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k Paper IF Citations

115 TheN”eneticNEvolutionNofNTreatmentdResistantNzutaneouscNxcralcNandNUvealNMelanomaseNClinicalh
CancerhResearchcN2021cNincNhlhmdhlil 12.9 2

114 DurvalumabNwithNplatinumdpemetrexedNforNunresectableNpleuralNmesotheliomaqNsurvivalcNgenomicN
andNimmunologicNanalysesNfromNtheNphaseNiNPrEglglNtrialeNNaturehMedicinecN2021cNincNhphgdhpig 50.5 14

113 MultiregionNwholedexomeNsequencingNofNintraductalNpapillaryNmucinousNneoplasmsNrevealsN
frequentNsomaticNmutationsNpredominantlyNinNlowdgradeNregionseNGutcN2021cNngcNpiodpjp 19.2 14

112 βighdThroughputNPredictionNofNMβzNzlassNINandNIINNeoantigensNwithNMβznuggetseNCancerh
ImmunologyhResearchcN2020cNocNjpmdkgo 12.5 38

111 xssessingNaneuploidyNwithNrepetitiveNelementNsequencingeNProceedingshofhthehNationalhAcademyhofh
ScienceshofhthehUnitedhStateshofhAmericacN2020cNhhncNkolodkomj 11.5 26

110 IntegratedNInformaticsNxnalysisNofNzancerdRelatedNVariantseNJCOhClinicalhCancerhInformaticscN2020cNkcNjhgdjhn5.2 17

109 MultimodalNgenomicNfeaturesNpredictNoutcomeNofNimmuneNcheckpointNblockadeNinNnondsmalldcellN
lungNcancereNNaturehCancercN2020cNhcNppdhhh 15.4 67

108 IntegrativeNTumorNandNImmuneNzellNMultidomicNxnalysesNPredictNResponseNtoNImmuneNzheckpointN
ylockadeNinNMelanomaeNCellhReportshMedicinecN2020cNhcNhgghjp 18 17

107 ”enomicNcharacterizationNofNmalignantNprogressionNinNneoplasticNpancreaticNcystseNNatureh
CommunicationscN2020cNhhcNkgol 17.4 27

106 IntraductalNPapillaryNMucinousNNeoplasmsNxriseN“romNMultipleNIndependentNzlonescNEachNWithN
DistinctNMutationseNGastroenterologycN2019cNhlncNhhijdhhjneeii 13.3 40

105 zβxSMplusNRevealsNtheNScopeNofNSomaticNMissenseNMutationsNDrivingNβumanNzancerseNCellhSystemscN
2019cNpcNpdijeeo 10.6 47

104 xssessingNcomputationalNpredictionsNofNtheNphenotypicNeffectNofNcystathioninedbetadsynthaseN
variantseNHumanhMutationcN2019cNkgcNhljgdhlkl 4.7 3

103 xNmultimodalityNtestNtoNguideNtheNmanagementNofNpatientsNwithNaNpancreaticNcysteNScienceh
TranslationalhMedicinecN2019cNhhcN 17.5 71

102 zharacterizationNofNgeneticNsubclonalNevolutionNinNpancreaticNcancerNmouseNmodelseNNatureh
CommunicationscN2019cNhgcNlkjl 17.4 11

101 SingledcellNsequencingNdefinesNgeneticNheterogeneityNinNpancreaticNcancerNprecursorNlesionseNJournalh
ofhPathologycN2019cNikncNjkndjlm 9.4 27

100 DynamicsNofNTumorNandNImmuneNResponsesNduringNImmuneNzheckpointNylockadeNinNNondSmallNzellN
LungNzancereNCancerhResearchcN2019cNnpcNhihkdhiil 10.1 117

99 IPMNsNwithNcodoccurringNinvasiveNcancersqNneighboursNbutNnotNalwaysNrelativeseNGutcN2018cNmncNhmlidhmmi19.2 58
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98 zomprehensiveNzharacterizationNofNzancerNDriverN”enesNandNMutationseNCellcN2018cNhnjcNjnhdjoleeho 56.2 854

