 2 Spike Protein Relative to Other Human-Infecting
Coronaviruses. Frontiers in Medicine, 2020, 7, 594439. 1.2 40

3242 An efficient protein homology detection approach based on seq2seq model and ranking.
Biotechnology and Biotechnological Equipment, 2021, 35, 633-640. 0.5 3

3243 pH-triggered pore-forming peptides with strong composition-dependent membrane selectivity.
Biophysical Journal, 2021, 120, 618-630. 0.2 11

3244 Cryo-EM structural analysis of FADD:Caspase-8 complexes defines the catalytic dimer architecture for
co-ordinated control of cell fate. Nature Communications, 2021, 12, 819. 5.8 38

3245 Comprehensive Mutational Analysis of the BRCA1-Associated DNA Helicase and Tumor-Suppressor
FANCJ/BACH1/BRIP1. Molecular Cancer Research, 2021, 19, 1015-1025. 1.5 15



181

Citation Report

# Article IF Citations

3246 Cohnella 1759 cysteine protease shows significant long term half-life and impressive increased activity
in presence of some chemical reagents. Scientific Reports, 2021, 11, 4573. 1.6 5

3247 Reversible phosphorylation of a protein from Trypanosoma equiperdum that exhibits homology with
the regulatory subunits of mammalian cAMP-dependent protein kinases. Biochimie, 2021, 181, 204-213. 1.3 2

3249 Comprehensive analysis of TÂ cell immunodominance and immunoprevalence of SARS-CoV-2 epitopes in
COVID-19 cases. Cell Reports Medicine, 2021, 2, 100204. 3.3 437

3250 Gene cloning, analysis and effect of a new lipocalin homologue from Haemaphysalis longicornis as a
protective antigen for an anti-tick vaccine. Veterinary Parasitology, 2021, 290, 109358. 0.7 8

3252 Comparative analysis of the mitochondrial proteins reveals complex structural and functional
relationships in Fasciola species. Microbial Pathogenesis, 2021, 152, 104754. 1.3 3

3253 Structure of mammalian Mediator complex reveals Tail module architecture and interaction with a
conserved core. Nature Communications, 2021, 12, 1355. 5.8 28

3254 CrfP, a fratricide protein, contributes to natural transformation in Streptococcus suis. Veterinary
Research, 2021, 52, 50. 1.1 5

3255 In-silico structural analysis of Pseudomonas syringae effector HopZ3 reveals ligand binding activity
and virulence function. Journal of Plant Research, 2021, 134, 599-611. 1.2 0

3256 Nuclear-lipid-droplet proteome: carboxylesterase as a nuclear lipase involved in lipid-droplet
homeostasis. Heliyon, 2021, 7, e06539. 1.4 13

3257
Insights on the Structural Variations of the Furin-Like Cleavage Site Found Among the December
2019â€“July 2020 SARS-CoV-2 Spike Glycoprotein: A Computational Study Linking Viral Evolution and
Infection. Frontiers in Medicine, 2021, 8, 613412.

1.2 5

3258 Yield and antiyield genes in common bean (<scp><i>Phaseolus vulgaris</i></scp> L.). , 2021, 3, e91. 3

3259 The Phosphofructokinase Isoform AtPFK5 Is a Novel Target of Plastidic Thioredoxin-f-Dependent Redox
Regulation. Antioxidants, 2021, 10, 401. 2.2 2

3260
Architecturally complex <i>O</i> -glycopeptidases are customized for mucin recognition and
hydrolysis. Proceedings of the National Academy of Sciences of the United States of America, 2021, 118,
.

3.3 20

3261 Dual Impact of a Benzimidazole Resistant Î²-Tubulin on Microtubule Behavior in Fission Yeast. Cells,
2021, 10, 1042. 1.8 6

3262 The Î²-Fructofuranosidase from Rhodotorula dairenensis: Molecular Cloning, Heterologous
Expression, and Evaluation of Its Transferase Activity. Catalysts, 2021, 11, 476. 1.6 4

3263 A putative novel starch-binding domain revealed by in silico analysis of the N-terminal domain in
bacterial amylomaltases from the family GH77. 3 Biotech, 2021, 11, 229. 1.1 7

3264 Distribution of Merlin in eukaryotes and first report of DNA transposons in kinetoplastid protists.
PLoS ONE, 2021, 16, e0251133. 1.1 1

3265 Functional Parameters of Prestin Are Not Correlated With the Best Hearing Frequency. Frontiers in
Cell and Developmental Biology, 2021, 9, 638530. 1.8 1



182

Citation Report

# Article IF Citations

3267
Proteomic response of the marine ammoniaâ€•oxidising archaeon <i>Nitrosopumilus maritimus</i> to
iron limitation reveals strategies to compensate for nutrient scarcity. Environmental Microbiology,
2022, 24, 835-849.

1.8 6

3268 In Silico Structural, Functional, and Phylogenetic Analysis of Cytochrome (CYPD) Protein Family.
BioMed Research International, 2021, 2021, 1-13. 0.9 11

3269
Molecular docking study of bio-inhibitors extracted from marine macro-alga Ulva fasciata against
hemolysin protein of luminescence disease-causing Vibrio harveyi. Archives of Microbiology, 2021, 203,
4243-4258.

1.0 4

3270 Protein Predictive Modeling and Simulation of Mutations of Presenilin-1 Familial Alzheimerâ€™s Disease
on the Orthosteric Site. Frontiers in Molecular Biosciences, 2021, 8, 649990. 1.6 3

3273 Characterisation and comparative analysis of hydrophobin isolated from Pleurotus floridanus (PfH).
Protein Expression and Purification, 2021, 182, 105834. 0.6 4

3274 Elucidation of the 3D structure of grape seed 7S globulin and its interaction with malvidin
3-glucoside: A molecular modeling approach. Food Chemistry, 2021, 347, 129014. 4.2 19

3275 The Cryo-EM Structure of Vesivirus 2117 Highlights Functional Variations in Entry Pathways for
Viruses in Different Clades of the <i>Vesivirus</i> Genus. Journal of Virology, 2021, 95, e0028221. 1.5 1

3276 Mycobacterium tuberculosis Specific Protein Rv1509 Evokes Efficient Innate and Adaptive Immune
Response Indicative of Protective Th1 Immune Signature. Frontiers in Immunology, 2021, 12, 706081. 2.2 4

3277 Identification and characterization of amphibian SLC26A5 using RNA-Seq. BMC Genomics, 2021, 22, 564. 1.2 2

3278 Validation and classification of RNA binding proteins identified by mRNA interactome capture. Rna,
2021, 27, 1173-1185. 1.6 11

3279 Comparative analysis of candidate genes for multi-season flowering in two varieties of sweet
osmanthus. Scientia Horticulturae, 2021, 285, 110175. 1.7 3

3280
In silico analysis of non-synonymous missense SNPs (nsSNPs) in CPE, GNAS genes and experimental
validation in type II diabetes mellitus through Next Generation Sequencing. Genomics, 2021, 113,
2426-2440.

1.3 7

3281 Identification and Characterization of SRS Genes in Phaseolus vulgaris Genome and Their Responses
Under Salt Stress. Biochemical Genetics, 2022, 60, 482-503. 0.8 9

3282 Defining the roles of PvMDH genes in response to salt stress and detailed characterization of the
gene family. Journal of Plant Biochemistry and Biotechnology, 2022, 31, 380-393. 0.9 3

3283 The newly identified MEK1 tyrosine phosphorylation target MACC1 is druggable by approved MEK1
inhibitors to restrict colorectal cancer metastasis. Oncogene, 2021, 40, 5286-5301. 2.6 9

3284 Toward the solution of the protein structure prediction problem. Journal of Biological Chemistry,
2021, 297, 100870. 1.6 73

3285 Motility disorders and disintegration into separate cells of Trichoplax sp. H2 in the presence of Zn2+
ions and L-cysteine molecules: A systems approach. BioSystems, 2021, 206, 104444. 0.9 4

3286 A Widespread Bacterial Secretion System with Diverse Substrates. MBio, 2021, 12, e0195621. 1.8 30



183

Citation Report

# Article IF Citations

3287 A Review of Honeybee Venom Allergens and Allergenicity. International Journal of Molecular
Sciences, 2021, 22, 8371. 1.8 22

3288 Multistep Signaling in Nature: A Close-Up of Geobacter Chemotaxis Sensing. International Journal of
Molecular Sciences, 2021, 22, 9034. 1.8 3

3289 Protein Assembly by Design. Chemical Reviews, 2021, 121, 13701-13796. 23.0 123

3290 Impact of viral features, host jumps and phylogeography on the rapid evolution of Aleutian mink
disease virus (AMDV). Scientific Reports, 2021, 11, 16464. 1.6 3

3291 An Analysis of Structure-Function Co-relation between GLI Oncoprotein and HLA Immune-gene
Transcriptional Regulation through Molecular Docking. Current Cancer Therapy Reviews, 2021, 17, . 0.2 0

3292 Genome-wide identification of serine acetyltransferase (SAT) gene family in rice (Oryza sativa) and
their expressions under salt stress. Molecular Biology Reports, 2021, 48, 6277-6290. 1.0 6

3294 Analysis of a gene family for PDF-like peptides from Arabidopsis. Scientific Reports, 2021, 11, 18948. 1.6 0

3295
A high-frequency single nucleotide polymorphism in the MtrB sensor kinase in clinical strains of
Mycobacterium tuberculosis alters its biochemical and physiological properties. PLoS ONE, 2021, 16,
e0256664.

1.1 2

3296 Architecture and Dynamics of Meiotic Chromosomes. Annual Review of Genetics, 2021, 55, 497-526. 3.2 38

3297 Probing the Role of <i>bba30,</i> a Highly Conserved Gene of the Lyme Disease Spirochete, Throughout
the Mouse-Tick Infectious Cycle. Infection and Immunity, 2021, 89, e0033321. 1.0 1

3298 Mutations in conserved residues of the myosin chaperone <scp>UNC</scp>â€•45 result in both reduced
stability and chaperoning activity. Protein Science, 2021, 30, 2221-2232. 3.1 4

3299 A three-pocket model for substrate coordination and selectivity by the nucleotide sugar transporters
SLC35A1 and SLC35A2. Journal of Biological Chemistry, 2021, 297, 101069. 1.6 2

3300
Cloning and characterization of a key enzyme in octopaminergic pathway: Tyramine beta-hydroxylase
from Litopenaeus vannamei, as expressed during Vibrio alginolytics infection and hypothermal stress.
Fish and Shellfish Immunology, 2021, 119, 1-10.

