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h Paper IF Citations

80 zlteredNmetabolomeNandNmicrobiomeNfeaturesNprovideNcluesNinNunderstandingNirritableNbowelN
syndromeNandNdepressionNcomorbiditygNISMEiJournaleN2021eN 11.9 4

79
WholeNgenomeNsequencingNofNsilverNcarpNaHypophthalmichthysNmolitrixbNandNbigheadNcarpN
aHypophthalmichthysNnobilisbNprovideNnovelNinsightsNintoNtheirNevolutionNandNspeciationgNMoleculari
EcologyiResourceseN2021eNkjeNrjkfrkl

8.4 6

78 ReplyNtosNTransformationNofNnakedNmolefratNcellsgNNatureeN2020eNnqleNEqfEjl 50.4 5

77 zN−lostridiafrichNmicrobiotaNenhancesNbileNacidNexcretionNinNdiarrheafpredominantNirritableNbowelN
syndromegNJournaliofiClinicaliInvestigationeN2020eNjlieNmlqfmni 15.9 43

76 DonkeyNgenomesNprovideNnewNinsightsNintoNdomesticationNandNselectionNforNcoatNcolorgNNaturei
CommunicationseN2020eNjjeNoijm 17.4 15

75 zNcomprehensiveNinvestigationNofNmetagenomeNassemblyNbyNlinkedfreadNsequencinggNMicrobiomeeN
2020eNqeNjno 16.6 4

74 MultifomicsNstudyNinNmonozygoticNtwinsNconfirmNtheNcontributionNofNdeNnovoNmutationNtoNpsoriasisgN
JournaliofiAutoimmunityeN2020eNjioeNjiklmr 15.5 8

73 WholefgenomeNsequencingNrevealsNnovelNtandemfduplicationNhotspotsNandNaNprognosticNmutationalN
signatureNinNgastricNcancergNNatureiCommunicationseN2019eNjieNkilp 17.4 29

72 −lonalNarchitecturesNpredictNclinicalNoutcomeNinNclearNcellNrenalNcellNcarcinomagNNaturei
CommunicationseN2019eNjieNjkmn 17.4 29

71 MusaNbalbisianaNgenomeNrevealsNsubgenomeNevolutionNandNfunctionalNdivergencegNNatureiPlantseN
2019eNneNqjifqkj 11.5 49

70 zNdraftNgenomeNassemblyNofNtheNsolarfpoweredNseaNslugNElysiaNchloroticagNScientificiDataeN2019eNoeNjriikk8.2 30

69 TheNgeneticNbasisNofNadaptiveNevolutionNinNparasiticNenvironmentNfromNtheNzngiostrongylusN
cantonensisNgenomegNPLoSiNeglectediTropicaliDiseaseseN2019eNjleNeiiipqmo 4.8 7

68 GenomicNvariationNinNleijiNdiverseNaccessionsNofNzsianNcultivatedNricegNNatureeN2018eNnnpeNmlfmr 50.4 582

67 PopulationNgenomicsNofNfinlessNporpoisesNrevealNanNincipientNcetaceanNspeciesNadaptedNtoN
freshwatergNNatureiCommunicationseN2018eNreNjkpo 17.4 37

66 GeneticNzrchitectureNandNSelectionNofN−hineseN−attleNRevealedNbyNWholeNGenomeNResequencinggN
MoleculariBiologyiandiEvolutioneN2018eNlneNoqqforr 8.3 47

65 MolecularNFootprintsNofNzquaticNzdaptationNIncludingN oneNMassN−hangesNinN−etaceansgNGenomei
BiologyiandiEvolutioneN2018eNjieNropfrpn 3.9 17

64 TheNmolecularNlandscapeNofNsynchronousNcolorectalNcancerNrevealsNgeneticNheterogeneitygN
CarcinogenesiseN2018eNlreNpiqfpjq 4.6 23
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63 GenomicNanalysisNofNliverNcancerNunveilsNnovelNdriverNgenesNandNdistinctNprognosticNfeaturesgN
TheranosticseN2018eNqeNjpmifjpnj 12.1 51

62 DiversificationNandNindependentNdomesticationNofNzsianNandNEuropeanNpearsgNGenomeiBiologyeN2018
eNjreNpp 18.3 75

61 SaturatedNlongfchainNfattyNacidfproducingNbacteriaNcontributeNtoNenhancedNcolonicNmotilityNinNratsgN
MicrobiomeeN2018eNoeNjip 16.6 46

