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m Paper IF Citations

141 uNhaplotypeNmapNofNtheNhumanNgenomebNNatureZN2005ZNhgkZNefmmagfd 50.4 4818

140 uNsecondNgenerationNhumanNhaplotypeNmapNofNoverNgbeNmillionNSNPsbNNatureZN2007ZNhhmZNlieaje 50.4 3647

139 βenomeawideNdetectionNandNcharacterizationNofNpositiveNselectionNinNhumanNpopulationsbNNatureZN
2007ZNhhmZNmegal 50.4 1367

138 pigamediatedNactivationNofNmiRNughNcandidateNtumorasuppressorNgenesbNCurrentdBiologyZN2007ZNekZNefmlagdk6.3 951

137 TherapeuticNtargetingNofNvyTNbromodomainNproteinsNinNcastrationaresistantNprostateNcancerbNNature
ZN2014ZNiedZNfklalf 50.4 650

136 unNintegratedNnetworkNofNandrogenNreceptorZNpolycombZNandNTMPRSSfayRβNgeneNfusionsNinN
prostateNcancerNprogressionbNCancerdCellZN2010ZNekZNhhgaih 24.3 640

135 vayesianNhaplotypeNinferenceNforNmultipleNlinkedNsingleanucleotideNpolymorphismsbNAmericand
JournaldofdHumandGeneticsZN2002ZNkdZNeikajm 11 531

134 uNglobalNproteinNkinaseNandNphosphataseNinteractionNnetworkNinNyeastbNScienceZN2010ZNgflZNedhgaj 33.3 523

133 SuINTnNprobabilisticNscoringNofNaffinityNpurificationamassNspectrometryNdatabNNaturedMethodsZN2011ZN
lZNkdag 21.6 480

132 PartitionaligationaexpectationamaximizationNalgorithmNforNhaplotypeNinferenceNwithN
singleanucleotideNpolymorphismsbNAmericandJournaldofdHumandGeneticsZN2002ZNkeZNefhfak 11 425

131 βeneNdensityZNtranscriptionZNandNinsulatorsNcontributeNtoNtheNpartitionNofNtheNxrosophilaNgenomeN
intoNphysicalNdomainsbNMoleculardCellZN2012ZNhlZNhkealh 17.6 374

130 uNcomparisonNofNphasingNalgorithmsNforNtriosNandNunrelatedNindividualsbNAmericandJournaldofdHumand
GeneticsZN2006ZNklZNhgkaid 11 267

129 WidespreadNrearrangementNofNgxNchromatinNorganizationNunderliesNpolycombamediatedN
stressainducedNsilencingbNMoleculardCellZN2015ZNilZNfejage 17.6 219

128 TargetingNMLLeNHgKhNmethyltransferaseNactivityNinNmixedalineageNleukemiabNMoleculardCellZN2014ZN
igZNfhkaje 17.6 203

127 wRISPRcwasmamediatedNgeneNeditingNamelioratesNneurotoxicityNinNmouseNmodelNofNHuntingtonUsN
diseasebNJournaldofdClinicaldInvestigationZN2017ZNefkZNfkemafkfh 15.9 197

126 InsulatorNfunctionNandNtopologicalNdomainNborderNstrengthNscaleNwithNarchitecturalNproteinN
occupancybNGenomedBiologyZN2014ZNeiZNRlf 18.3 195

125 HiwNormnNremovingNbiasesNinNHiawNdataNviaNPoissonNregressionbNBioinformaticsZN2012ZNflZNgegeag 7.2 176
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124 woordinatedNregulationNofNpolycombNgroupNcomplexesNthroughNmicroRNusNinNcancerbNCancerdCellZN
2011ZNfdZNelkamm 24.3 176

123 xetectionNofNdifferentiallyNmethylatedNregionsNfromNwholeagenomeNbisulfiteNsequencingNdataN
withoutNreplicatesbNNucleicdAcidsdResearchZN2015ZNhgZNeehe 20.1 144

122 xeepNsequencingNrevealsNdistinctNpatternsNofNxNuNmethylationNinNprostateNcancerbNGenomedResearch
ZN2011ZNfeZNedflahe 9.7 144

121 TheNhistoneNacetyltransferaseNMOzNisNaNkeyNregulatorNofNtheNembryonicNstemNcellNcoreN
transcriptionalNnetworkbNCelldStemdCellZN2012ZNeeZNejgakl 18 143