1.6 4

3301 Characterization of two newly isolated bacteriophages PW2 and PW4 and derived endolysins with
lysis activity against Bacillus cereus group strains. Virus Research, 2021, 302, 198489. 1.1 6

3302 Direct interaction between ABCA1 and HIV-1 Nef: Molecular modeling and virtual screening for
inhibitors. Computational and Structural Biotechnology Journal, 2021, 19, 3876-3884. 1.9 5

3303 Identification, Gene Structure, and Expression of BnMicEmUP: A Gene Upregulated in Embryogenic
Brassica napus Microspores. Frontiers in Plant Science, 2020, 11, 576008. 1.7 7

3304
Structural determinants of peptide-dependent TAP1-TAP2 transit passage targeted by viral proteins and
altered by cancer-associated mutations. Computational and Structural Biotechnology Journal, 2021,
19, 5072-5091.

1.9 9

3305
Taxonomic Parsing of Bacteriophages Using Core Genes and In Silico Proteome-Based CGUG and
Applications to Small Bacterial Genomes. Advances in Experimental Medicine and Biology, 2010, 680,
379-385.

0.8 5



184

Citation Report

# Article IF Citations

3306 Occurrence of Two Acetoacetyl-Coenzyme A Thiolases with Distinct Expression Patterns and
Subcellular Localization in Tobacco. , 2012, , 347-365. 2

3307 High-resolution Cryo-EM Structure of the Trypanosoma brucei Ribosome: A Case Study. Applied and
Numerical Harmonic Analysis, 2014, , 97-132. 0.1 2

3308 Computer-Aided Drug Designing. Methods in Molecular Biology, 2014, 1168, 313-321. 0.4 15

3309 One-Pot Simple Methodology for Cassette Randomization and Recombination for Focused Directed
Evolution (OSCARR). Methods in Molecular Biology, 2014, 1179, 207-212. 0.4 9

3310 Computational Tools for Directed Evolution: A Comparison of Prospective and Retrospective
Strategies. Methods in Molecular Biology, 2014, 1179, 315-333. 0.4 12

3311 Bioinformatics for Analysis of Poxvirus Genomes. Methods in Molecular Biology, 2012, 890, 233-258. 0.4 8

3312 Application of Bioinformatics for Crop Stress Response and Mitigation. , 2020, , 589-614. 4

3313 Protein Structure Prediction: Are We There Yet?. Studies in Computational Intelligence, 2013, , 79-115. 0.7 8

3314 Protein Sequenceâ€“Structureâ€“Functionâ€“Network Links Discovered with the ANNOTATOR Software
Suite: Application to ELYS/Mel-28. , 2012, , 111-143. 5

3315 The Bitter Fruit with Sweet Health Benefits: A Comprehensive Synopsis of Recent Research Progress on
Medicinal Properties of Momordica Charantia. , 2013, , 315-334. 3

3316 Distribution of MACPF/CDC Proteins. Sub-Cellular Biochemistry, 2014, 80, 7-30. 1.0 38

3317
Biofilm inhibitory activity of metallo-protein AHL-lactonase from cell-free lysate of endophytic
Enterobacter species isolated from Coscinium fenestratum Gaertn.. Biocatalysis and Agricultural
Biotechnology, 2019, 18, 101009.

1.5 18

3318 Genome-wide identification and expression of YABBY genes family during flower development in
Punica granatum L.. Gene, 2020, 752, 144784. 1.0 18

3319 Fungal Î±-amylases from three GH13 subfamilies: their sequence-structural features and evolutionary
relationships. International Journal of Biological Macromolecules, 2020, 159, 763-772. 3.6 13

3320 Cobalt and Nickel. 2-Oxoglutarate-Dependent Oxygenases, 2014, , 381-428. 0.8 6

3321
Molecular characterisation of Interleukin-2 in two Australian marsupials (the tammar wallaby,) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 147 Td (Notamacropus eugenii, and the Tasmanian devil, Sarcophilus harrisii) facilitates the development of

marsupial-specific immunological reagents. Australian Mammalogy, 2019, 41, 39.
0.7 2

3322 Arabidopsis ECERIFERUM2-LIKEs Are Mediators of Condensing Enzyme Function. Plant and Cell
Physiology, 2021, 61, 2126-2138. 1.5 16

3323 Polycipiviridae: a proposed new family of polycistronic picorna-like RNA viruses. Journal of General
Virology, 2017, 98, 2368-2378. 1.3 32



185

Citation Report

# Article IF Citations

3324 The group I pilin glycan affects type IVa pilus hydrophobicity and twitching motility in Pseudomonas
aeruginosa 1244. Microbiology (United Kingdom), 2015, 161, 1780-1789. 0.7 12

3325 Physiological and genetic differences amongst Rhodococcus species for using glycerol as a source
for growth and triacylglycerol production. Microbiology (United Kingdom), 2016, 162, 384-397. 0.7 23

3326 Secreted lipases from Malassezia globosa: recombinant expression and determination of their
substrate specificities. Microbiology (United Kingdom), 2016, 162, 1069-1079. 0.7 18

3327 Functional genomics in Campylobacter coli identified a novel streptomycin resistance gene located in
a hypervariable genomic region. Microbiology (United Kingdom), 2016, 162, 1157-1166. 0.7 16

3328 Domain evolution in enzymes of the neopullulanase subfamily. Microbiology (United Kingdom), 2016,
162, 2099-2115. 0.7 28

3329 DprA from Neisseria meningitidis: properties and role in natural competence for transformation.
Microbiology (United Kingdom), 2017, 163, 1016-1029. 0.7 24

3339 The quaternary structure of the eukaryotic DNA replication proteins Sld7 and Sld3. Acta
Crystallographica Section D: Biological Crystallography, 2015, 71, 1649-1656. 2.5 34

3340 Crystal structures of human Fabs targeting the Bexsero meningococcal vaccine antigen NHBA. Acta
Crystallographica Section F, Structural Biology Communications, 2017, 73, 305-314. 0.4 5

3341
Crystal structure of a family 6 cellobiohydrolase from the basidiomycete<i>Phanerochaete
chrysosporium</i>. Acta Crystallographica Section F, Structural Biology Communications, 2017, 73,
398-403.

0.4 8

3342 In Silico Identification of Potential Inhibitors of Dengue Mosquito, Aedes Aegypti Chorion Peroxidase.
Computational Biology and Bioinformatics, 2014, 2, 38. 0.3 4

3343 A flexible, multilayered protein scaffold maintains the slit in between glomerular podocytes. JCI
Insight, 2016, 1, . 2.3 69

3344
Molecular Characterization and in Silico&lt;i&gt; &lt;/i&gt;Analysis of a Novel Mutation in TEM-1
Beta-Lactamase Gene among Pathogenic &lt;i&gt;E. coli &lt;/i&gt;infecting a Sudanese Patient. American
Journal of Microbiological Research, 2014, 2, 217-223.

0.2 17

3345 Hemotin, a Regulator of Phagocytosis Encoded by a Small ORF and Conserved across Metazoans. PLoS
Biology, 2016, 14, e1002395. 2.6 60

3346 Artificial Neural Networks Trained to Detect Viral and Phage Structural Proteins. PLoS
Computational Biology, 2012, 8, e1002657. 1.5 80

3347 Cloning and Characterization of Two Potent Kunitz Type Protease Inhibitors from Echinococcus
granulosus. PLoS Neglected Tropical Diseases, 2015, 9, e0004268. 1.3 34

3348 Identification of Gemin5 as a Novel 7-Methylguanosine Cap-Binding Protein. PLoS ONE, 2009, 4, e7030. 1.1 46

3349 Identification, Activity and Disulfide Connectivity of C-di-GMP Regulating Proteins in Mycobacterium
tuberculosis. PLoS ONE, 2010, 5, e15072. 1.1 47

3350 Tracing the Origin of the Fungal Î±1 Domain Places Its Ancestor in the HMG-Box Superfamily: Implication
for Fungal Mating-Type Evolution. PLoS ONE, 2010, 5, e15199. 1.1 93



186

Citation Report

# Article IF Citations

3351 ePlant and the 3D Data Display Initiative: Integrative Systems Biology on the World Wide Web. PLoS
ONE, 2011, 6, e15237. 1.1 43

3352 Crystal Structure Analysis of the Polysialic Acid Specific O-Acetyltransferase NeuO. PLoS ONE, 2011, 6,
e17403. 1.1 8

3353 The T7-Related Pseudomonas putida Phage Ï†15 Displays Virion-Associated Biofilm Degradation Properties.
PLoS ONE, 2011, 6, e18597. 1.1 147

3354 Mapping the Binding between the Tetraspanin Molecule (Sjc23) of Schistosoma japonicum and Human
Non-Immune IgG. PLoS ONE, 2011, 6, e19112. 1.1 16

3355 C-Terminus Glycans with Critical Functional Role in the Maturation of Secretory Glycoproteins. PLoS
ONE, 2011, 6, e19979. 1.1 19

3356 N-Termini of Fungal CSL Transcription Factors Are Disordered, Enriched in Regulatory Motifs and
Inhibit DNA Binding in Fission Yeast. PLoS ONE, 2011, 6, e23650. 1.1 8

3357 Structural Insight of Dopamine Î²-Hydroxylase, a Drug Target for Complex Traits, and Functional
Significance of Exonic Single Nucleotide Polymorphisms. PLoS ONE, 2011, 6, e26509. 1.1 28

3358 Structural Annotation of Mycobacterium tuberculosis Proteome. PLoS ONE, 2011, 6, e27044. 1.1 33

3359 Structure-Based Vaccines Provide Protection in a Mouse Model of Ehrlichiosis. PLoS ONE, 2011, 6,
e27981. 1.1 18

3360 Structural and Functional Insights into Endoglin Ligand Recognition and Binding. PLoS ONE, 2012, 7,
e29948. 1.1 86

3361 The Orthologue of SjÃ¶gren's Syndrome Nuclear Autoantigen 1 (SSNA1) in Trypanosoma brucei Is an
Immunogenic Self-Assembling Molecule. PLoS ONE, 2012, 7, e31842. 1.1 13

3362 Screening of MAMLD1 Mutations in 70 Children with 46,XY DSD: Identification and Functional Analysis
of Two New Mutations. PLoS ONE, 2012, 7, e32505. 1.1 41

3363 A Unique Modification of the Eukaryotic Initiation Factor 5A Shows the Presence of the Complete
Hypusine Pathway in Leishmania donovani. PLoS ONE, 2012, 7, e33138. 1.1 30

3364 The Lasso Segment Is Required for Functional Dimerization of the Plasmodium Formin 1 FH2 Domain.
PLoS ONE, 2012, 7, e33586. 1.1 23

3365 Identification of a Novel Actin-Binding Domain within the Rho Guanine Nucleotide Exchange Factor
TEM4. PLoS ONE, 2012, 7, e41876. 1.1 27

3366 Tyrosinase Degradation Is Prevented when EDEM1 Lacks the Intrinsically Disordered Region. PLoS ONE,
2012, 7, e42998. 1.1 34

3367 Using Amino Acid Physicochemical Distance Transformation for Fast Protein Remote Homology
Detection. PLoS ONE, 2012, 7, e46633. 1.1 94