60 −RISPRh−ascadeNrfMediatedNGenomeNEditingf−hallengesNandNOpportunitiesgNFrontiersiiniGeneticseN
2018eNreNkmi 4.5 36

59  ioinformaticsNapplicationsNonNzpacheNSparkgNGigaScienceeN2018eNpeN 7.6 35

58 TheNlandscapeNofNsomaticNmutationNinNsporadicN−hineseNcolorectalNcancergNOncotargeteN2018eNreNkpmjkfkpmkk3.3 16

57 OriginNandNevolutionNofNqingkeNbarleyNinNTibetgNNatureiCommunicationseN2018eNreNnmll 17.4 65

56 PhylogenomicsNrevealsNmultipleNlossesNofNnitrogenffixingNrootNnoduleNsymbiosisgNScienceeN2018eNlojeN 33.3 167

55 PopulationNgenomicNdataNrevealNgenesNrelatedNtoNimportantNtraitsNofNquailgNGigaScienceeN2018eNpeN 7.6 16

54 GenomeNofNtheNpitcherNplantN−ephalotusNrevealsNgeneticNchangesNassociatedNwithNcarnivorygNNaturei
EcologyiandiEvolutioneN2017eNjeNnr 12.3 61

53 TheNdraftNgenomeNofNbluntNsnoutNbreamNaMegalobramaNamblycephalabNrevealsNtheNdevelopmentNofN
intermuscularNboneNandNadaptationNtoNherbivorousNdietgNGigaScienceeN2017eNoeNjfjl 7.6 54

52 GenomefwideNsequencingNofNlonganNaDimocarpusNlonganNLourgbNprovidesNinsightsNintoNmolecularN
basisNofNitsNpolyphenolfrichNcharacteristicsgNGigaScienceeN2017eNoeNjfjm 7.6 63

51 zNreferenceNgeneNsetNconstructionNusingNRNzfseqNofNmultipleNtissuesNofN−hineseNgiantNsalamandereN
zndriasNdavidianusgNGigaScienceeN2017eNoeNjfp 7.6 15

50 ISNNForefrontsNSymposiumNkijnsNIgz´ NephropathyeNtheNGutNMicrobiotaeNand´ Gutâ��KidneyN−rosstalkgN
KidneyiInternationaliReportseN2016eNjeNjqrfjro 4.1 6

49 HighNexpressionNofNnewNgenesNinNtrochophoreNenlighteningNtheNontogenyNandNevolutionNofN
trochozoansgNScientificiReportseN2016eNoeNlmoom 4.9 22

48
TranscriptomeeNgeneticNeditingeNandNmicroRNzNdivergenceNsubstantiateNsympatricNspeciationNofN
blindNmoleNrateNSpalaxgNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofi
AmericaeN2016eNjjleNpnqmfr

11.5 17

47 DistinctNSubtypesNofNGastricN−ancerNDefinedNbyNMolecularN−haracterizationNIncludeNNovelN
MutationalNSignaturesNwithNPrognosticN−apabilitygNCanceriResearcheN2016eNpoeNjpkmflk 10.1 86

46 WholefGenomeNSequencingNRevealsNDiverseNModelsNofNStructuralNVariationsNinNEsophagealN
SquamousN−ellN−arcinomagNAmericaniJournaliofiHumaniGeneticseN2016eNrqeNknofpm 11 87

(2016-2018)
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45 MarineNGenomicssNRecentNzdvancementNandNWidefzreaNzpplicationsN2016eNrpfjiq

44 GenomefwideNprofilingNofNHPVNintegrationNinNcervicalNcancerNidentifiesNclusteredNgenomicNhotNspotsN
andNaNpotentialNmicrohomologyfmediatedNintegrationNmechanismgNNatureiGeneticseN2015eNmpeNjnqfol 36.3 264

43 GeneticNblueprintNofNtheNzoonoticNpathogenNToxocaraNcanisgNNatureiCommunicationseN2015eNoeNojmn 17.4 77

42 zNglobalNreferenceNforNhumanNgeneticNvariationgNNatureeN2015eNnkoeNoqfpm 50.4 8599

41  SfSNPersNSNPNcallingNinNbisulfitefseqNdatagNBioinformaticseN2015eNljeNmiiofq 7.2 28

40
GenomeNsequenceNofNtheNzsianNTigerNmosquitoeNzedesNalbopictuseNrevealsNinsightsNintoNitsNbiologyeN
geneticseNandNevolutiongNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofi
AmericaeN2015eNjjkeNEnripfjn

