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63 TheNsubsystemsNapproachNtoNgenomeNannotationNandNitsNuseNinNtheNprojectNtoNannotateNgfffN
genomesdNNucleicpAcidspResearchbN2005bNiibNklogcmfh 20.1 1485

62 TheNecoresponsiveNgenomeNofNzaphniaNpulexdNSciencebN2011bNiigbNkkkclg 33.3 924

61 FragGeneScanpNpredictingNgenesNinNshortNandNerrorcproneNreadsdNNucleicpAcidspResearchbN2010bNinbNegog 20.1 535

60 TheNamphioxusNgenomeNilluminatesNvertebrateNoriginsNandNcephalochordateNbiologydNGenomep
ResearchbN2008bNgnbNggffcgg 9.7 387

59 FlexibleNstructureNalignmentNbyNchainingNalignedNfragmentNpairsNallowingNtwistsdNBioinformaticsbN
2003bNgoNSupplNhbNiihjlckk 7.2 380

58 wNcoreNhumanNmicrobiomeNasNviewedNthroughNglSNrRNwNsequenceNclustersdNPLoSpONEbN2012bNmbNeijhjh 3.7 363

57 RwPSearchhpNaNfastNandNmemorycefficientNproteinNsimilarityNsearchNtoolNforNnextcgenerationN
sequencingNdatadNBioinformaticsbN2012bNhnbNghkcl 7.2 292

56 wNparsimonyNapproachNtoNbiologicalNpathwayNreconstructioneinferenceNforNgenomesNandN
metagenomesdNPLoSpComputationalpBiologybN2009bNkbNegfffjlk 5 266

55 MultipleNflexibleNstructureNalignmentNusingNpartialNorderNgraphsdNBioinformaticsbN2005bNhgbNhilhco 7.2 106

54 wNnovelNabundancecbasedNalgorithmNforNbinningNmetagenomicNsequencesNusingNlctuplesdNJournalpofp
ComputationalpBiologybN2011bNgnbNkhicij 1.7 101

53 ziverseNyRISPRsNevolvingNinNhumanNmicrobiomesdNPLoSpGeneticsbN2012bNnbNegffhjjg 6 100

52 MetagenomicspNFactsNandNwrtifactsbNandNyomputationalNyhallengesZdNJournalpofpComputerpSciencep
andpTechnologybN2009bNhkbNmgcng 1.7 98

51 RwPSearchpNaNfastNproteinNsimilarityNsearchNtoolNforNshortNreadsdNBMCpBioinformaticsbN2011bNghbNgko 3.6 92

50 NotNallNpredictedNyRISPRcyasNsystemsNareNequalpNisolatedNcasNgenesNandNclassesNofNyRISPRNlikeN
elementsdNBMCpBioinformaticsbN2017bNgnbNoh 3.6 89

49 yomparativeNanalysisNofNproteinNdomainNorganizationdNGenomepResearchbN2004bNgjbNijicki 9.7 65

48 yRISPRcyasNsystemsNtargetNaNdiverseNcollectionNofNinvasiveNmobileNgeneticNelementsNinNhumanN
microbiomesdNGenomepBiologybN2013bNgjbNRjf 18.3 45

47 SubunitcspecificNrolesNofNglycinecbindingNdomainsNinNactivationNofNNRgeNRiNNcmethylczcaspartateN
receptorsdNMolecularpPharmacologybN2007bNmgbNgghchh 4.3 45
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46 zatabaseNsearchingNbyNflexibleNproteinNstructureNalignmentdNProteinpSciencebN2004bNgibNgnjgckf 6.3 38

45 HomologyNmodelingNprovidesNinsightsNintoNtheNbindingNmodeNofNtheNPwwzezwPINepyrinNdomainbNaN
fourthNmemberNofNtheNywRzezzezEzNdomainNfamilydNProteinpSciencebN2003bNghbNgnmhcng 6.3 35

44 POSwpNaNusercdrivenbNinteractiveNmultipleNproteinNstructureNalignmentNserverdNNucleicpAcidspResearchbN
2014bNjhbNWhjfck 20.1 33

43 wnNORFomeNassemblyNapproachNtoNmetagenomicsNsequencesNanalysisdNJournalpofpBioinformaticspandp
ComputationalpBiologybN2009bNmbNjkkcmg 1 31

42 wutomaticNdetectionNofNsubsystemepathwayNvariantsNinNgenomeNanalysisdNBioinformaticsbN2005bNhgN
SupplNgbNijmncnl 7.2 31