3368 The Pectin Lyases in Arabidopsis thaliana: Evolution, Selection and Expression Profiles. PLoS ONE, 2012,
7, e46944. 1.1 87



187

Citation Report

# Article IF Citations

3369 A Conserved C-Terminal Domain of the Aspergillus fumigatus Developmental Regulator MedA Is
Required for Nuclear Localization, Adhesion and Virulence. PLoS ONE, 2012, 7, e49959. 1.1 24

3370 Disruption of the S41 Peptidase Gene in Mycoplasma mycoides capri Impacts Proteome Profile, H2O2
Production, and Sensitivity to Heat Shock. PLoS ONE, 2012, 7, e51345. 1.1 12

3371 Reciprocal Influence of Protein Domains in the Cold-Adapted Acyl Aminoacyl Peptidase from
Sporosarcina psychrophila. PLoS ONE, 2013, 8, e56254. 1.1 12

3372 Structural Insights into the Mechanism of Phosphoregulation of the Retinoblastoma Protein. PLoS
ONE, 2013, 8, e58463. 1.1 14

3373 An Amphipathic Alpha-Helix in the Prodomain of Cocaine and Amphetamine Regulated Transcript Peptide
Precursor Serves as Its Sorting Signal to the Regulated Secretory Pathway. PLoS ONE, 2013, 8, e59695. 1.1 5

3374 A Novel Transport Mechanism for MOMP in Chlamydophila pneumoniae and Its Putative Role in
Immune-Therapy. PLoS ONE, 2013, 8, e61139. 1.1 6

3375 Mitochondrial Genes of Dinoflagellates Are Transcribed by a Nuclear-Encoded Single-Subunit RNA
Polymerase. PLoS ONE, 2013, 8, e65387. 1.1 4

3376 Characterization of a Novel Putative S-Adenosylmethionine Decarboxylase-Like Protein from
Leishmania donovani. PLoS ONE, 2013, 8, e65912. 1.1 4

3377 Structure of the Streptococcus pneumoniae Surface Protein and Adhesin PfbA. PLoS ONE, 2013, 8,
e67190. 1.1 17

3378 High Levels of DegU-P Activate an Esat-6-Like Secretion System in Bacillus subtilis. PLoS ONE, 2013, 8,
e67840. 1.1 54

3379 Type IV Pilus Proteins Form an Integrated Structure Extending from the Cytoplasm to the Outer
Membrane. PLoS ONE, 2013, 8, e70144. 1.1 17

3380 Analyzing the Modification of the Shewanella oneidensis MR-1 Flagellar Filament. PLoS ONE, 2013, 8,
e73444. 1.1 15

3381 The Human Minor Histocompatibility Antigen1 Is a RhoGAP. PLoS ONE, 2013, 8, e73962. 1.1 27

3382 Spatiotemporal Dynamics and Epistatic Interaction Sites in Dengue Virus Type 1: A Comprehensive
Sequence-Based Analysis. PLoS ONE, 2013, 8, e74165. 1.1 13

3383 Classification, Naming and Evolutionary History of Glycosyltransferases from Sequenced Green and
Red Algal Genomes. PLoS ONE, 2013, 8, e76511. 1.1 30

3384
Structural Differences between the Avian and Human H7N9 Hemagglutinin Proteins Are Attributable
to Modifications in Salt Bridge Formation: A Computational Study with Implications in Viral
Evolution. PLoS ONE, 2013, 8, e76764.

1.1 2

3385 Analysis of the Protein Phosphotome of Entamoeba histolytica Reveals an Intricate Phosphorylation
Network. PLoS ONE, 2013, 8, e78714. 1.1 10

3386 Evolution of the Thermopsin Peptidase Family (A5). PLoS ONE, 2013, 8, e78998. 1.1 4



188

Citation Report

# Article IF Citations

3387 Crystal Structure of the Pleckstrin Homology Domain from the Ceramide Transfer Protein:
Implications for Conformational Change upon Ligand Binding. PLoS ONE, 2013, 8, e79590. 1.1 22

3388 Activity of Bdellovibrio Hit Locus Proteins, Bd0108 and Bd0109, Links Type IVa Pilus
Extrusion/Retraction Status to Prey-Independent Growth Signalling. PLoS ONE, 2013, 8, e79759. 1.1 40

3389 Common Duckweed (Lemna minor) Is a Versatile High-Throughput Infection Model For the
Burkholderia cepacia Complex and Other Pathogenic Bacteria. PLoS ONE, 2013, 8, e80102. 1.1 13

3390 Mating Type Gene Homologues and Putative Sex Pheromone-Sensing Pathway in Arbuscular
Mycorrhizal Fungi, a Presumably Asexual Plant Root Symbiont. PLoS ONE, 2013, 8, e80729. 1.1 40

3391 Investigating the Allosteric Regulation of YfiN from Pseudomonas aeruginosa: Clues from the
Structure of the Catalytic Domain. PLoS ONE, 2013, 8, e81324. 1.1 45

3392 Molecular Evolution of Vertebrate Neurotrophins: Co-Option of the Highly Conserved Nerve Growth
Factor Gene into the Advanced Snake Venom Arsenalf. PLoS ONE, 2013, 8, e81827. 1.1 56

3393 A Gene Island with Two Possible Configurations Is Involved in Chromatic Acclimation in Marine
Synechococcus. PLoS ONE, 2013, 8, e84459. 1.1 46

3394 Genome-Wide Survey and Expression Analysis of the Putative Non-Specific Lipid Transfer Proteins in
Brassica rapa L. PLoS ONE, 2014, 9, e84556. 1.1 58

3395
Unusual N-Prenylation in Diazepinomicin Biosynthesis: The Farnesylation of a Benzodiazepine
Substrate Is Catalyzed by a New Member of the ABBA Prenyltransferase Superfamily. PLoS ONE, 2013, 8,
e85707.

1.1 15

3396 Genome-Wide Investigation and Expression Analyses of WD40 Protein Family in the Model Plant Foxtail
Millet (Setaria italica L.). PLoS ONE, 2014, 9, e86852. 1.1 100

3397 Comparative Variation within the Genome of Campylobacter jejuni NCTC 11168 in Human and Murine
Hosts. PLoS ONE, 2014, 9, e88229. 1.1 34

3398 In Silico Analysis Reveals Sequential Interactions and Protein Conformational Changes during the
Binding of Chemokine CXCL-8 to Its Receptor CXCR1. PLoS ONE, 2014, 9, e94178. 1.1 37

3399 Uncovering the Protein Lysine and Arginine Methylation Network in Arabidopsis Chloroplasts. PLoS
ONE, 2014, 9, e95512. 1.1 37

3400 Staphylococcus aureus Nuc2 Is a Functional, Surface-Attached Extracellular Nuclease. PLoS ONE,
2014, 9, e95574. 1.1 58

3401 Structure-Based Computational Study of Two Disease Resistance Gene Homologues (Hm1 and Hm2) in
Maize (Zea mays L.) with Implications in Plant-Pathogen Interactions. PLoS ONE, 2014, 9, e97852. 1.1 28

3402 In Candida parapsilosis the ATC1 Gene Encodes for an Acid Trehalase Involved in Trehalose Hydrolysis,
Stress Resistance and Virulence. PLoS ONE, 2014, 9, e99113. 1.1 30

3403 Mutation of Serine 1333 in the ATR HEAT Repeats Creates a Hyperactive Kinase. PLoS ONE, 2014, 9, e99397. 1.1 14

3404 Characterization of an Alkali- and Halide-Resistant Laccase Expressed in E. coli: CotA from Bacillus
clausii. PLoS ONE, 2014, 9, e99402. 1.1 97



189

Citation Report

# Article IF Citations

3405
Cloning, Expression and Characterization of UDP-N-Acetylglucosamine Enolpyruvyl Transferase
(MurA) from Wolbachia Endosymbiont of Human Lymphatic Filarial Parasite Brugia malayi. PLoS ONE,
2014, 9, e99884.

1.1 9

3406 Phage Orf Family Recombinases: Conservation of Activities and Involvement of the Central Channel in
DNA Binding. PLoS ONE, 2014, 9, e102454. 1.1 7

3407 A Phasin with Many Faces: Structural Insights on PhaP from Azotobacter sp. FA8. PLoS ONE, 2014, 9,
e103012. 1.1 20

3408 The RFTS Domain of Raf2 Is Required for Cul4 Interaction and Heterochromatin Integrity in Fission
Yeast. PLoS ONE, 2014, 9, e104161. 1.1 5

3409 Discovery of a Eukaryotic Pyrroloquinoline Quinone-Dependent Oxidoreductase Belonging to a New
Auxiliary Activity Family in the Database of Carbohydrate-Active Enzymes. PLoS ONE, 2014, 9, e104851. 1.1 65

3410
Molecular Analysis of Aedes aegypti Classical Protein Tyrosine Phosphatases Uncovers an Ortholog
of Mammalian PTP-1B Implicated in the Control of Egg Production in Mosquitoes. PLoS ONE, 2014, 9,
e104878.

1.1 10

3411 Chemical Defense Balanced by Sequestration and De Novo Biosynthesis in a Lepidopteran Specialist.
PLoS ONE, 2014, 9, e108745. 1.1 20

3412 Computational and Experimental Characterization of dVHL Establish a Drosophila Model of VHL
Syndrome. PLoS ONE, 2014, 9, e109864. 1.1 1

3413 A Sialoreceptor Binding Motif in the Mycoplasma synoviae Adhesin VlhA. PLoS ONE, 2014, 9, e110360. 1.1 16

3414 Î±-Mangostin Disrupts the Development of Streptococcus mutans Biofilms and Facilitates Its
Mechanical Removal. PLoS ONE, 2014, 9, e111312. 1.1 40

3415 Enlarging the Toolbox for Allergen Epitope Definition with an Allergen-Type Model Protein. PLoS ONE,
2014, 9, e111691. 1.1 18

3416 The Kinetochore Protein Kis1/Eic1/Mis19 Ensures the Integrity of Mitotic Spindles through Maintenance
of Kinetochore Factors Mis6/CENP-I and CENP-A. PLoS ONE, 2014, 9, e111905. 1.1 17

3417
Development of Quantitative Proteomics Using iTRAQ Based on the Immunological Response of
Galleria mellonella Larvae Challenged with Fusarium oxysporum Microconidia. PLoS ONE, 2014, 9,
e112179.