120 vayesianNinferenceNofNspatialNorganizationsNofNchromosomesbNPLoSdComputationaldBiologyZN2013ZNmZNeeddflmg5 140

119 βlobalNgeneNexpressionNanalysisNrevealsNevidenceNforNdecreasedNlipidNbiosynthesisNandNincreasedN
innateNimmunityNinNuninvolvedNpsoriaticNskinbNJournaldofdInvestigativedDermatologyZN2009ZNefmZNfkmialdh 4.3 123

118 MolecularNsignaturesNassociatedNwithNZIKVNexposureNinNhumanNcorticalNneuralNprogenitorsbNNucleicd
AcidsdResearchZN2016ZNhhZNljedaljfd 20.1 119

117 HaplotypeNblockNpartitioningNandNtagNSNPNselectionNusingNgenotypeNdataNandNtheirNapplicationsNtoN
associationNstudiesbNGenomedResearchZN2004ZNehZNmdlaej 9.7 119

116 wharacterizationNofNtheNyZHfaMMSyTNhistoneNmethyltransferaseNregulatoryNaxisNinNcancerbN
MoleculardCellZN2013ZNhmZNldamg 17.6 110

115 wooperationNbetweenNPolycombNandNandrogenNreceptorNduringNoncogenicNtransformationbNGenomed
ResearchZN2012ZNffZNgffage 9.7 97

114 wlusteringNmicroarrayNgeneNexpressionNdataNusingNweightedNwhineseNrestaurantNprocessbN
BioinformaticsZN2006ZNffZNemllamk 7.2 97

113 HapvlocknNhaplotypeNblockNpartitioningNandNtagNSNPNselectionNsoftwareNusingNaNsetNofNdynamicN
programmingNalgorithmsbNBioinformaticsZN2005ZNfeZNegeah 7.2 95

112 TheNcentralNroleNofNyyxNinNtheNorchestrationNofNpolycombNgroupNcomplexesbNNaturedCommunicationsZN
2014ZNiZNgefk 17.4 91

111 uNcontinuumNofNadmixtureNinNtheNWesternNHemisphereNrevealedNbyNtheNufricanNxiasporaNgenomebN
NaturedCommunicationsZN2016ZNkZNefiff 17.4 90

110 HPeaknNanNHMMabasedNalgorithmNforNdefiningNreadaenrichedNregionsNinNwhIPaSeqNdatabNBMCd
BioinformaticsZN2010ZNeeZNgjm 3.6 87

109 IdentificationNofNcoaregulatedNgenesNthroughNvayesianNclusteringNofNpredictedNregulatoryNbindingN
sitesbNNaturedBiotechnologyZN2003ZNfeZNhgiam 44.5 83

108 OnNtheNdetectionNandNrefinementNofNtranscriptionNfactorNbindingNsitesNusingNwhIPaSeqNdatabNNucleicd
AcidsdResearchZN2010ZNglZNfeihajk 20.1 82

107 wombinedNLossNofNTeteNandNTetfNPromotesNvNwellZNbutNNotNMyeloidNMalignanciesZNinNMicebNCelld
ReportsZN2015ZNegZNejmfakdh 10.6 65

(2015-2011)
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106 TenaelevenNtranslocationNfNinteractsNwithNforkheadNboxNOgNandNregulatesNadultNneurogenesisbN
NaturedCommunicationsZN2017ZNlZNeimdg 17.4 65

105 HfvNubiquitylationNpromotesNRNuNPolNIINprocessivityNviaNPuzeNandNpTyzbbNMoleculardCellZN2014ZNihZNmfdamge17.6 63

104 wellawycleNwontrolNofNvivalentNypigeneticNxomainsNRegulatesNtheNyxitNfromNPluripotencybNStemdCelld
ReportsZN2015ZNiZNgfgagj 8 62

103 StructuralNcomparisonNofNmetabolicNnetworksNinNselectedNsingleNcellNorganismsbNBMCdBioinformaticsZN
2005ZNjZNl 3.6 62

102 unNefficientNcomprehensiveNsearchNalgorithmNforNtagSNPNselectionNusingNlinkageNdisequilibriumN
criteriabNBioinformaticsZN2006ZNffZNffdai 7.2 61

