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j Paper IF Citations

75 HigherNlevelsNofNyifidobacteriaNandNtumorNnecrosisNfactorNinNchildrenNwithNdrugdresistantNepilepsyN
areNassociatedNwithNantidseizureNresponseNtoNtheNketogenicNdieteNEBioMedicinecN2022cNogcNhgkgmh 8.8 2

74 zOVIβdhpNbiomarkersNandNtheirNoverlapNwithNcomorbiditiesNinNaNdiseaseNbiomarkerNdataNmodeleN
BriefingsiiniBioinformaticscN2021cNiicN 13.4 2

73 EnhancingNtheNinteroperabilityNofNglycanNdataNflowNbetweenNzhEyIcNPubzhemcNandNGlyGeneN
GlycobiologycN2021cN 5.8 1

72 GlycoinformaticsNResourcesNIntegratedNThroughNtheNGlySpaceNxllianceN2021cNlgndlih 0

71 MiceNwithNdysfunctionalNTGFd˛†NsignalingNdevelopNalteredNintestinalNmicrobiomeNandNcolorectalN
cancerNresistantNtoNlFUeNBiochimicaiEtiBiophysicaiActai-iMoleculariBasisiofiDiseasecN2021cNhomncNhmmhnp 6.9 2

70 yioinformaticsNtoolsNdevelopedNtoNsupportNyiozomputeNObjectseNDatabase:itheiJournaliofiBiologicali
DatabasesiandiCurationcN2021cNigihcN 5 2

69 yioinformaticsNandNmachineNlearningNinNgastrointestinalNmicrobiomeNresearchNandNclinicalN
applicationeNProgressiiniMoleculariBiologyiandiTranslationaliSciencecN2020cNhnmcNhkhdhno 4 4

68 OncoMXqNxNKnowledgebaseNforNExploringNzancerNyiomarkersNinNtheNzontextNofNRelatedNzancerNandN
HealthyNβataeNJCOiClinicaliCanceriInformaticscN2020cNkcNihgdiig 5.2 13

67 GlyGenNdataNmodelNandNprocessingNworkfloweNBioinformaticscN2020cNjmcNjpkhdjpkj 7.2 10

66 zOVIβdhpNyiomarkersNinNresearchqNExtensionNofNtheNOncoMXNcancerNbiomarkerNdataNmodelNtoN
captureNbiomarkerNdataNfromNotherNdiseasesN2020cN 2

65 MutatedNzExzxMsNβisruptNTransformingNGrowthNFactorNyetaNSignalingNandNxlterNtheNIntestinalN
MicrobiomeNtoNPromoteNzolorectalNzarcinogenesiseNGastroenterologycN2020cNhlocNijodili 13.3 21

64 TheNGlySpaceNxllianceqNtowardNaNcollaborativeNglobalNglycoinformaticsNcommunityeNGlycobiologycN
2020cNjgcNngdnh 5.8 15

63 GlyGenqNzomputationalNandNInformaticsNResourcesNforNGlycoscienceeNGlycobiologycN2020cNjgcNnidnj 5.8 53

62 yaselineNhumanNgutNmicrobiotaNprofileNinNhealthyNpeopleNandNstandardNreportingNtemplateeNPLoSi
ONEcN2019cNhkcNegigmkok 3.7 59

61
mizloudqNxNPlugdndPlaycNExtensiblecNOndPremisesNyioinformaticsNzloudNforNSeamlessNExecutionNofN
zomplexNNextdGenerationNSequencingNβataNxnalysisNPipelineseNJournaliofiComputationaliBiologycN
2019cNimcNiogdiok

1.7 0

60 UpdatesNtoNtheNSymbolNNomenclatureNforNGlycansNguidelineseNGlycobiologycN2019cNipcNmigdmik 5.8 148

59 InvestigationNofNsomaticNsingleNnucleotideNvariationsNinNhumanNendogenousNretrovirusNelementsNandN
theirNpotentialNassociationNwithNcancereNPLoSiONEcN2019cNhkcNegihjnng 3.7 4
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58 xNPrimerNforNxccessNtoNRepositoriesNofNzancerdRelatedNGenomicNyigNβataeNMethodsiiniMoleculari
BiologycN2019cNhonocNhdjn 1.4 3

57 yioMutaNandNyioXpressqNmutationNandNexpressionNknowledgebasesNforNcancerNbiomarkerNdiscoveryeN
NucleiciAcidsiResearchcN2018cNkmcNβhhiodβhhjm 20.1 49