1.1 21

3418 Analysis of the Na+/Ca2+ Exchanger Gene Family within the Phylum Nematoda. PLoS ONE, 2014, 9,
e112841. 1.1 14

3419 Analysis of Nidogen-1/Laminin Î³1 Interaction by Cross-Linking, Mass Spectrometry, and Computational
Modeling Reveals Multiple Binding Modes. PLoS ONE, 2014, 9, e112886. 1.1 44

3420 Genome-Wide Investigation and Expression Profiling of AP2/ERF Transcription Factor Superfamily in
Foxtail Millet (Setaria italica L.). PLoS ONE, 2014, 9, e113092. 1.1 148

3421 Structure of the Essential Plasmodium Host Cell Traversal Protein SPECT1. PLoS ONE, 2014, 9, e114685. 1.1 12

3422 The Pseudomonas syringae Type III Effector HopF2 Suppresses Arabidopsis Stomatal Immunity. PLoS ONE,
2014, 9, e114921. 1.1 57



190

Citation Report

# Article IF Citations

3423 The Lifestyle Switch Protein Bd0108 of Bdellovibrio bacteriovorus Is an Intrinsically Disordered
Protein. PLoS ONE, 2014, 9, e115390. 1.1 8

3424 Histidine 352 (His352) and Tryptophan 355 (Trp355) Are Essential for Flax UGT74S1 Glucosylation Activity
toward Secoisolariciresinol. PLoS ONE, 2015, 10, e116248. 1.1 9

3425 Characterization of the Interaction between Rfa1 and Rad24 in Saccharomyces cerevisiae. PLoS ONE,
2015, 10, e0116512. 1.1 6

3426 Development and Characterization of Recombinant Antibody Fragments That Recognize and Neutralize
In Vitro Stx2 Toxin from Shiga Toxin-Producing Escherichia coli. PLoS ONE, 2015, 10, e0120481. 1.1 28

3427 Native Variants of the MRB1 Complex Exhibit Specialized Functions in Kinetoplastid RNA Editing. PLoS
ONE, 2015, 10, e0123441. 1.1 19

3428
Against All Odds: Trehalose-6-Phosphate Synthase and Trehalase Genes in the Bdelloid Rotifer Adineta
vaga Were Acquired by Horizontal Gene Transfer and Are Upregulated during Desiccation. PLoS ONE,
2015, 10, e0131313.

1.1 26

3429
Intramolecular ex vivo Fluorescence Resonance Energy Transfer (FRET) of Dihydropyridine Receptor
(DHPR) Î²1a Subunit Reveals Conformational Change Induced by RYR1 in Mouse Skeletal Myotubes. PLoS
ONE, 2015, 10, e0131399.

1.1 3

3430 Saccharomyces cerevisiae Eukaryotic Elongation Factor 1A (eEF1A) Is Methylated at Lys-390 by a
METTL21-Like Methyltransferase. PLoS ONE, 2015, 10, e0131426. 1.1 47

3431 Differential Subcellular Localization of Leishmania Alba-Domain Proteins throughout the Parasite
Development. PLoS ONE, 2015, 10, e0137243. 1.1 44

3432 Methylatable Signaling Helix Coordinated Inhibitory Receiver Domain in Sensor Kinase Modulates
Environmental Stress Response in Bacillus Cereus. PLoS ONE, 2015, 10, e0137952. 1.1 11

3433 Picomolar Inhibition of Plasmepsin V, an Essential Malaria Protease, Achieved Exploiting the Prime
Region. PLoS ONE, 2015, 10, e0142509. 1.1 27

3434 Diversity of ABBA Prenyltransferases in Marine Streptomyces sp. CNQ-509: Promiscuous Enzymes for
the Biosynthesis of Mixed Terpenoid Compounds. PLoS ONE, 2015, 10, e0143237. 1.1 27

3435 Isolation, N-glycosylations and Function of a Hyaluronidase-Like Enzyme from the Venom of the Spider
Cupiennius salei. PLoS ONE, 2015, 10, e0143963. 1.1 23

3436 Characterization of VAMP2 in Schistosoma japonicum and the Evaluation of Protective Efficacy
Induced by Recombinant SjVAMP2 in Mice. PLoS ONE, 2015, 10, e0144584. 1.1 4

3437 Neisseria meningitidis Translation Elongation Factor P and Its Active-Site Arginine Residue Are
Essential for Cell Viability. PLoS ONE, 2016, 11, e0147907. 1.1 40

3438 Ca-Dependent Folding of Human Calumenin. PLoS ONE, 2016, 11, e0151547. 1.1 15

3439 Identification of a 3rd Na+ Binding Site of the Glycine Transporter, GlyT2. PLoS ONE, 2016, 11, e0157583. 1.1 28

3440 Molecular, Biochemical, and Dietary Regulation Features of Î±-Amylase in a Carnivorous Crustacean, the
Spiny Lobster Panulirus argus. PLoS ONE, 2016, 11, e0158919. 1.1 15



191

Citation Report

# Article IF Citations

3441 Evolution of the Twist Subfamily Vertebrate Proteins: Discovery of a Signature Motif and Origin of
the Twist1 Glycine-Rich Motifs in the Amino-Terminus Disordered Domain. PLoS ONE, 2016, 11, e0161029. 1.1 10

3442 Characteristics of Pos19 â€“ A Small Coding RNA in the Oxidative Stress Response of Rhodobacter
sphaeroides. PLoS ONE, 2016, 11, e0163425. 1.1 18

3443 PG1058 Is a Novel Multidomain Protein Component of the Bacterial Type IX Secretion System. PLoS ONE,
2016, 11, e0164313. 1.1 33

3444 Nuclear Pore-Like Structures in a Compartmentalized Bacterium. PLoS ONE, 2017, 12, e0169432. 1.1 24

3445 Functional metagenomics reveals novel Î²-galactosidases not predictable from gene sequences. PLoS
ONE, 2017, 12, e0172545. 1.1 48

3446 Heterologous expression of a thermophilic diacylglycerol acyltransferase triggers triglyceride
accumulation in Escherichia coli. PLoS ONE, 2017, 12, e0176520. 1.1 8

3447 XRN1 Is a Species-Specific Virus Restriction Factor in Yeasts. PLoS Pathogens, 2016, 12, e1005890. 2.1 39

3448 The Emerging Role of Bioinformatics in Biotechnology. Journal of Biotechnology and Biomedical
Science, 2018, 1, 13-24. 0.6 2

3449 Functional divergence and adaptive selection of KNOX gene family in plants. Open Life Sciences, 2020,
15, 346-363. 0.6 19

3450 Functional Analysis of a Pomegranate (Punica granatum L.) MYB Transcription Factor Involved in the
Regulation of Anthocyanin Biosynthesis. Iranian Journal of Biotechnology, 2015, 13, 17-25. 0.3 11

3451 In Entamoeba histolytica, a BspA family protein is required for chemotaxis toward tumour necrosis
factor. Microbial Cell, 2015, 2, 235-246. 1.4 27

3452 Genome-wide investigation and expression analysis of AP2-ERF gene family in salt tolerant common
bean. EXCLI Journal, 2015, 14, 1187-206. 0.5 24

3453 Cloning, expression and molecular modeling of the anthocyanidin reductase (FaANR) gene during
strawberry fruit development. Fruits, 2017, 72, 139-147. 0.3 3

3454 Myopia with X-linked retinitis pigmentosa results from a novel gross deletion of RPGR gene.
International Journal of Ophthalmology, 2020, 13, 1306-1311. 0.5 5

3455 Type II thioesterase ScoT is required for coelimycin production by the modular polyketide synthase Cpk
of Streptomyces coelicolor A3(2).. Acta Biochimica Polonica, 2014, 61, . 0.3 9

3456 Adaptive selection in the evolution of programmed cell death-1 and its ligands in vertebrates. Aging,
2020, 12, 3516-3557. 1.4 14

3457 TIMP-1 and CD82, a promising combined evaluation marker for PDAC. Oncotarget, 2017, 8, 6496-6512. 0.8 17

3458 CD277 is a Negative Co-stimulatory Molecule Universally Expressed by Ovarian Cancer
Microenvironmental Cells. Oncotarget, 2010, 1, 329-338. 0.8 62



192

Citation Report

# Article IF Citations

3459 Functional and Structural Analysis of the Conserved EFhd2 Protein. Protein and Peptide Letters, 2013,
20, 573-583. 0.4 27

3460 Target Based Drug Design - A Reality in Virtual Sphere. Current Medicinal Chemistry, 2015, 22, 1603-1630. 1.2 29

3461 Dicoumarol: A Drug which Hits at Least Two Very Different Targets in Vitamin K Metabolism. Current
Drug Targets, 2017, 18, 500-510. 1.0 41

3462 Multidrug Resistance and Efflux Pumps: Insights from Molecular Dynamics Simulations. Current
Topics in Medicinal Chemistry, 2013, 13, 3165-3183. 1.0 21

3463 A Possible Modulation Mechanism of Intramolecular and Intermolecular Interactions for NCAM
Polysialylation and Cell Migration. Current Topics in Medicinal Chemistry, 2019, 19, 2271-2282. 1.0 10

3464
The Cooperative Effect between Polybasic Region (PBR) and Polysialyltransferase Domain (PSTD) within
Tumor-Target Polysialyltranseferase ST8Sia II. Current Topics in Medicinal Chemistry, 2020, 19,
2831-2841.

1.0 6

3465 Bioinformatic Analysis of the Human Recombinant Iduronate 2-Sulfate Sulfatase. Open Microbiology
Journal, 2016, 10, 124-132. 0.2 4

3466 Homology Modeling and Epitope Prediction of NadA as a Potential Vaccine Candidate in. International
Journal of Molecular and Cellular Medicine, 2018, 7, 53-68. 1.1 7

3467
In silico analyzing the molecular interactions of plant-derived inhibitors against E6AP, p53, and c-Myc
binding sites of HPV type 16 E6 oncoprotein. Molecular Biology Research Communications, 2020, 9,
71-82.

0.2 16

3468 Human DNA polymerase delta requires an ironâ€“sulfur cluster for high-fidelity DNA synthesis. Life
Science Alliance, 2019, 2, e201900321. 1.3 25

3469 Designing and Analyzing the Structure of DT-STXB Fusion Protein as an Anti-tumor Agent: An in Silico
Approach. , 2019, 14, 305-312. 11

3470 A Fusion Protein Based on the Second Subunit of Hemagglutinin of Influenza A/H2N2 Viruses Provides
Cross Immunity. Acta Naturae, 2016, 8, 116-126. 1.7 9

3471 Influence of the Linking Order of Fragments of HA2 and M2e of the influenza A Virus to Flagellin on
the Properties of Recombinant Proteins. Acta Naturae, 2018, 10, 85-94. 1.7 5

3472 Streptococcus suis Uptakes Carbohydrate Source from Host Glycoproteins by N-glycans Degradation
System for Optimal Survival and Full Virulence during Infection. Pathogens, 2020, 9, 387. 1.2 4

3473 The TLA1 Protein Family Members Contain a Variant of the Plain MOV34/MPN Domain. American Journal
of Biochemistry and Molecular Biology, 2011, 2, 1-18. 0.6 4

3474 Gene Fragments that Encodes Inulin Hydrolysis Enzyme from Genomic Bacillus licheniformis: Isolation
by PCR Technique Using New Primers. International Journal of Biological Chemistry, 2015, 9, 59-69. 0.3 5

3475 In silico Analysis of BRCA1 Gene and its Phylogenetic Relationship in some Selected Domestic Animal
Species. Trends in Bioinformatics, 2016, 10, 1-10. 0.3 6

3476
Chemogenomics Profiling of Drug Targets of Peptidoglycan Biosynthesis Pathway in Leptospira
interrogans by Virtual Screening Approaches. Journal of Microbiology and Biotechnology, 2013, 23,
779-784.