101 zOXPgNorchestratesNHhKejNacetylationNandNHgKhNtrimethylationNforNactivationNofNmultipleNgenesNbyN
recruitingNMOzNandNcausingNdisplacementNofNPLUaebNMoleculardCellZN2011ZNhhZNkkdalh 17.6 55

100 ImpairedNreplicationNelongationNinNTetrahymenaNmutantsNdeficientNinNhistoneNHgNLysNfkN
monomethylationbNGenesdanddDevelopmentZN2013ZNfkZNejjfakm 12.6 51

99 ImprovedNclassificationNofNmassNspectrometryNdatabaseNsearchNresultsNusingNnewerNmachineN
learningNapproachesbNMoleculardanddCellulardProteomicsZN2006ZNiZNhmkaidm 7.6 48

98 whallengesNandNdisparitiesNinNtheNapplicationNofNpersonalizedNgenomicNmedicineNtoNpopulationsNwithN
ufricanNancestrybNNaturedCommunicationsZN2016ZNkZNefife 17.4 45

97 StatisticalNresynchronizationNandNvayesianNdetectionNofNperiodicallyNexpressedNgenesbNNucleicdAcidsd
ResearchZN2004ZNgfZNhhkaii 20.1 44

96 UuLwuNnNunNupdateNtoNtheNintegratedNcancerNdataNanalysisNplatformbbNNeoplasiaZN2022ZNfiZNelafk 6.4 44

95 xIVuNnNaccurateNidentificationNofNnonacodingNdiseaseaspecificNriskNvariantsNusingNmultiaomicsN
profilesbNGenomedBiologyZN2016ZNekZNfif 18.3 38

94 HighNthroughputNscreeningNofNcoaexpressedNgeneNpairsNwithNcontrolledNfalseNdiscoveryNrateNVzxRWN
andNminimumNacceptableNstrengthNVMuSWbNJournaldofdComputationaldBiologyZN2005ZNefZNedfmahi 1.7 38

93 womparisonNofNlaboratoryabasedNandNphylogeneticNmethodsNtoNdistinguishNbetweenNHaemophilusN
influenzaeNandNHbNhaemolyticusbNJournaldofdMicrobiologicaldMethodsZN2008ZNkiZNgjmake 2.8 37

92 ussociationNstudyNinNufricanaadmixedNpopulationsNacrossNtheNumericasNrecapitulatesNasthmaNriskNlociN
inNnonaufricanNpopulationsbNNaturedCommunicationsZN2019ZNedZNlld 17.4 36

91 IncorporatingNgenotypingNuncertaintyNinNhaplotypeNinferenceNforNsingleanucleotideNpolymorphismsbN
AmericandJournaldofdHumandGeneticsZN2004ZNkhZNhmiaied 11 34

90 vasearesolutionNmethylationNpatternsNaccuratelyNpredictNtranscriptionNfactorNbindingsNinNvivobN
NucleicdAcidsdResearchZN2015ZNhgZNfkikajj 20.1 33

89 uNnovelNstatisticalNmethodNforNquantitativeNcomparisonNofNmultipleNwhIPaseqNdatasetsbN
BioinformaticsZN2015ZNgeZNellmamj 7.2 32
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88 uNhiddenNMarkovNrandomNfieldabasedNvayesianNmethodNforNtheNdetectionNofNlongarangeN
chromosomalNinteractionsNinNHiawNdatabNBioinformaticsZN2016ZNgfZNjidaj 7.2 32

87 yWScyTSaxrivenNywingNSarcomaNRequiresNvyTNvromodomainNProteinsbNCancerdResearchZN2018ZNklZNhkjdahkkg10.1 32

86 ynergyZNquiescenceNandNtheNcellularNbasisNofNanimalNlifeNspansbNComparativedBiochemistrydandd
PhysiologydPartdArdMoleculardkamp;dIntegrativedPhysiologyZN2006ZNehgZNefafg 2.6 32

85 OperonNpredictionNforNsequencedNbacterialNgenomesNwithoutNexperimentalNinformationbNAppliedd
anddEnvironmentaldMicrobiologyZN2007ZNkgZNlhjaih 4.8 32

84 HierarchicalNhiddenNMarkovNmodelNwithNapplicationNtoNjointNanalysisNofNwhIPachipNandNwhIPaseqNdatabN
BioinformaticsZN2009ZNfiZNekeiafe 7.2 29