11.5 172

39 zNMassivelyNParallelN−omputationalNMethodNofNReadingNIndexNFilesNforNSOzPsnvgNInterdisciplinaryi
Sciences,iComputationaliLifeiScienceseN2015eNpeNlrpfmim 3.5 1

38 OutbredNgenomeNsequencingNandN−RISPRh−asrNgeneNeditingNinNbutterfliesgNNatureiCommunicationseN
2015eNoeNqkjk 17.4 111

37 zdaptationNandNpossibleNancientNinterspeciesNintrogressionNinNpigsNidentifiedNbyNwholefgenomeN
sequencinggNNatureiGeneticseN2015eNmpeNkjpfkn 36.3 188

36 TheNdraftNgenomeNofNTibetanNhullessNbarleyNrevealsNadaptiveNpatternsNtoNtheNhighNstressfulNTibetanN
PlateaugNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitediStatesiofiAmericaeN2015eNjjkeNjirnfjii11.5 102

35 SpiderNgenomesNprovideNinsightNintoNcompositionNandNevolutionNofNvenomNandNsilkgNNaturei
CommunicationseN2014eNneNlpon 17.4 169

34 GenomefwideNadaptiveNcomplexesNtoNundergroundNstressesNinNblindNmoleNratsNSpalaxgNNaturei
CommunicationseN2014eNneNlroo 17.4 101

33 MudskipperNgenomesNprovideNinsightsNintoNtheNterrestrialNadaptationNofNamphibiousNfishesgNNaturei
CommunicationseN2014eNneNnnrm 17.4 89

32 zragoniteNshellsNareNmoreNancientNthanNcalciteNonesNinNbivalvessNnewNevidenceNbasedNonNomicsgN
MoleculariBiologyiReportseN2014eNmjeNpiopfpj 2.8 4

31 TheNlocustNgenomeNprovidesNinsightNintoNswarmNformationNandNlongfdistanceNflightgNNaturei
CommunicationseN2014eNneNkrnp 17.4 294

30
WholefgenomeNsequencingNofNcultivatedNandNwildNpeppersNprovidesNinsightsNintoN−apsicumN
domesticationNandNspecializationgNProceedingsiofitheiNationaliAcademyiofiSciencesiofitheiUnitedi
StatesiofiAmericaeN2014eNjjjeNnjlnfmi

11.5 466

29 zdaptationsNtoNaNsubterraneanNenvironmentNandNlongevityNrevealedNbyNtheNanalysisNofNmoleNratN
genomesgNCelliReportseN2014eNqeNjlnmfom 10.6 124

28 GenomefwideNandNsinglefbaseNresolutionNDNzNmethylomesNofNtheNPacificNoysterN−rassostreaNgigasN
provideNinsightNintoNtheNevolutionNofNinvertebrateN−pGNmethylationgNBMCiGenomicseN2014eNjneNjjjr 4.5 72
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27 GenomeNandNtranscriptomeNanalysisNofNtheNfungalNpathogenNFusariumNoxysporumNfgNspgNcubenseN
causingNbananaNvascularNwiltNdiseasegNPLoSiONEeN2014eNreNernnml 3.7 85

26 IdentificationNofNconservedNandNnovelNmicroRNzsNinNtheNPacificNoysterN−rassostreaNgigasNbyNdeepN
sequencinggNPLoSiONEeN2014eNreNejimlpj 3.7 25

25 GenomeNanalysisNrevealsNinsightsNintoNphysiologyNandNlongevityNofNtheN randtWsNbatNMyotisNbrandtiigN
NatureiCommunicationseN2013eNmeNkkjk 17.4 160

24 WholefgenomeNandNwholefexomeNsequencingNofNbladderNcancerNidentifiesNfrequentNalterationsNinN
genesNinvolvedNinNsisterNchromatidNcohesionNandNsegregationgNNatureiGeneticseN2013eNmneNjmnrfol 36.3 326

23 −omparativeNanalysisNofNbatNgenomesNprovidesNinsightNintoNtheNevolutionNofNflightNandNimmunitygN
ScienceeN2013eNllreNmnofoi 33.3 377

22  aijiNgenomesNrevealNlowNgeneticNvariabilityNandNnewNinsightsNintoNsecondaryNaquaticNadaptationsgN
NatureiCommunicationseN2013eNmeNkpiq 17.4 76