0.9 6



193

Citation Report

# Article IF Citations

3477 Molecular Dynamics Simulations for Biological Systems. , 2017, , 1044-1071. 1

3478 Search for Protein Sequence Homologues that Display Considerable Domain Length Variations.
International Journal of Knowledge Discovery in Bioinformatics, 2011, 2, 55-77. 0.8 4

3479 Human Î¼ Opioid Receptor Models with Evaluation of the Accuracy Using the Crystal Structure of the
Murine Î¼ Opioid Receptor. Journal of Anesthesia & Clinical Research, 2012, 03, 218. 0.1 5

3480 Homology Modeling and Docking to Potential Novel Inhibitor for Chikungunya (37997) Protein nsP2
Protease. Journal of Proteomics and Bioinformatics, 2012, 05, . 0.4 10

3481 Homology Modeling and Structural Analysis of NHX Antiporter of Leptochloa fusca (L.). Journal of
Proteomics and Bioinformatics, 2012, 05, . 0.4 4

3482 Bioinformatic analysis and characteristics of glycoprotein C encoded by the newly identified UL44
gene of duck plague virus. Genetics and Molecular Research, 2014, 13, 4505-4515. 0.3 8

3483 TRP Channels in Vision. , 2017, , 27-63. 10

3484 Structural Modeling and Analysis of Pregnancy-Associated Glycoprotein-1 of Buffalo (Bubalus) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 462 Td (bubalis). , 2012, 2012, 1-8.3

3485 Identification and Characterization of Expansins from Bursaphelenchus xylophilus (Nematoda:) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 422 Td (Aphelenchoididae). Plant Pathology Journal, 2012, 28, 409-417.0.7 7

3486 Elucidating Molecular Interactions of Natural Inhibitors with HPV-16 E6 Oncoprotein through
Docking Analysis. Genomics and Informatics, 2014, 12, 64. 0.4 22

3487
Molecular Characterization of Legionellosis Drug Target Candidate Enzyme Phosphoglucosamine
Mutase from<i>Legionella pneumophila</i>(strain Paris): An<i>In Silico</i>Approach. Genomics and
Informatics, 2014, 12, 268.

0.4 7

3488 Understanding Rifampicin Resistance in Tuberculosis through a Computational Approach. Genomics
and Informatics, 2014, 12, 276. 0.4 25

3489
Elucidation of the Inhibitory Effect of Phytochemicals with Kir6.2 Wild-Type and Mutant Models
Associated in Type-1 Diabetes through Molecular Docking Approach. Genomics and Informatics, 2014,
12, 283.

0.4 10

3490 In SilicoDocking to Explicate Interface between Plant-Originated Inhibitors and E6 Oncogenic Protein
of Highly Threatening Human Papillomavirus 18. Genomics and Informatics, 2015, 13, 60. 0.4 20

3491 Drug Target Identification and Elucidation of Natural Inhibitors for<i>Bordetella petrii</i>: An<i>In
Silico</i>Study. Genomics and Informatics, 2016, 14, 241. 0.4 10

3492 Mining the Proteome of<i>Fusobacterium nucleatum</i>subsp.<i>nucleatum</i>ATCC 25586 for
Potential Therapeutics Discovery: An<i>In Silico</i>Approach. Genomics and Informatics, 2016, 14, 255. 0.4 5

3494 Function inferences from a molecular structural model of bacterial ParE toxin. Bioinformation, 2010,
4, 438-440. 0.2 7

3495 A novel strategy of epitope design in Neisseria gonorrhoeae. Bioinformation, 2010, 5, 77-82. 0.2 42



194

Citation Report

# Article IF Citations

3496 Insights from molecular modeling and dynamics simulation of pathogen resistance (R) protein from
brinjal. Bioinformation, 2011, 5, 326-330. 0.2 3

3497 Identification of potential apicoplast associated therapeutic targets in human and animal pathogen
Toxoplasma gondii ME49. Bioinformation, 2011, 7, 379-383. 0.2 9

3498 Comparative modeling of DszC, an enzyme in biodesulfurization, and performing in silico point
mutation for increasing tendency to oil. Bioinformation, 2012, 8, 246-250. 0.2 12

3499 An insight into the lignin peroxidase of Macrophomina phaseolina. Bioinformation, 2013, 9, 730-735. 0.2 6

3500 Exploration of freely available web-interfaces for comparative homology modelling of microbial
proteins. Bioinformation, 2013, 9, 796-801. 0.2 7

3501 Domain wise docking analyses of the modular chitin binding protein CBP50 from Bacillus
thuringiensis serovar konkukian S4. Bioinformation, 2013, 9, 901-907. 0.2 3

3502 Three-dimensional (3D) structure prediction of the American and African oil-palms Î²-ketoacyl-[ACP]
synthase-II protein by comparative modelling. Bioinformation, 2014, 10, 130-137. 0.2 3

3503 Modeling of human M1 aminopeptidases for in silico screening of potential Plasmodium falciparum
alanine aminopeptidase (PfA-M1) specific inhibitors. Bioinformation, 2014, 10, 518-525. 0.2 3

3504 Implication from the predicted docked interaction of sigma H and exploration of its interaction with
RNA polymerase in Mycobacterium tuberculosis. Bioinformation, 2015, 11, 296-301. 0.2 2

3505 Computational Analysis of the 3-D structure of Human GPR87 Protein: Implications for
Structure-Based Drug Design. Asian Pacific Journal of Cancer Prevention, 2013, 14, 7473-7482. 0.5 2

3506 The role of Cdc42 and Gic1 in the regulation of septin filament formation and dissociation. ELife, 2013,
2, e01085. 2.8 65

3507 An atomic-resolution view of neofunctionalization in the evolution of apicomplexan lactate
dehydrogenases. ELife, 2014, 3, . 2.8 70

3508 Head-to-tail interactions of the coiled-coil domains regulate ClpB activity and cooperation with Hsp70
in protein disaggregation. ELife, 2014, 3, e02481. 2.8 111

3509 Characterization of TSET, an ancient and widespread membrane trafficking complex. ELife, 2014, 3,
e02866. 2.8 114

3510 The pseudo GTPase CENP-M drives human kinetochore assembly. ELife, 2014, 3, e02978. 2.8 107

3511 How lamina-associated polypeptide 1 (LAP1) activates Torsin. ELife, 2014, 3, e03239. 2.8 92

3512 The Rab6-regulated KIF1C kinesin motor domain contributes to Golgi organization. ELife, 2015, 4, . 2.8 52

3513 Wss1 metalloprotease partners with Cdc48/Doa1 in processing genotoxic SUMO conjugates. ELife, 2015,
4, . 2.8 67



195

Citation Report

# Article IF Citations

3514 Experimental evolution reveals hidden diversity in evolutionary pathways. ELife, 2015, 4, . 2.8 104

3515 Molecular architecture of the yeast Mediator complex. ELife, 2015, 4, . 2.8 136

3516 A mitochondria-anchored isoform of the actin-nucleating spire protein regulates mitochondrial
division. ELife, 2015, 4, . 2.8 246

3517 Tracking interspecies transmission and long-term evolution of an ancient retrovirus using the
genomes of modern mammals. ELife, 2016, 5, e12704. 2.8 30

3518 IL17 factors are early regulators in the gut epithelium during inflammatory response to Vibrio in the
sea urchin larva. ELife, 2017, 6, . 2.8 57

3519 Regulatory coiled-coil domains promote head-to-head assemblies of AAA+ chaperones essential for
tunable activity control. ELife, 2017, 6, . 2.8 32

3520 Human gut Bacteroides capture vitamin B12 via cell surface-exposed lipoproteins. ELife, 2018, 7, . 2.8 81

3521 Membrane insertion of Î±-xenorhabdolysin in near-atomic detail. ELife, 2018, 7, . 2.8 27

3522 WDR90 is a centriolar microtubule wall protein important for centriole architecture integrity. ELife,
2020, 9, . 2.8 31

3523 Evolution of<i>Wolbachia</i>mutualism and reproductive parasitism: insight from two novel strains
that co-infect cat fleas. PeerJ, 2020, 8, e10646. 0.9 43

3524 <i>In-silico</i>prediction and modeling of the<i>Entamoeba histolytica</i>proteins:
Serine-rich<i>Entamoeba histolytica</i>protein and 29Â kDa Cysteine-rich protease. PeerJ, 2017, 5, e3160. 0.9 14

3525 <i>Bacillus anthracis</i>pXO1 plasmid encodes a putative membrane-bound bacteriocin. PeerJ, 2014, 2,
e679. 0.9 1

3526 Identification and comparative analysis of the <i>CIPK</i> gene family and characterization of the cold
stress response in the woody plant <i>Prunus mume</i>. PeerJ, 2019, 7, e6847. 0.9 20

3527
Genome-wide identification and characterization of heat shock protein family 70 provides insight into
its divergent functions on immune response and development of<i>Paralichthys olivaceus</i>. PeerJ,
2019, 7, e7781.

0.9 11

3528 Structural Biology of Peanut Allergens. Journal of Contemporary Immunology, 0, , . 0.0 3

3529 Rv2485c, a Putative Lipase of M. tuberculosis: Expression, Purification and Biochemical
Characterization. International Journal of Tropical Disease & Health, 2014, 4, 1-17. 0.1 7

3530
Molecular Characterization and Taxonomic Assignment of Three Phage Isolates from a Collection
Infecting PseudomonasÂ syringae pv. actinidiae and P.Â syringae pv. phaseolicola from Northern Italy.
Viruses, 2021, 13, 2083.