83 IntegrativeNcharacterizationNofNβaQuadruplexesNinNtheNthreeadimensionalNchromatinNstructurebN
EpigeneticsZN2019ZNehZNlmhamee 5.7 28

82 ullogeneicNTNcellNresponsesNareNregulatedNbyNaNspecificNmiRNuamRNuNnetworkbNJournaldofdClinicald
InvestigationZN2013ZNefgZNhkgmaih 15.9 28

81 uNgenomeawideNMeSHabasedNliteratureNminingNsystemNpredictsNimplicitNgeneatoageneNrelationshipsN
andNnetworksbNBMCdSystemsdBiologyZN2013ZNkNSupplNgZNSm 3.5 27

80
womputationalNandNfunctionalNanalysisNofNgrowthNhormoneNVβHWaregulatedNgenesNidentifiesNtheN
transcriptionalNrepressorNvacellNlymphomaNjNVvcejWNasNaNparticipantNinNβHaregulatedNtranscriptionbN
EndocrinologyZN2009ZNeidZNgjhiaih

4.8 26

79 UsingNPoissonNmixedaeffectsNmodelNtoNquantifyNtranscriptalevelNgeneNexpressionNinNRNuaSeqbN
BioinformaticsZN2012ZNflZNjgal 7.2 25

78 MLLeNandNMLLeNfusionNproteinsNhaveNdistinctNfunctionsNinNregulatingNleukemicNtranscriptionN
programbNCelldDiscoveryZN2016ZNfZNejddl 22.3 24

77 wcyvP˛†NmediatesNgrowthNhormonearegulatedNexpressionNofNmultipleNtargetNgenesbNMoleculard
EndocrinologyZN2011ZNfiZNjleamg 24

76 UnderstandingNspatialNorganizationsNofNchromosomesNviaNstatisticalNanalysisNofNHiawNdatabN
QuantitativedBiologyZN2013ZNeZNeijaekh 3.9 22

75 xirectNamplificationZNsequencingNandNprofilingNofNwhlamydiaNtrachomatisNstrainsNinNsingleNandNmixedN
infectionNclinicalNsamplesbNPLoSdONEZN2014ZNmZNemmfmd 3.7 20

74 ygoNetnNidentificationNofNhumanNdiseaseNegoanetworkNmodulesbNBMCdGenomicsZN2014ZNeiZNgeh 4.5 19

73 zamilyabasedNSNPNassociationNstudyNonNlqfhNinNbipolarNdisorderbNAmericandJournaldofdMedicald
GeneticsdPartdB:dNeuropsychiatricdGeneticsZN2008ZNehkvZNjefal 3.5 19

72 ProteinNtyrosineNphosphataseNgeneNPTPNffNpolymorphismNinNpsoriasisnNlackNofNevidenceNforN
associationbNJournaldofdInvestigativedDermatologyZN2005ZNefiZNgmiaj 4.3 18

71 MultipointNMetropolisNMethodNwithNupplicationNtoNHybridNMonteNwarlobNJournaldofdComputationald
PhysicsZN2001ZNekfZNlfkalhd 4.1 18

(2001-2016)

5



70 IdentifyingNtaggingNSNPsNforNufricanNspecificNgeneticNvariationNfromNtheNufricanNxiasporaNβenomebN
ScientificdReportsZN2017ZNkZNhjgml 4.9 17

69 zineNmappingNofNtheNpsoriasisNsusceptibilityNgeneNPSORSenNaNreassessmentNofNriskNassociatedNwithNaN
putativeNriskNhaplotypeNlackingNHLuawwjbNJournaldofdInvestigativedDermatologyZN2005ZNefhZNmfeagd 4.3 17

68 RapidNIrreversibleNTranscriptionalNReprogrammingNinNHumanNStemNwellsNuccompaniedNbyN
xiscordanceNbetweenNReplicationNTimingNandNwhromatinNwompartmentbNStemdCelldReportsZN2019ZNegZNemgafdj8 16

67 IntegratedNanalysisNofNwholeagenomeNpairedaendNandNmateapairNsequencingNdataNforNidentifyingN
genomicNstructuralNvariationsNinNmultipleNmyelomabNCancerdInformaticsZN2014ZNegZNhmaig 2.4 16

66 uNdoublealayeredNmixtureNmodelNforNtheNjointNanalysisNofNxNuNcopyNnumberNandNgeneNexpressionN
databNJournaldofdComputationaldBiologyZN2010ZNekZNefeagk 1.7 15