56 LossNandNgainNofNNdlinkedNglycosylationNsequonsNdueNtoNsinglednucleotideNvariationNinNcancereN
ScientificiReportscN2018cNocNkjii 4.9 12

55
xnalysisNofNGenomesNandNTranscriptomesNofNHepatocellularNzarcinomasNIdentifiesNMutationsNandN
GeneNExpressionNzhangesNinNtheNTransformingNGrowthNFactord˛†NPathwayeNGastroenterologycN2018cN
hlkcNhpldihg

13.3 68

54 βEXTERqNβiseasedExpressionNRelationNExtractionNfromNTexteNDatabase:itheiJournaliofiBiologicali
DatabasesiandiCurationcN2018cNighocN 5 7

53 EnablingNprecisionNmedicineNviaNstandardNcommunicationNofNHTSNprovenancecNanalysiscNandNresultseN
PLoSiBiologycN2018cNhmcNejggggpp 9.7 16

52 IdentificationNofNkeyNdifferentiallyNexpressedNMicroRNxsNinNcancerNpatientsNthroughNpandcancerN
analysiseNComputersiiniBiologyiandiMedicinecN2018cNhgjcNhojdhpn 7 19

51 βistributionNbiasNanalysisNofNgermlineNandNsomaticNsinglednucleotideNvariationsNthatNimpactNproteinN
functionalNsiteNandNneighboringNaminoNacidseNScientificiReportscN2017cNncNkihmp 4.9 0

50 SeparationNandNassemblyNofNdeepNsequencingNdataNintoNdiscreteNsubdpopulationNgenomeseNNucleici
AcidsiResearchcN2017cNklcNhgpopdhhggj 20.1 7

49 yiocomputeNObjectsdxNStepNtowardsNEvaluationNandNValidationNofNyiomedicalNScientificN
zomputationseNPDAiJournaliofiPharmaceuticaliScienceiandiTechnologycN2017cNnhcNhjmdhkm 0.6 17

48 ImpactNofNNonsynonymousNSingledNucleotideNVariationsNonNPostdTranslationalNModificationNSitesNinN
HumanNProteinseNMethodsiiniMoleculariBiologycN2017cNhllocNhlpdhpg 1.4 2

47 zomputationalNclusteringNforNviralNreferenceNproteomeseNBioinformaticscN2016cNjicNigkhdj 7.2 2

46 βiMeXqNxNTextNMiningNSystemNforNMutationdβiseaseNxssociationNExtractioneNPLoSiONEcN2016cNhhcNeghlinil3.7 36

45 NonsynonymousNSingledNucleotideNVariationsNasNzardiovascularNSystemNβiseaseNyiomarkersNandN
TheirNRolesNinNyridgingNGenomicNandNProteomicNTechnologiesN2016cNoihdokn

44
HighdperformanceNintegratedNvirtualNenvironmentNWHIVEXqNaNrobustNinfrastructureNforN
nextdgenerationNsequenceNdataNanalysiseNDatabase:itheiJournaliofiBiologicaliDatabasesiandiCurationcN
2016cNighmcN

5 36

43 yioXpressqNanNintegratedNRNxdseqdderivedNgeneNexpressionNdatabaseNforNpandcancerNanalysiseN
Database:itheiJournaliofiBiologicaliDatabasesiandiCurationcN2015cNighlcN 5 60

42 StructuredfunctionNanalysisNofNhepatitisNzNvirusNenvelopeNglycoproteinsNEhNandNEieNJournaliofi
BiomoleculariStructureiandiDynamicscN2015cNjjcNhmoidpk 3.6 12

41 GeneratingNaNfocusedNviewNofNdiseaseNontologyNcancerNtermsNforNpandcancerNdataNintegrationNandN
analysiseNDatabase:itheiJournaliofiBiologicaliDatabasesiandiCurationcN2015cNighlcNbavgji 5 32

(2015-2019)
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40 GermNlineNvariantsNofNhumanNNdmethylpurineNβNxNglycosylaseNshowNimpairedNβNxNrepairNactivityN
andNfacilitateNhcNmdethenoadeninedinducedNmutationseNJournaliofiBiologicaliChemistrycN2015cNipgcNkpmmdkpog5.4 6