1.5 12

3531 Involvement of Arabidopsis Multi-Copper Oxidase-Encoding LACCASE12 in Root-to-Shoot Iron
Partitioning: A Novel Example of Copper-Iron Crosstalk. Frontiers in Plant Science, 2021, 12, 688318. 1.7 8



196

Citation Report

# Article IF Citations

3532 Predicting drug targets by homology modelling of Pseudomonas aeruginosa proteins of unknown
function. PLoS ONE, 2021, 16, e0258385. 1.1 0

3533 Structural Insights on the SARS-CoV-2 Variants of Concern Spike Glycoprotein: A Computational Study
With Possible Clinical Implications. Frontiers in Genetics, 2021, 12, 773726. 1.1 3

3534 Easy modelling. PSI Structural Genomics Knowledgebase, 2009, , . 0.0 0

3535 Teaching Principles of Enzyme Structure, Evolution, and Ca- talysis Using Bioinformatics. Atlas
Journal of Science Education, 0, , 7-12. 0.1 0

3536 CLONING AND CHARACTERISATION OF ACC OXIDASE GENE FROM MAS (AA) BANANA. Malaysian Journal of
Science, 2011, 30, 45-50. 0.2 0

3537 Recent Advances in Structural Studies of Antifreeze Proteins. Ocean and Polar Research, 2011, 33,
159-169. 0.3 1

3539 Linked symbiotic populations: analysis of polymorphism in nfr5 receptor gene by using molecular
doking. Ecological Genetics, 2012, 10, 12-18. 0.1 2

3540 Sequence analysis of putative swrW gene required for surfactant serrawettin W1 production from
Serratia marcescens. African Journal of Biotechnology, 2012, 11, . 0.3 0

3541 Are specialized servers better at predicting protein structures than stand alone software?. African
Journal of Biotechnology, 2012, 11, . 0.3 0

3542 Single Amino Acid Mutation around Flavin Cofactor Changes pH-Dependence of Basidiomycetes Class I
Cellobiose Dehydrogenase Activity. Journal of Applied Glycoscience (1999), 2013, 60, 111-116. 0.3 1

3543 Sequence analysis, structure and binding site prediction of Sigma 1 receptor protein by in silico
method. Bioinformation, 2013, 9, 944-951. 0.2 0

3544
Providing Available Molecular Modeling Data for Composing Focal Adhesion Kinase Inhibitor by C 5.0,
Support Vector Machine, and Structure Prediction Program. International Journal of Bioscience,
Biochemistry, Bioinformatics (IJBBB), 2014, 4, 377-381.

0.2 0

3545 Protein Remote Homology Detection by Combining Profile-based Protein Representation with Local
Alignment Kernel. Journal of Medical and Bioengineering, 2014, 3, 17-22. 0.5 1

3546 Formal Model of 3D Protein Structures for Functional Genomics, Comparative Bioinformatics, and
Molecular Modeling. SpringerBriefs in Computer Science, 2014, , 1-23. 0.2 0

3548 Molecular Docking Studies of Wide Spectrum Targets in Staphylococcus aureus - An Aim towards
Finding Potent Inhibitors. Advanced Techniques in Biology & Medicine, 2014, 02, . 0.1 0

3549 Relationship between Physico-chemical Parameters and Phylogenetics Study of Human Low Density
Lipoprotein Receptor-Related Protein (LRP). British Biotechnology Journal, 2014, 4, 289-304. 0.4 2

3550 A Method to Predict Amino Acids at Proximity of Beta-Sheet Axes from Protein Sequences. Applied
Mathematics, 2014, 05, 79-89. 0.1 1

3552 Finding the missing link. ELife, 2014, 3, e03128. 2.8 0



197

Citation Report

# Article IF Citations

3554 The Evolution of Calcium Release Channels: a Story of Expansion and Loss?. Journal of Phylogenetics &
Evolutionary Biology, 2015, 03, . 0.2 0

3555
Imaging of High and Low Resolution Ebola Envelope GP Structures Composited with in silico Models
of Difficult-to-Resolve Sections. Journal of Molecular and Genetic Medicine: an International Journal
of Biomedical Research, 2015, 09, .

0.1 0

3556 Genome-Wide Detection of Selection and Other Evolutionary Forces. Methods in Molecular Biology,
2015, 1231, 271-287. 0.4 1

3557 Expression Analysis of a Highly Soluble Region of an Enterotoxigenic Non-structural Protein of
Bovine Rotavirus. Pakistan Journal of Biological Sciences, 2015, 18, 247-251. 0.2 0

3558 Proteomics of <i>E.coli Nissle 1917</i> in Responce to<i> Cocos nucifera</i> sap and Wine.
International Letters of Natural Sciences, 0, 41, 1-223. 1.0 0

3559 Impact of a novel 14â€Šbp MEN1 deletion in a patient with hyperparathyroidism and gastrinoma.
Endocrinology, Diabetes and Metabolism Case Reports, 2015, 2015, 150011. 0.2 0

3560 CristalizaciÃ³n y predicciÃ³n de la estructura tridimensional de la proteÃna homÃ³loga del receptor
activado para la quinasa c (lack) de leishmania. Revista Colombiana De Quimica, 2015, 43, 17-23. 0.2 0

3561 From Structure to Function: A Comprehensive Compendium of Tools to Unveil Protein Domains and
Understand Their Role in Cytokinesis. Methods in Molecular Biology, 2016, 1369, 379-392. 0.4 0

3562 Molecular Dynamics Simulations for Biological Systems. Advances in Bioinformatics and Biomedical
Engineering Book Series, 2016, , 286-313. 0.2 3

3564
Predicting tbx22 Zebrafish Protein Structure Using Multi-Level Prediction Tools and Demonstration
of Conserved Structural Domains in Relation to Orthologous tbx22 Proteins in Humans. Journal of
Biosciences and Medicines, 2016, 04, 79-92.

0.1 0

3565 Searching for Novel Targets to Control Wheat Head Blight Diseaseâ€”I-Protein Identification, 3D
Modeling and Virtual Screening. Advances in Microbiology, 2016, 06, 811-830. 0.3 3

3568 High-resolution NMR structures of the domains ofSaccharomyces cerevisiaeTho1. Acta
Crystallographica Section F, Structural Biology Communications, 2016, 72, 500-506. 0.4 0

3569 Effect of single mutagenesis on the binding pocket of canine estrogen receptor alpha: Structure and
binding affinity. Advances in Modern Oncology Research, 2016, 2, 116. 0.1 1

3570 Molecular modeling of NK-CT1, from Indian monocellate cobra (Naja kaouthia) and its docking
interaction with human DNA topoisomerase II alpha. Bioinformation, 2016, 12, 105-111. 0.2 3

3573 Rational Designing of Novel Proteins Through Computational Approaches. SpringerBriefs in Applied
Sciences and Technology, 2017, , 61-83. 0.2 2

3574 Gene-Targeted Metagenomics for the Study of Biogeochemical Cycling from Coastal-Saline
Ecosystems. , 2016, , 217-238. 0

3575 IsÄ± Åžoku Protein Ailesinden Hsp70 Genlerinin OkaliptÃ¼s Genomunda SaptanmasÄ± ve Karakterizasyonu.
Journal of Forestry Faculty of Kastamonu University, 2016, 16, . 0.1 1

3576 In-Silico Analysis and Structural Prediction of Catalase Protein in Emu (Dromaius novaehollandiae)
Through Homology Modeling. SSRG International Journal of Veterinary Science, 2016, 2, 1-5. 0.0 0



198

Citation Report

# Article IF Citations

3577 Proteins sequence analysis of Contagious Caprine Pleuropneumonia. Biotechnology in Animal
Husbandry, 2017, 33, 309-319. 0.5 0

3581 TRP Channels in Vision. Frontiers in Neuroscience, 2017, , 27-64. 0.0 0

3582 Cloning, Sequencing and Production of Recombinant Polyclonal Antibodies against Egyptian
Staphylococcal Enterotoxin A. American Journal of Microbiological Research, 2017, 5, 131-137. 0.2 1

3583 Designing a Chimeric Vaccine Against Colorectal Cancer. International Journal of Cancer
Management, 2017, 10, . 0.2 0

3584 Cloud Services for Efficient Ab Initio Predictions of 3D Protein Structures. Computational Biology,
2018, , 103-134. 0.1 0

3585

Genome-Wide Identification, Classification and Evolutionary Expansion of KNOX Gene Family in Rice
(&amp;lt;i&amp;gt;Oryza sativa&amp;lt;/i&amp;gt;) and &amp;lt;i&amp;gt;Populus&amp;lt;/i&amp;gt;
(&amp;lt;i&amp;gt;Populustrichocarpa&amp;lt;/i&amp;gt;). American Journal of Plant Sciences, 2018, 09,
1071-1092.

0.3 7

3586 Formal Model of 3D Protein Structures for Functional Genomics, Comparative Bioinformatics, and
Molecular Modeling. Computational Biology, 2018, , 3-27. 0.1 0

3587 Alternative splice variants of rhomboid proteins: In silico analysis of database entries for select
model organisms and validation of functional potential. F1000Research, 2018, 7, 139. 0.8 2

3589 Alternative splice variants of rhomboid proteins: Comparative analysis of database entries for select
model organisms and validation of functional potential. F1000Research, 2018, 7, 139. 0.8 4

3594 Structural and Functional Features of Glutathione Reductase Transcripts from Olive (Olea europaea) Tj ET
Q

q
1 1 0.784314 rg
BT /Overlock 10 Tf 50 382 Td (L.) Seeds. Lecture Notes in Computer Science, 2019, , 178-191.1.0 0

3595 In Silico Approaches for Unearthing Bacterial Quorum-Sensing Inhibitors Against Pathogenic Bacteria.
, 2019, , 67-83. 2

3596 Discovery of Novel Drug Targets in Microbial Pathogens Among Hypothetical Proteins: Methods and
Significance. , 2019, , 377-391. 0

3600 Structure and Sequence Based Analysis of Pullulanases: Understanding Dual Catalytic Mechanism.
Protein and Peptide Letters, 2019, 26, 893-903. 0.4 0

3601 The Genome3D Consortium for Structural Annotations of Selected Model Organisms. Methods in
Molecular Biology, 2020, 2165, 27-67. 0.4 3

3605 Isolation, identification and in silico analysis of bitter leaves (Vernonia amygdalina)
ribulose-1,5-bisphosphate carboxylase/oxygenase gene. Gene Reports, 2020, 20, 100720. 0.4 1

3606 Critical Review of Synthesis, Toxicology and Detection of Acyclovir. Molecules, 2021, 26, 6566. 1.7 18

3607 Yeast Flocculin: Methods for Quantitative Analysis of Flocculation in Yeast Cells. Methods in
Molecular Biology, 2020, 2132, 437-444. 0.4 0

3608 In Silico Prediction of T and B Cell Epitopes of SAG1-Related Sequence 3 (SRS3) Gene for Developing
Toxoplasma gondii Vaccine. Archives of Clinical Infectious Diseases, 2020, 15, . 0.1 1



199

Citation Report

# Article IF Citations

3609 The SUMOylation pathway suppresses arbovirus replication in Aedes aegypti cells. PLoS Pathogens,
2020, 16, e1009134. 2.1 7

3612 An In Silico Approach for Function Prediction of Hypothetical Proteins of Mycobacterium laprae TN.
SSRN Electronic Journal, 0, , . 0.4 2

3613 An In Silico Approach for Function Prediction of Hypothetical Proteins of Listeria monocytogenes.
SSRN Electronic Journal, 0, , . 0.4 2