65 TruncationNofNmutantNhuntingtinNinNknockainNmiceNdemonstratesNexoneNhuntingtinNisNaNkeyN
pathogenicNformbNNaturedCommunicationsZN2020ZNeeZNfilf 17.4 15

64 HeatNShockNProteinNvetaaeNModifiesNunteriorNtoNPosteriorNPurkinjeNwellNVulnerabilityNinNaNMouseN
ModelNofNNiemannaPickNTypeNwNxiseasebNPLoSdGeneticsZN2016ZNefZNeeddjdhf 6 15

63 SparselyNcorrelatedNhiddenNMarkovNmodelsNwithNapplicationNtoNgenomeawideNlocationNstudiesbN
BioinformaticsZN2013ZNfmZNiggahe 7.2 14

62 LackNofNRuNamediatedNtoxicityNinNHuntingtonUsNdiseaseNknockainNmicebNProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaZN2020ZNeekZNhheeahhek 11.5 13

61 traseRnNanNRNpackageNforNperformingNtraitaassociatedNSNPNenrichmentNanalysisNinNgenomicNintervalsbN
BioinformaticsZN2016ZNgfZNefehaj 7.2 11

60
ReciprocalNoccupancyNofNvwLjNandNSTuTiNonNβrowthNHormoneNtargetNgenesnNcontrastingN
transcriptionalNoutcomesNandNpromoteraspecificNrolesNofNpgddNandNHxuwgbNMoleculardanddCellulard
EndocrinologyZN2014ZNgmiZNemage

4.4 11

59 StatisticalNIssuesNinNtheNunalysisNofNwhIPaSeqNandNRNuaSeqNxatabNGenesZN2010ZNeZNgekagh 4.2 11

58 ReadamappingNusingNpersonalizedNdiploidNreferenceNgenomeNforNRNuNsequencingNdataNreducedNbiasN
forNdetectingNalleleaspecificNexpressionN2012ZNfdefZNkelakfh 11

57 wRwViewnNaNwebNserverNforNanalyzingNandNvisualizingNmicroarrayNgeneNexpressionNdataNusingN
modelabasedNclusteringbNBioinformaticsZN2007ZNfgZNelhgai 7.2 10

56 udolescentNstressNsensitizesNtheNadultNneuroimmuneNtranscriptomeNandNleadsNtoNsexaspecificN
microglialNandNbehavioralNphenotypesbNNeuropsychopharmacologyZN2021ZNhjZNmhmamil 8.7 10

55 OmicseqnNaNwebabasedNsearchNengineNforNexploringNomicsNdatasetsbNNucleicdAcidsdResearchZN2017ZNhiZNWhhiaWhif20.1 9

54 βeneNintegratedNsetNprofileNanalysisnNaNcontextabasedNapproachNforNinferringNbiologicalNendpointsbN
NucleicdAcidsdResearchZN2016ZNhhZNejm 20.1 9

53 ProgressNtowardNpersonalizedNmedicineNforNglaucomabNExpertdReviewdofdOphthalmologyZN2009ZNhZNehiaeje1.5 9
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52 uNmachineNlearningNapproachNtoNbrainNepigeneticNanalysisNrevealsNkinasesNassociatedNwithN
ulzheimerUsNdiseasebNNaturedCommunicationsZN2021ZNefZNhhkf 17.4 9

51 βenomeaWideNSTuTgNvindingNunalysisNafterNHistoneNxeacetylaseNInhibitionNRevealsNNovelNTargetN
βenesNinNxendriticNwellsbNJournaldofdInnatedImmunityZN2017ZNmZNefjaehh 6.9 8

50 uNcomprehensiveNreviewNofNcomputationalNpredictionNofNgenomeawideNfeaturesbNBriefingsdind
BioinformaticsZN2018ZN 13.4 8

49 StatisticalNchallengesNinNanalyzingNmethylationNandNlongarangeNchromosomalNinteractionNdatabN
StatisticsdindBiosciencesZN2016ZNlZNflhagdm 1.5 7

48 vayesianNinferenceNwithNhistoricalNdataabasedNinformativeNpriorsNimprovesNdetectionNofN
differentiallyNexpressedNgenesbNBioinformaticsZN2016ZNgfZNjlfam 7.2 7