41 wllostericNinhibitionNofNaNzinccsensingNtranscriptionalNrepressorpNinsightsNintoNtheNarsenicNrepressorN
WwrsRYNfamilydNJournalpofpMolecularpBiologybN2013bNjhkbNggjickm 6.5 29

40 wNGraphcyentricNwpproachNforNMetagenomecGuidedNPeptideNandNProteinNIdentificationNinN
MetaproteomicsdNPLoSpComputationalpBiologybN2016bNghbNegffkhhj 5 29

39 wNsegmentNalignmentNapproachNtoNproteinNcomparisondNBioinformaticsbN2003bNgobNmjhco 7.2 28

38 IdentificationNofNdiversitycgeneratingNretroelementsNinNhumanNmicrobiomesdNInternationalpJournalpofp
MolecularpSciencesbN2014bNgkbNgjhijcjl 6.3 23

37 EffectNofNpermafrostNthawNonNplantNandNsoilNfungalNcommunityNinNaNborealNforestpNzoesNfungalN
communityNchangeNmediateNplantNproductivityNresponseudNJournalpofpEcologybN2019bNgfmbNgmimcgmkh 6 22

36 GeneNfindingNinNmetatranscriptomicNsequencesdNBMCpBioinformaticsbN2014bNgkNSupplNobNSn 3.6 22

35 StrandcspecificNcommunityNRNwcseqNrevealsNprevalentNandNdynamicNantisenseNtranscriptionNinN
humanNgutNmicrobiotadNFrontierspinpMicrobiologybN2015bNlbNnol 5.7 20

34 IntegrationNofNtimecseriesNmetacomicsNdataNrevealsNhowNmicrobialNecosystemsNrespondNtoN
disturbancedNNaturepCommunicationsbN2020bNggbNkhng 17.4 19

33
PhylogeneticallyNStructuredNzifferencesNinNrRNwNGeneNSequenceNVariationNamongNSpeciesNofN
wrbuscularNMycorrhizalNFungiNandNTheirNImplicationsNforNSequenceNylusteringdNAppliedpandp
EnvironmentalpMicrobiologybN2016bNnhbNjohgcif

4.8 18

32 FullcSpectrumNPredictionNofNPeptidesNTandemNMassNSpectraNusingNzeepNNeuralNNetworkdNAnalyticalp
ChemistrybN2020bNohbNjhmkcjhni 7.8 17

31 ExpandingNtheNcatalogNofNcasNgenesNwithNmetagenomesdNNucleicpAcidspResearchbN2014bNjhbNhjjncko 20.1 17

30 OralNspirochetesNimplicatedNinNdentalNdiseasesNareNwidespreadNinNnormalNhumanNsubjectsNandNcarryN
extremelyNdiverseNintegronNgeneNcassettesdNAppliedpandpEnvironmentalpMicrobiologybN2012bNmnbNkhnncol 4.8 16

29 RolesNofNbacteriophagesbNplasmidsNandNyRISPRNimmunityNinNmicrobialNcommunityNdynamicsNrevealedN
usingNtimecseriesNintegratedNmetacomicsdNNaturepMicrobiologybN2021bNlbNghicgik 26.6 16
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28 ModelingNandNanalyzingNthreecdimensionalNstructuresNofNhumanNdiseaseNproteinsdNPacificpSymposiump
onpBiocomputingpPacificpSymposiumponpBiocomputingbN2006bNjiockf 1.3 15

27 TheNgainNandNlossNofNchromosomalNintegronNsystemsNinNtheNTreponemaNspeciesdNBMCpEvolutionaryp
BiologybN2013bNgibNgl 3 12

26 ProbabilisticNinferenceNofNbiochemicalNreactionsNinNmicrobialNcommunitiesNfromNmetagenomicN
sequencesdNPLoSpComputationalpBiologybN2013bNobNegffhong 5 12

25 wNMetacproteogenomicNwpproachNtoNPeptideNIdentificationNIncorporatingNwssemblyNUncertaintyNandN
GenomicNVariationdNMolecularpandpCellularpProteomicsbN2019bNgnbNSgnicSgoh 7.6 11

24 wNdeNxruijnNgraphNapproachNtoNtheNquantificationNofNcloselycrelatedNgenomesNinNaNmicrobialN
communitydNJournalpofpComputationalpBiologybN2012bNgobNngjchk 1.7 11

23 StitchingNgeneNfragmentsNwithNaNnetworkNmatchingNalgorithmNimprovesNgeneNassemblyNforN
metagenomicsdNBioinformaticsbN2012bNhnbNiiliciilo 7.2 11