3615 Supercomputers in Modeling of Biological Systems. Advances in Systems Analysis, Software
Engineering, and High Performance Computing Book Series, 0, , 201-222. 0.5 1

3616 Virtual screening for potential inhibitors of high-risk human papillomavirus 16 E6 protein.
Interdisciplinary Sciences, Computational Life Sciences, 2015, , . 2.2 0

3618 Identification and characterization of a novel TACSTD2 mutation in gelatinous drop-like corneal
dystrophy. Molecular Vision, 2010, 16, 729-39. 1.1 16

3619 Site-directed mutagenesis of a family 42 Î²-galactosidase from an antarctic bacterium. International
Journal of Biochemistry and Molecular Biology, 2012, 3, 209-18. 0.1 4

3621 Virtual screening of m3 protein antagonists for finding a model to study the gammaherpesvirus
damaged immune system and chemokine related diseases. BioImpacts, 2013, 3, 177-83. 0.7 1

3622 A Fusion Protein Based on the Second Subunit of Hemagglutinin of Influenza A/H2N2 Viruses Provides
Cross Immunity. Acta Naturae, 2016, 8, 116-26. 1.7 3

3623 In silico Prediction and Docking of Tertiary Structure of LuxI, an Inducer Synthase of Vibrio fischeri.
Reports of Biochemistry and Molecular Biology, 2016, 4, 66-75. 0.5 10

3624 structural analysis of quorum sensing genes in. Molecular Biology Research Communications, 2015, 4,
115-124. 0.2 3

3625 Genetic engineered molecular imaging probes for applications in cell therapy: emphasis on MRI
approach. American Journal of Nuclear Medicine and Molecular Imaging, 2016, 6, 234-261. 1.0 5

3626 Fibrinogen and Fibronectin Binding Activity and Immunogenic Nature of Choline Binding Protein M.
Iranian Journal of Public Health, 2016, 45, 1610-1617. 0.3 5

3627 Influence of the Linking Order of Fragments of HA2 and M2e of the influenza A Virus to Flagellin on
the Properties of Recombinant Proteins. Acta Naturae, 2018, 10, 85-94. 1.7 3

3628 Designing and analyzing the structure of Tat-BoNT/A(1-448) fusion protein: An approach. Molecular
Biology Research Communications, 2014, 3, 115-127. 0.2 1

3629 Biological sequence analysis. , 2022, , 33-47. 0

3630 The trRosetta server for fast and accurate protein structure prediction. Nature Protocols, 2021, 16,
5634-5651. 5.5 290

3631 Viral Fitness and Antigenic Determinants of Porcine Parvovirus at the Amino Acid Level of the Capsid
Protein. Journal of Virology, 2022, 96, JVI0119821. 1.5 4



200

Citation Report

# Article IF Citations

3632 Structural Predictive Model of Presenilin-2 Protein and Analysis of Structural Effects of Familial
Alzheimerâ€™s Disease Mutations. Biochemistry Research International, 2021, 2021, 1-20. 1.5 6

3633 Molecular Determinants and Specificity of mRNA with Alternatively-Spliced UPF1 Isoforms, Influenced
by an Insertion in the â€˜Regulatory Loopâ€™. International Journal of Molecular Sciences, 2021, 22, 12744. 1.8 7

3634
An Iron Transporter Is Involved in Iron Homeostasis, Energy Metabolism, Oxidative Stress, and
Metacyclogenesis in Trypanosoma cruzi. Frontiers in Cellular and Infection Microbiology, 2021, 11,
789401.

1.8 1

3635 RIGI, TLR7, and TLR3 Genes Were Predicted to Have Immune Response Against Avian Influenza in
Indigenous Ducks. Frontiers in Molecular Biosciences, 2021, 8, 633283. 1.6 8

3636 SpgC1qR interacts with WSSV VP28 exhibiting antiviral activity. Fish and Shellfish Immunology
Reports, 2022, 3, 100052. 0.5 0

3637 Engineered Bacterial Flavinâ€•Dependent Monooxygenases for the Regiospecific Hydroxylation of
Polycyclic Phenols. ChemBioChem, 2022, 23, . 1.3 11

3638
Expression analyses of soluble starch synthase and starch branching enzyme isoforms in stem and
leaf tissues under different photoperiods in lentil (Lens culinaris Medik.). Biologia (Poland), 2022, 77,
593-607.

0.8 1

3639 In silico analysis of AhyI protein and AI-1 inhibition using N-cis-octadec-9z-enoyl-l-homoserine lactone
inhibitor in Aeromonas hydrophila. Microbial Pathogenesis, 2022, 162, 105356. 1.3 2

3640 Trehaloseâ€•6â€•phosphate phosphatases are involved in the trehalose synthesis and metamorphosis in
Bactrocera minax. Insect Science, 2022, , . 1.5 2

3641 Characterisation of an Anti-Vaccinia Virus F13 Single Chain Fragment Variable from a Human
Anti-Vaccinia Virus-Specific Recombinant Immunoglobulin Library. Viruses, 2022, 14, 197. 1.5 1

3642 The exploitation of human glycans by Group A Streptococcus. FEMS Microbiology Reviews, 2022, , . 3.9 0

3643 Molecular modeling in drug discovery. Informatics in Medicine Unlocked, 2022, 29, 100880. 1.9 81

3644 The fucose-specific lectin gene <i>AOL_s00054g276</i> affects trap formation and nematocidal activity
of the nematophagous fungus <i>Arthrobotrys oligospora</i>. FEMS Microbiology Letters, 2022, 369, . 0.7 6

3645 Functional conservation and divergence in plant-specific <i>GRF</i> gene family revealed by sequences
and expression analysis. Open Life Sciences, 2022, 17, 155-171. 0.6 3

3646 Changes in colostrum ingredients of Hu sheep, as well as the missense mutation genes associated with
colostrum yield. Animal Biotechnology, 2023, 34, 1492-1504. 0.7 1

3647 COVIDâ€•19: A systematic review and update on prevention, diagnosis, and treatment. MedComm, 2022, 3,
e115. 3.1 30

3649 HLB induce changes in the tree physiology of citron (Citrus medica L. var. sarcodactylis Swingle).
Physiology and Molecular Biology of Plants, 2022, 28, 517-531. 1.4 1

3650 VHH Structural Modelling Approaches: A Critical Review. International Journal of Molecular
Sciences, 2022, 23, 3721. 1.8 9



201

Citation Report

# Article IF Citations

3651 Performance of Novel Antimicrobial Protein Bg_9562 and In Silico Predictions on Its Properties with
Reference to Its Antimicrobial Efficiency against Rhizoctonia solani. Antibiotics, 2022, 11, 363. 1.5 1

3652 Structural Models for Roseolovirus U20 And U21: Non-Classical MHC-I Like Proteins From HHV-6A,
HHV-6B, and HHV-7. Frontiers in Immunology, 2022, 13, 864898. 2.2 6

3653 Proteomic and computational characterisation of 11S globulins from grape seed flour by-product and
its interaction with malvidin 3-glucoside by molecular docking. Food Chemistry, 2022, 386, 132842. 4.2 7

3654
In silico Characterization of Biofilm-Associated Protein (Bap) Identified in a Multi-drug Resistant
Acinetobacter baumannii Clinical Isolate. Journal of Medical Microbiology and Infectious Diseases,
2021, 9, 210-220.

0.1 0

3655 Genomic and Functional Characterization of Heat Shock Protein Families in Jujube Genome (Ziziphus) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 582 Td (jujuba) by in silico Methods. Journal of Forestry Faculty of Kastamonu University, 0, , 277-294.0.1 1

3656 Identification and characterization of a hydrophobin Vmh3 from Pleurotus ostreatus. Protein
Expression and Purification, 2022, 195-196, 106095. 0.6 5

3657 A tale of two habitats: Bacteroides fragilis, a lethal pathogen and resident in the human
gastrointestinal microbiome. Microbiology (United Kingdom), 2022, 168, . 0.7 17

3658
Tandem Mass Tagging (TMT) Reveals Tissue-Specific Proteome of L4 Larvae of Anisakis simplex s. s.:
Enzymes of Energy and/or Carbohydrate Metabolism as Potential Drug Targets in Anisakiasis.
International Journal of Molecular Sciences, 2022, 23, 4336.

1.8 2

3659 Genomic Insights into Omega-3 Polyunsaturated Fatty Acid Producing Shewanella sp. N2AIL from Fish
Gut. Biology, 2022, 11, 632. 1.3 4

3660
Characterization of an alcohol acetyltransferase GcAAT responsible for the production of
antifungal volatile esters in endophytic Geotrichum candidum PF005. Microbiological Research, 2022,
260, 127021.

2.5 3

3696 The photosynthetic cytochrome c 550 from the diatom Phaeodactylum tricornutum. Photosynthesis
Research, 2017, 133, 273-287. 1.6 6

3698 Molecular Principles, Components, Technology, and Concepts: Proteins â€“ Protein Domains: Structure,
Function, and Methods. , 2022, , . 0

3699
Scaffolding Protein GspB/OutB Facilitates Assembly of the Dickeya dadantii Type 2 Secretion System by
Anchoring the Outer Membrane Secretin Pore to the Inner Membrane and to the Peptidoglycan Cell
Wall. MBio, 2022, 13, e0025322.

1.8 2

3700 Monoclonal Autoantibody Against a Cryptic Epitope on Tissue-Adherent Low-Density Lipoprotein for
Molecular Imaging in Atherosclerosis. JACC: Cardiovascular Imaging, 2022, , . 2.3 2

3701 Cryptic Genes for Interbacterial Antagonism Distinguish Rickettsia Species Infecting Blacklegged Ticks
From Other Rickettsia Pathogens. Frontiers in Cellular and Infection Microbiology, 2022, 12, 880813. 1.8 8

3702 Mechanistic Analysis of the VirA Sensor Kinase in Agrobacterium tumefaciens Using Structural
Models. Frontiers in Microbiology, 2022, 13, . 1.5 2

3703 Characterization and evaluation of a new triosephosphate isomerase homologue from Haemaphysalis
longicornis as a candidate vaccine against tick infection. Ticks and Tick-borne Diseases, 2022, 13, 101968. 1.1 5

3704
Genome-Wide Identification, In Silico Characterization of AtCOP1-Targeting Regulatory Proteins
Network and their Expression Profiling in The COP1 Downregulated Arabidopsis thaliana. Journal of
Plant Growth Regulation, 0, , .

2.8 0



202

Citation Report

# Article IF Citations

3705 A Dual Regulatory Role of the PhoU Protein in Salmonella Typhimurium. MBio, 2022, 13, . 1.8 8

3706 Eradication of drug-resistant Acinetobacter baumannii by cell-penetrating peptide fused endolysin.
Journal of Microbiology, 2022, 60, 859-866. 1.3 5

3712
Sustainable bioethanol production from enzymatically hydrolyzed second-generation Posidonia
oceanica waste using stable Microbacterium metallidurans carbohydrate-active enzymes as
biocatalysts. Biomass Conversion and Biorefinery, 0, , .