39 NondsynonymousNSingledNucleotideNVariationsNasNzardiovascularNSystemNβiseaseNyiomarkersNandN
TheirNRolesNinNyridgingNGenomicNandNProteomicNTechnologiesN2015cNhdin

38 NondsynonymousNvariationsNinNcancerNandNtheirNeffectsNonNtheNhumanNproteomeqNworkflowNforNNGSN
dataNbiocurationNandNproteomedwideNanalysisNofNTzGxNdataeNBMCiBioinformaticscN2014cNhlcNio 3.6 11

37 WholeNgenomeNsinglednucleotideNvariationNprofiledbasedNphylogeneticNtreeNbuildingNmethodsNforN
analysisNofNviralcNbacterialNandNhumanNgenomeseNGenomicscN2014cNhgkcNhdn 4.3 14

36 xNframeworkNforNapplicationNofNmetabolicNmodelingNinNyeastNtoNpredictNtheNeffectsNofNnsSNVNinN
humanNorthologseNBiologyiDirectcN2014cNpcNp 7.2 1

35 HIVEdhexagonqNhighdperformancecNparallelizedNsequenceNalignmentNforNnextdgenerationNsequencingN
dataNanalysiseNPLoSiONEcN2014cNpcNeppgjj 3.7 29

34 SinglednucleotideNvariationsNinNcardiacNarrhythmiasqNprospectsNforNgenomicsNandNproteomicsNbasedN
biomarkerNdiscoveryNandNdiagnosticseNGenescN2014cNlcNilkdmp 4.2 9

33 HighdPerformanceNIntegratedNVirtualNEnvironmentNWHIVEXNToolsNandNxpplicationsNforNyigNβataN
xnalysiseNGenescN2014cNlcNplndoh 4.2 44

32 HumanNgermlineNandNpandcancerNvariomesNandNtheirNdistinctNfunctionalNprofileseNNucleiciAcidsi
ResearchcN2014cNkicNhhlngdoo 20.1 20

31
xNframeworkNforNorganizingNcancerdrelatedNvariationsNfromNexistingNdatabasescNpublicationsNandN
NGSNdataNusingNaNHighdperformanceNIntegratedNVirtualNEnvironmentNWHIVEXeNDatabase:itheiJournaliofi
BiologicaliDatabasesiandiCurationcN2014cNighkcNbaugii

5 52

30 zensusdbasedNrapidNandNaccurateNmetagenomeNtaxonomicNprofilingeNBMCiGenomicscN2014cNhlcNpho 4.5 15

29 StructuredbasedNcomparativeNanalysisNandNpredictionNofNNdlinkedNglycosylationNsitesNinN
evolutionarilyNdistantNeukaryoteseNGenomics,iProteomicsiandiBioinformaticscN2013cNhhcNpmdhgk 6.5 37

28 SNVβisqNaNproteomedwideNanalysisNserviceNforNevaluatingNnsSNVsNinNproteinNfunctionalNsitesNandN
pathwayseNGenomics,iProteomicsiandiBioinformaticscN2013cNhhcNhiidm 6.5 12

27 ProteomedwideNanalysisNofNnonsynonymousNsinglednucleotideNvariationsNinNactiveNsitesNofNhumanN
proteinseNFEBSiJournalcN2013cNiogcNhlkidmi 5.7 10

26 ProteomedwideNanalysisNofNsinglednucleotideNvariationsNinNtheNNdglycosylationNsequonNofNhumanN
geneseNPLoSiONEcN2012cNncNejmihi 3.7 30

25 xNcomprehensiveNproteindcentricNIβNmappingNserviceNforNmolecularNdataNintegrationeNBioinformaticscN
2011cNincNhhpgdh 7.2 51

24 RepresentativeNproteomesqNaNstablecNscalableNandNunbiasedNproteomeNsetNforNsequenceNanalysisNandN
functionalNannotationeNPLoSiONEcN2011cNmcNehophg 3.7 67

23 zommunityNannotationNinNbiologyeNBiologyiDirectcN2010cNlcNhi 7.2 17
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22 SystemsNintegrationNofNbiodefenseNomicsNdataNforNanalysisNofNpathogendhostNinteractionsNandN
identificationNofNpotentialNtargetseNPLoSiONEcN2009cNkcNenhmi 3.7 16

21 SequenceNsignaturesNinNenvelopeNproteinNmayNdetermineNwhetherNflavivirusesNproduceNhemorrhagicN
orNencephaliticNsyndromeseNVirusiGenescN2009cNjpcNhdp 2.3 12