47 unNapproachNofNidentifyingNdifferentialNnucleosomeNregionsNinNmultipleNsamplesbNBMCdGenomicsZN
2017ZNelZNegi 4.5 6

46
OneNSizeNxoesnUtNzitNullNaNRefyditornNvuildingNPersonalizedNxiploidNReferenceNβenomeNtoNImproveN
ReadNMappingNandNβenotypeNwallingNinNNextNβenerationNSequencingNStudiesbNPLoSdComputationald
BiologyZN2015ZNeeZNeeddhhhl

5 6

45 βPUmotifnNanNultraafastNandNenergyaefficientNmotifNanalysisNprogramNusingNgraphicsNprocessingN
unitsbNPLoSdONEZN2012ZNkZNegjlji 3.7 6

44 TheNsingleaspeciesNmetagenomenNsubtypingNcoreNgenomeNsequencesNfromNshotgunNmetagenomicN
databNPeerJZN2016ZNhZNefike 3.1 6

43 xeconPeakerZNaNxeconvolutionNModelNtoNIdentifyNwellNTypesNvasedNonNwhromatinNuccessibilityNinN
uTuwaSeqNxataNofNMixtureNSamplesbNFrontiersdindGeneticsZN2020ZNeeZNgmf 4.5 5

42 xifferentNnormalizationNstrategiesNforNmicroarrayNgeneNexpressionNtraitsNaffectNtheNheritabilityN
estimationbNBMCdProceedingsZN2007ZNeNSupplNeZNSeih 2.3 5

41 RTNStatesnNsystematicNannotationNofNtheNhumanNgenomeNusingNcellNtypeaspecificNreplicationNtimingN
programsbNBioinformaticsZN2019ZNgiZNfejkafekj 7.2 4

40 UsingNxIVuNNtoNassessNdiseasectraitaassociatedNsingleNnucleotideNvariantsNinNgenomeawideNscalebN
BMCdResearchdNotesZN2017ZNedZNigd 2.3 4

39 RegulatoryNannotationNofNgenomicNintervalsNbasedNonNtissueaspecificNexpressionNQTLsbN
BioinformaticsZN2020ZNgjZNjmdajmk 7.2 4

38 ProbabilisticNandNmachineNlearningabasedNretrievalNapproachesNforNbiomedicalNdatasetNretrievalbN
Database:dthedJournaldofdBiologicaldDatabasesdanddCurationZN2018ZNfdelZN 5 4

37 SpecialNcollectionNofNbioinformaticsNinNtheNeraNofNprecisionNmedicinebNQuantitativedBiologyZN2017ZNiZNfkkafkm3.9 3

36 uNnewNprobabilisticNruleNforNdrugadugNinteractionNpredictionbNJournaldofdPharmacokineticsdandd
PharmacodynamicsZN2009ZNgjZNeael 2.7 3

35 SingleacellNchromatinNaccessibilityNlandscapeNinNkidneyNidentifiesNadditionalNcellaofaoriginNinN
heterogenousNpapillaryNrenalNcellNcarcinomabbNNaturedCommunicationsZN2022ZNegZNge 17.4 3

(2022-2021)
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34 QueryNlargeNscaleNmicroarrayNcompendiumNdatasetsNusingNaNmodelabasedNbayesianNapproachNwithN
variableNselectionbNPLoSdONEZN2009ZNhZNehhmi 3.7 3

33 PanacancerNanalysisNofNpathwayabasedNgeneNexpressionNpatternNatNtheNindividualNlevelNrevealsN
biomarkersNofNclinicalNprognosisbNCelldReportsdMethodsZN2021ZNeZNedddidaedddid 3

32 PMaSeqnNUsingNziniteNPoissonNMixtureNModelsNforNRNuaSeqNxataNunalysisNandNTranscriptNyxpressionN
LevelNQuantificationbNStatisticsdindBiosciencesZN2013ZNiZNkealk 1.5 2

31 xrugadrugNinteractionNpredictionNassessmentbNJournaldofdBiopharmaceuticaldStatisticsZN2009ZNemZNjheaik 1.3 2