22 MyzGRpNaNserverNforNidentificationNandNcharacterizationNofNdiversitycgeneratingNretroelementsdN
NucleicpAcidspResearchbN2019bNjmbNWhnocWhoj 20.1 10

21 FromNGeneNwnnotationNtoNFunctionNPredictionNforNMetagenomicsdNMethodspinpMolecularpBiologybN
2017bNglggbNhmcij 1.4 9

20 GenomicNandNMetagenomicNwnalysisNofNziversitycGeneratingNRetroelementsNwssociatedNwithN
TreponemaNdenticoladNFrontierspinpMicrobiologybN2016bNmbNnkh 5.7 7

19 LongNreadsNrevealNtheNdiversificationNandNdynamicsNofNyRISPRNreservoirNinNmicrobiomesdNBMCp
GenomicsbN2019bNhfbNklm 4.5 6

18 SubtractiveNassemblyNforNcomparativeNmetagenomicsbNandNitsNapplicationNtoNtypeNhNdiabetesN
metagenomesdNGenomepBiologybN2015bNglbNhji 18.3 6

17 wNconcurrentNsubtractiveNassemblyNapproachNforNidentificationNofNdiseaseNassociatedN
subcmetagenomesdNLecturepNotespinpComputerpSciencebN2017bNhfgmbNgncii 0.9 5

16 yharacterizationNofNyRISPRNRNwNtranscriptionNbyNexploitingNstrandedNmetatranscriptomicNdatadNRnabN
2016bNhhbNojkckl 5.8 5

15 UsingNhighcabundanceNproteinsNasNguidesNforNfastNandNeffectiveNpeptideeproteinNidentificationNfromN
humanNgutNmetaproteomicNdatadNMicrobiomebN2021bNobNnf 16.6 5

14 yRISPRsNforNStrainNTrackingNandNTheirNwpplicationNtoNMicrobiotaNTransplantationNzataNwnalysisdN
CRISPRpJournalbN2019bNhbNjgckf 2.5 4

13 FunctionalNassociationNpredictionNbyNcommunityNprofilingdNMethodsbN2017bNghobNncgm 4.6 3

12 MOzELINGNwNzNwNwLYZINGNTHREEczIMENSIONwLNSTRUyTURESNOFNHUMwNNzISEwSENPROTEINSN
2005bN 3

11 ModelcbasedNandNphylogeneticallyNadjustedNquantificationNofNmetabolicNinteractionNbetweenN
microbialNspeciesdNPLoSpComputationalpBiologybN2020bNglbNegffmokg 5 2
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10
wNrepositoryNofNmicrobialNmarkerNgenesNrelatedNtoNhumanNhealthNandNdiseasesNforNhostNphenotypeN
predictionNusingNmicrobiomeNdatadNPacificpSymposiumponpBiocomputingpPacificpSymposiumponp
BiocomputingbN2019bNhjbNhilchjm

1.3 2

9 yomparisonNofNyRISPRcyasNImmuneNSystemsNinNHealthcarecRelatedNPathogensdNFrontierspinp
MicrobiologybN2021bNghbNmknmnh 5.7 2

8 IdentificationNandNylassificationNofNReverseNTranscriptasesNinNxacterialNGenomesNandNMetagenomes 2

7 wNParsimonyNwpproachNtoNxiologicalNPathwayNReconstructioneInferenceNforNMetagenomesN2011bNjkicjlf 1

6 wnNORFomeNassemblyNapproachNtoNmetagenomicsNsequencesNanalysisdNComputationalpSystemsp
Bioinformaticsp/pLifepSciencespSocietypComputationalpSystemspBioinformaticspConferencebN2008bNmbNicgi 1

5 MetaproteomicsNasNaNtoolNforNstudyingNtheNproteinNlandscapeNofNhumancgutNbacterialNspeciesddNPLoSp
ComputationalpBiologybN2022bNgnbNegffoiom 5 1

4 ModelcbasedNandNphylogeneticallyNadjustedNquantificationNofNmetabolicNinteractionNbetweenN
microbialNspeciesN2020bNglbNegffmokg

3 ModelcbasedNandNphylogeneticallyNadjustedNquantificationNofNmetabolicNinteractionNbetweenN
microbialNspeciesN2020bNglbNegffmokg

2 ModelcbasedNandNphylogeneticallyNadjustedNquantificationNofNmetabolicNinteractionNbetweenN
microbialNspeciesN2020bNglbNegffmokg

1 ModelcbasedNandNphylogeneticallyNadjustedNquantificationNofNmetabolicNinteractionNbetweenN
microbialNspeciesN2020bNglbNegffmokg
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