20 StructuredguidedNcomparativeNanalysisNofNproteinsqNprinciplescNtoolscNandNapplicationsNforNpredictingN
functioneNPLoSiComputationaliBiologycN2008cNkcNehggghlh 5 7

19 ProteinNfunctionalNannotationNbyNhomologyeNMethodsiiniMoleculariBiologycN2008cNkokcNkmldpg 1.4 2

18 zomputationalNanalysisNandNidentificationNofNaminoNacidNsitesNinNdengueNENproteinsNrelevantNtoN
developmentNofNdiagnosticsNandNvaccineseNVirusiGenescN2007cNjlcNhnldom 2.3 33

17 UniRefqNcomprehensiveNandNnondredundantNUniProtNreferenceNclusterseNBioinformaticscN2007cNijcNhioido 7.2 788

16 TheNUniversalNProteinNResourceNWUniProtXqNanNexpandingNuniverseNofNproteinNinformationeNNucleici
AcidsiResearchcN2006cNjkcNβhondph 20.1 839

15 zomputationalNidentificationNofNstraindcNspeciesdNandNgenusdspecificNproteinseNBMCiBioinformaticscN
2005cNmcNinp 3.6 15

14 PIRSFqNfamilyNclassificationNsystemNatNtheNProteinNInformationNResourceeNNucleiciAcidsiResearchcN
2004cNjicNβhhidk 20.1 165

13 GeneOrderjegqNsoftwareNforNcomparingNtheNorderNofNgenesNinNpairsNofNsmallNbacterialNgenomeseNBMCi
BioinformaticscN2004cNlcNli 3.6 13

12 xNcomprehensiveNevolutionaryNclassificationNofNproteinsNencodedNinNcompleteNeukaryoticNgenomeseN
GenomeiBiologycN2004cNlcNRn 18.3 602

11 TheNzOGNdatabaseqNanNupdatedNversionNincludesNeukaryoteseNBMCiBioinformaticscN2003cNkcNkh 3.6 3212

10 zββqNaNcuratedNEntrezNdatabaseNofNconservedNdomainNalignmentseNNucleiciAcidsiResearchcN2003cNjhcNjojdn20.1 620

9 MMβyqNEntrezVsNjβdstructureNdatabaseeNNucleiciAcidsiResearchcN2003cNjhcNknkdn 20.1 128

8 zoreGenesqNaNcomputationalNtoolNforNidentifyingNandNcatalogingNPcorePNgenesNinNaNsetNofNsmallN
genomeseNBMCiBioinformaticscN2002cNjcNhi 3.6 105

7 xpplicationNofNglobalNcomputationalNtoolsNGeneOrderNandNzoreGenesNtoNtheNcomparativeNanalysesN
ofNchordopoxvirusNgenomeseNInformationiSciencescN2002cNhkmcNhindhjl 7.7

6 βetectionNofNnovelNmemberscNstructuredfunctionNanalysisNandNevolutionaryNclassificationNofNtheNiHN
phosphoesteraseNsuperfamilyeNNucleiciAcidsiResearchcN2002cNjgcNliipdkj 20.1 117

5 zomparisonsNofNgeneNcolinearityNinNgenomesNusingNGeneOrderiegeNTrendsiiniBiochemicaliSciencescN
2001cNimcNlhkdm 10.3 10

(2001-2009)
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4 GeneOrderqNcomparingNtheNorderNofNgenesNinNsmallNgenomeseNBioinformaticscN2001cNhncNhmidm 7.2 22

3 LowdsubstrateNregulatedNmicroaerophilicNbehaviorNasNaNstressNresponseNofNaquaticNandNsoilNbacteriaeN
CurrentiMicrobiologycN2000cNkhcNnpdoj 2.4 15

2 βeterminingNchemotacticNresponsesNbyNtwoNsubsurfaceNmicroaerophilesNusingNaNsimplifiedNcapillaryN
assayNmethodeNJournaliofiMicrobiologicaliMethodscN1999cNjncNilldmj 2.8 49

1 EnhancementNofNFeWIIIXcNzoWIIIXcNandNzrWVIXNreductionNatNelevatedNtemperaturesNandNbyNaNthermophilicN
bacteriumeNAppliediBiochemistryiandiBiotechnologycN1996cNlndlocNpijdpji 3.2 48
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