30 ScaleNMixtureNModelsNwithNupplicationsNtoNvayesianNInferencebNAIPdConferencedProceedingsZN2003ZN 0 2

29 TuβSNPNSyLywTIONNvuSyxNONNPuIRWISyNLxNwRITyRIuNuNxNPOWyRNuNuLYSISNINNuSSOwIuTIONN
STUxIySN2005ZN 2

28 uTuxguNmediatesNactivationNofNRuSaindependentNmitochondrialNyRKecfNsignalingZNfavoringNheadN
andNneckNcancerNdevelopmentbbNJournaldofdExperimentaldanddClinicaldCancerdResearchZN2022ZNheZNhg 12.8 2

27 SignaturesNofNsomaticNmutationsNandNgeneNexpressionNfromNpejINKhuNpositiveNheadNandNneckN
squamousNcellNcarcinomasNVHNSwwWbNPLoSdONEZN2020ZNeiZNedfglhmk 3.7 2

26 HaplotypeNInferenceNandNItsNupplicationNinNLinkageNxisequilibriumNMappingbNLecturedNotesdind
ComputerdScienceZN2004ZNhlaje 0.9 2

25 whromatinNarchitectureNrevealsNcellNtypeaspecificNtargetNgenesNforNkidneyNdiseaseNriskNvariantsbNBMCd
BiologyZN2021ZNemZNgl 7.3 2

24 womputationallyNTractableNMultivariateNHMMNinNβenomeaWideNMappingNStudiesbNMethodsdind
MoleculardBiologyZN2017ZNeiifZNegiaehl 1.4 1

23 InferringNSpatialNOrganizationNofNIndividualNTopologicallyNussociatedNxomainsNviaNPiecewiseNHelicalN
ModelbNIEEEuACMdTransactionsdondComputationaldBiologydanddBioinformaticsZN2020ZNekZNjhkajij 3 1

22 unNIntegratedNSystemNviologyNupproachNYieldsNxrugNRepositioningNwandidatesNforNtheNTreatmentNofN
HeartNzailurebNFrontiersdindGeneticsZN2019ZNedZNmej 4.5 1

21 ImprovingNHierarchicalNModelsNUsingNHistoricalNxataNwithNupplicationsNinNHighaThroughputN
βenomicsNxataNunalysisbNStatisticsdindBiosciencesZN2017ZNmZNkgamd 1.5 1

20 yxploringNtheNcooccurrenceNpatternsNofNmultipleNsetsNofNgenomicNintervalsbNBioMeddResearchd
InternationalZN2013ZNfdegZNjekihi 3 1

19 MotifOrganizernNaNscalableNmodelabasedNmotifNclusteringNtoolNforNmammalianNgenomesbNFrontiersdind
BiosciencedsdEliteZN2013ZNiZNkliamk 1.6 1

18 TheNsingleaspeciesNmetagenomenNsubtypingNStaphylococcusNaureusNcoreNgenomeNsequencesNfromN
shotgunNmetagenomicNdata 1

17 SuperaynhanceraussociatedNTranscriptionNzactorsNMaintainNTranscriptionalNRegulationNinNMatureN
PodocytesbNJournaldofdthedAmericandSocietydofdNephrology:dJASNZN2021ZNgfZNegfgaeggk 12.7 1
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16 βlucocorticoidNreceptorNwieldsNchromatinNinteractionsNtoNtuneNtranscriptionNforNcytoskeletonN
stabilizationNinNpodocytesbNCommunicationsdBiologyZN2021ZNhZNjki 6.7 1

15 OptimizedNdistributedNsystemsNachieveNsignificantNperformanceNimprovementNonNsortedNmergingNofN
massiveNVwzNfilesbNGigaScienceZN2018ZNkZN 7.6 1

14 SystematicNyvaluationNofNxNuNSequenceNVariationsNonNTranscriptionNzactorNvindingNuffinitybN
FrontiersdindGeneticsZN2021ZNefZNjjkljj 4.5 1

13 PxyβyMnNModelingNnonauniformNreadNdistributionNinNRNuaSeqNdatabNBMCdMedicaldGenomicsZN2015ZNlN
SupplNfZNSeh 3.7 0

12 MultiomicsNunalysisNofNStructuralNMagneticNResonanceNImagingNofNtheNvrainNandNwerebrospinalNzluidN
MetabolomicsNinNwognitivelyNNormalNandNImpairedNudultsbbNFrontiersdindAgingdNeuroscienceZN2021ZNegZNkmjdjk5.3 0

11 SystematicNyxplorationNinNTissueaPathwayNussociationsNofNwomplexNTraitsNUsingNwomprehensiveN
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