2.9 1

3713 Differentiated Evolutionary Strategies of Genetic Diversification in Atlantic and Pacific
Thaumarchaeal Populations. MSystems, 2022, 7, . 1.7 3

3714 Insights into the capsid structure of banana bunchy top virus. 3 Biotech, 2022, 12, . 1.1 2

3715 A cooperative mechanism of target RNA selection via germ-cell-specific RNA-binding proteins NANOS2
and DND1. Cell Reports, 2022, 39, 110894. 2.9 4

3717
Identification of a linear B-cell epitope on the Schistosoma japonicum saposin protein, SjSAP4:
Potential as a component of a multi-epitope diagnostic assay. PLoS Neglected Tropical Diseases, 2022,
16, e0010619.

1.3 8

3718 Pleckstrin Homology-Like Domain, Family A, Member 1 (PHLDA1): A Multifaceted Cell Survival Factor
that Drives Metabolic Disease. Engineering, 2023, 20, 9-18. 3.2 1

3720 Inorganic phosphate transporter in Giardia duodenalis and its possible role in ATP synthesis.
Molecular and Biochemical Parasitology, 2022, 251, 111504. 0.5 1

3721 Chitin-Active Lytic Polysaccharide Monooxygenases Are Rare in <i>Cellulomonas</i> Species. Applied
and Environmental Microbiology, 2022, 88, . 1.4 1

3722 Functional analysis of Escherichia coli K12 toxin-antitoxin systems as novel drug targets using a
network biology approach. Microbial Pathogenesis, 2022, 169, 105683. 1.3 5

3723 Identification of the Properties and Function of the Unknown Protein with Accession Number
AT2G15110.1 on the TAIR Website. Gene, Cell and Tissue, 2022, In Press, . 0.2 0

3724 Characterization of Functional B-Cell Epitopes at the Amino Terminus of <i>Shigella</i> Invasion
Plasmid Antigen B (IpaB). Applied and Environmental Microbiology, 0, , . 1.4 3

3725 Targeting hydrophobicity in biofilm-associated protein (Bap) as a novel antibiofilm strategy against
Staphylococcus aureus biofilm. Biophysical Chemistry, 2022, 289, 106860. 1.5 2

3726
Genomic collation revealed the significance of Piriformospora indica (Serendipita indica) PiEF-hand
protein in vesicle trafficking and fungal hyphal growth. South African Journal of Botany, 2022, 150,
548-564.

1.2 3

3727 Identification of new anti-cancer agents against CENTERIN: Structure-based virtual screening,
AutoDock and binding free energy studies. Journal of Molecular Structure, 2022, 1270, 133952. 1.8 2

3729 Post-excision drying of immature Phalaenopsis seeds improves germination and desiccation tolerance.
South African Journal of Botany, 2022, 150, 1184-1191. 1.2 1

3730 Planning, executing and assessing the validity of SANS contrast variation experiments. Methods in
Enzymology, 2022, , . 0.4 0



203

Citation Report

# Article IF Citations

3731
Function identification and characterization of <i>Oryza sativa</i> ZRT and IRT-like proteins
computationally for nutrition and biofortification in rice. Journal of Biomolecular Structure and
Dynamics, 2023, 41, 7490-7510.

2.0 1

3732 METTL23 mutation alters histone H3R17 methylation in normal-tension glaucoma. Journal of Clinical
Investigation, 2022, 132, . 3.9 8

3733
Designing of a Novel Candidate Multi-epitope Vaccine to boost Immune Responses against SARSâ€•COVâ€•2
using Immunoinformatics and Machine Learning based Approach. Letters in Drug Design and Discovery,
2024, 21, 356-375.

0.4 0

3735 Phylogenetic analysis and characterization of arsenic (As) transforming bacterial marker proteins
following isolation of As-tolerant indigenous bacteria. Archives of Microbiology, 2022, 204, . 1.0 4

3736 A family of methyl esterases converts methyl salicylate to salicylic acid in ripening tomato fruit. Plant
Physiology, 2023, 191, 110-124. 2.3 4

3737 Dockground resource for protein recognition studies. Protein Science, 2022, 31, . 3.1 4

3738 CADD, AI and ML in drug discovery: A comprehensive review. European Journal of Pharmaceutical
Sciences, 2023, 181, 106324. 1.9 30

3740 Genes associated with desiccation stress in foodborne Staphylococcus aureus as revealed by
transposon insertion mutagenesis. Food Research International, 2023, 163, 112271. 2.9 2

3741
Structural patterns of SARS-CoV-2 variants of concern (alpha, beta, gamma, delta) spike protein are
influenced by variant-specific amino acid mutations: A computational study with implications on viral
evolution. Journal of Theoretical Biology, 2023, 558, 111376.

0.8 2

3742
Network analysis of the autophagy biochemical network in relation to various autophagy-targeted
proteins found among SARS-CoV-2 variants of concern. Journal of Molecular Graphics and Modelling,
2023, 119, 108396.

1.3 0

3743
Structure Prediction and In-silico Designing of Drugs against Plant Homeodomain Finger Protein 14
for Suppression of Malignant Transformation and Tumorigenicity of Non Small Cell Lung Cancer.
Research Journal of Pharmacy and Technology, 2022, , 4621-4626.

0.2 0

3744
Manganese efflux transporter SLC30A10 missense polymorphism T95I associated with liver injury
retains manganese efflux activity. American Journal of Physiology - Renal Physiology, 2023, 324,
G78-G88.

1.6 2

3745 Mycobacterial MenG: Partial Purification, Characterization, and Inhibition. ACS Infectious Diseases,
2022, 8, 2430-2440. 1.8 1

3746 The Binding Specificity of PAB1 with Poly(A) mRNA, Regulated by Its Structural Folding. Biomedicines,
2022, 10, 2981. 1.4 0

3747 The genome wide analysis of Tryptophan Aminotransferase Related gene family, and their relationship
with related agronomic traits in Brassica napus. Frontiers in Plant Science, 0, 13, . 1.7 3

3748 Molecular Evolution of the Bactericidal/Permeability-Increasing Protein (BPIFA1) Regulating the Innate
Immune Responses in Mammals. Genes, 2023, 14, 15. 1.0 7

3749 Artificial intelligence for template-free protein structure prediction: a comprehensive review.
Artificial Intelligence Review, 2023, 56, 7665-7732. 9.7 2

3750
The Graphical Studies of the Major Molecular Interactions for Neural Cell Adhesion Molecule
(NCAM) Polysialylation by Incorporating Wenxiang Diagram into NMR Spectroscopy. International
Journal of Molecular Sciences, 2022, 23, 15128.

1.8 1



204

Citation Report

# Article IF Citations

3751 Structural Determinants and Functional Significance of Dimerization for Osmosensing Transporter
ProP in <i>Escherichia coli</i>. Biochemistry, 0, , . 1.2 0

3752 Molecular identification and functional characterization of two glycosyltransferases genes from
Fallopia multiflora. Frontiers in Plant Science, 0, 13, . 1.7 2

3753 A Novel Subfamily GH13_46 of the Î±-Amylase Family GH13 Represented by the Cyclomaltodextrinase from
Flavobacterium sp. No. 92. Molecules, 2022, 27, 8735. 1.7 7

3755
Molecular characterization of hexokinase (<scp>HK</scp>) in <scp><i>Haemaphysalis
longicornis</i></scp> and evaluation of <scp>HK</scp> proteinâ€• and <scp>DNA</scp>â€•based vaccines
against adult ticks. Pest Management Science, 2023, 79, 1721-1730.

1.7 2

3756 Carriage of three plasmids in a single human clinical isolate of Clostridioides difficile. Plasmid, 2023,
125, 102669. 0.4 2

3757 Computational approaches in drug discovery and design. , 2023, , 53-93. 1

3758
Genome-wide investigation of Cytochrome P450 superfamily of Aquilaria agallocha: Association with
terpenoids and phenylpropanoids biosynthesis. International Journal of Biological Macromolecules,
2023, 234, 123758.

3.6 9

3759 Molecular Characterization of Dehydrin in Azraq Saltbush among Related Atriplex Species. BioTech,
2023, 12, 27. 1.3 0

3760 E2F/DP protein family in beans: Identification, evolution and expression analysis within the genome.
South African Journal of Botany, 2023, 157, 122-134. 1.2 1

3761 I329L: A Dual Action Viral Antagonist of TLR Activation Encoded by the African Swine Fever Virus
(ASFV). Viruses, 2023, 15, 445. 1.5 5

3762 Genome-wide identification and characterization of parthenocarpic fruit set-related gene homologs
in cucumber (Cucumis sativus L.). Scientific Reports, 2023, 13, . 1.6 5

3764 Analysis of proteomesâ€”III. , 2023, , 165-175. 0

3766 Computational strategies and tools for protein tertiary structure prediction. , 2023, , 225-242. 0

3767 Bacterial Communication Coordinated Behaviors of Whole Communities to Cope with Environmental
Changes. Environmental Science &amp; Technology, 2023, 57, 4253-4265. 4.6 4

3769 Molecular cloning and production of recombinant Pcal_0672, a family GH57 glycoside hydrolase from
Pyrobaculum calidifontis. , 0, , . 1

3770
H<sub>2</sub>S-Generating Cytosolic L-Cysteine Desulfhydrase and Mitochondrial D-Cysteine
Desulfhydrase from Sweet Pepper (<i>Capsicum annuum</i> L.) Are Regulated During Fruit Ripening and
by Nitric Oxide. Antioxidants and Redox Signaling, 2023, 39, 2-18.

2.5 9

3771 Convergent and complementary selection shaped gains and losses of eusociality in sweat bees. Nature
Ecology and Evolution, 2023, 7, 557-569. 3.4 9

3772 Directed evolution of a wax ester synthase for production of fatty acid ethyl esters in
Saccharomyces cerevisiae. Applied Microbiology and Biotechnology, 2023, 107, 2921-2932. 1.7 2



205

Citation Report

# Article IF Citations

3773 De <i>Novo</i> Design of Polyhedral Protein Assemblies: Before and After the AI Revolution.
ChemBioChem, 2023, 24, . 1.3 3

3774 Evaluation of Transmembrane Protein Structural Models Using HPMScore. BioMedInformatics, 2023, 3,
306-326. 1.0 2

3775 Ara h 2â€•specific IgE epitopeâ€•like peptides inhibit the binding of IgE to Ara h 2 and suppress lgEâ€•dependent
effector cell activation. Clinical and Experimental Allergy, 2023, 53, 636-647. 1.4 3

3799 PB_DBP: Identifying DNA-binding proteins using ProBert_BiLSTM model. , 2023, , . 0

3800 Up-to-Date Developments in Homology Modeling. , 2023, , 116-135. 0