21 EvolutionNandNfunctionalNanalysisNofNtheNPifrpNgeneNofNtheNPacificNoysterN−rassostreaNgigasgN
EnvironmentaliEpigeneticseN2013eNnreNjirfjjn 2.4 8

20 OysterNShellNProteinsNOriginateNfromNMultipleNOrgansNandNTheirNProbableNTransportNPathwayNtoNtheN
ShellNFormationNFrontgNPLoSiONEeN2013eNqeNeoonkk 3.7 30

19 TheNsequenceNandNanalysisNofNaN−hineseNpigNgenomegNGigaScienceeN2012eNjeNjo 7.6 91

18 TheNoysterNgenomeNrevealsNstressNadaptationNandNcomplexityNofNshellNformationgNNatureeN2012eNmrieNmrfnm50.4 1464

17 WholefgenomeNsequenceNofNSchistosomaNhaematobiumgNNatureiGeneticseN2012eNmmeNkkjfn 36.3 325

16 TranscriptomicNevidenceNforNtheNexpressionNofNhorizontallyNtransferredNalgalNnuclearNgenesNinNtheN
photosyntheticNseaNslugeNElysiaNchloroticagNMoleculariBiologyiandiEvolutioneN2012eNkreNjnmnfno 8.3 50

15 znNeffortNtoNuseNhumanfbasedNexomeNcaptureNmethodsNtoNanalyzeNchimpanzeeNandNmacaqueN
exomesgNPLoSiONEeN2012eNpeNemiolp 3.7 24

14 GenomeNsequencingNandNcomparisonNofNtwoNnonhumanNprimateNanimalNmodelseNtheNcynomolgusN
andN−hineseNrhesusNmacaquesgNNatureiBiotechnologyeN2011eNkreNjijrfkl 44.5 219

13 GenomeNsequenceNandNglobalNsequenceNvariationNmapNwithNngnNmillionNSNPsNinN−hineseNrhesusN
macaquegNGenomeiBiologyeN2011eNjkeNRol 18.3 29

12 GenomeNsequencingNrevealsNinsightsNintoNphysiologyNandNlongevityNofNtheNnakedNmoleNratgNNatureeN
2011eNmpreNkklfp 50.4 410

11 zscarisNsuumNdraftNgenomegNNatureeN2011eNmpreNnkrfll 50.4 217

10
DirectNsequencingNandNcharacterizationNofNaNclinicalNisolateNofNEpsteinf arrNvirusNfromN
nasopharyngealNcarcinomaNtissueNbyNusingNnextfgenerationNsequencingNtechnologygNJournaliofi
VirologyeN2011eNqneNjjkrjfr

6.6 80

(2011-2014)
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9 TheNsequenceNandNdeNnovoNassemblyNofNtheNgiantNpandaNgenomegNNatureeN2010eNmoleNljjfp 50.4 864

8 GenomicNcomparisonNofNtheNantsN−amponotusNfloridanusNandNHarpegnathosNsaltatorgNScienceeN2010eN
lkreNjioqfpj 33.3 353

7 DeepNRNzNsequencingNatNsingleNbasefpairNresolutionNrevealsNhighNcomplexityNofNtheNriceN
transcriptomegNGenomeiResearcheN2010eNkieNomofnm 9.7 375

6 DeNnovoNassemblyNofNhumanNgenomesNwithNmassivelyNparallelNshortNreadNsequencinggNGenomei
ResearcheN2010eNkieNkonfpk 9.7 2084

5 SNPNdetectionNforNmassivelyNparallelNwholefgenomeNresequencinggNGenomeiResearcheN2009eNjreNjjkmflk 9.7 734

4 TheNgenomeNofNtheNcucumbereN−ucumisNsativusNLgNNatureiGeneticseN2009eNmjeNjkpnfqj 36.3 1031

3 TheNdiploidNgenomeNsequenceNofNanNzsianNindividualgNNatureeN2008eNmnoeNoifn 50.4 744

2 FGFsNaNwebNtoolNforNFishingNGeneNFamilyNinNaNwholeNgenomeNdatabasegNNucleiciAcidsiResearcheN2007eN
lneNWjkjfn 20.1 4

1 DampenedNPIlKhzKTNsignalingNcontributesNtoNcancerNresistanceNofNtheNnakedNmoleNrat 2
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