97 xssessmentNofNtheNzlinicalNRelevanceNofNyRzxiNMissenseNVariantsNbyN“unctionalNandNzomputationalN
xpproacheseNAmericanhJournalhofhHumanhGeneticscN2018cNhgicNijjdiko 11 38

96
DetectionNofNaneuploidyNinNpatientsNwithNcancerNthroughNamplificationNofNlongNinterspersedN
nucleotideNelementsNWLINEsYeNProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofh
AmericacN2018cNhhlcNhonhdhonm

11.5 30

95 NetworkNxnalysisNofNProteinNxdaptationqNModelingNtheN“unctionalNImpactNofNMultipleNMutationseN
MolecularhBiologyhandhEvolutioncN2018cNjlcNhlgndhlhp 8.3 7

94 EvaluationNofNliquidNfromNtheNPapanicolaouNtestNandNotherNliquidNbiopsiesNforNtheNdetectionNofN
endometrialNandNovarianNcancerseNSciencehTranslationalhMedicinecN2018cNhgcN 17.5 110

93 SystematicN“unctionalNxnnotationNofNSomaticNMutationsNinNzancereNCancerhCellcN2018cNjjcNklgdkmieehg 24.3 114

92
yridgingNtheNzhromosomedcentricNandNyiologyfDiseaseddrivenNβumanNProteomeNProjectsqN
xccessibleNandNxutomatedNToolsNforNInterpretingNtheNyiologicalNandNPathologicalNImpactNofNProteinN
SequenceNVariantsNDetectedNviaNProteogenomicseNJournalhofhProteomehResearchcN2018cNhncNkjipdkjjm

5.6 6

91 xNmachineNlearningNapproachNforNsomaticNmutationNdiscoveryeNSciencehTranslationalhMedicinecN2018cN
hgcN 17.5 44

90 MinimalNfunctionalNdriverNgeneNheterogeneityNamongNuntreatedNmetastaseseNSciencecN2018cNjmhcNhgjjdhgjn33.3 147

89 EvaluationNofNLiquidN“romNtheNPapanicolaouNTestNandNOtherNLiquidNyiopsiesNforNtheNDetectionNofN
EndometrialNandNOvarianNzancerseNObstetricalhandhGynecologicalhSurveycN2018cNnjcNkmjdkmk 2.4 3

88 NondinvasiveNdetectionNofNurothelialNcancerNthroughNtheNanalysisNofNdriverNgeneNmutationsNandN
aneuploidyeNELifecN2018cNncN 8.9 72

87
xNnovelNapproachNforNselectingNcombinationNclinicalNmarkersNofNpathologyNappliedNtoNaNlargeN
retrospectiveNcohortNofNsurgicallyNresectedNpancreaticNcystseNJournalhofhthehAmericanhMedicalh
InformaticshAssociation:hJAMIAcN2017cNikcNhkldhli

8.6 24

86 NondzodingNVariationqNTheNighmNxnnualNScientificNMeetingNofNtheNβumanN”enomeNVariationNSocietyeN
HumanhMutationcN2017cNjocNkmgdkmj 4.7 1

85 xssessmentNofNWholedExomeNSequenceNDataNinNxttemptedNSuicideNwithinNaNyipolarNDisorderN
zohorteNMolecularhNeuropsychiatrycN2017cNjcNhdhh 4.9 11

84 MatchingNphenotypesNtoNwholeNgenomesqNLessonsNlearnedNfromNfourNiterationsNofNtheNpersonalN
genomeNprojectNcommunityNchallengeseNHumanhMutationcN2017cNjocNhimmdhinm 4.7 9

83 EvolutionNofNNeoantigenNLandscapeNduringNImmuneNzheckpointNylockadeNinNNondSmallNzellNLungN
zancereNCancerhDiscoverycN2017cNncNimkdinm 24.4 491

82 βighNgradeNserousNovarianNcarcinomasNoriginateNinNtheNfallopianNtubeeNNaturehCommunicationscN2017cN
ocNhgpj 17.4 325

81 MappingNgeneticNvariationsNtoNthreeddimensionalNproteinNstructuresNtoNenhanceNvariantN
interpretationqNaNproposedNframeworkeNGenomehMedicinecN2017cNpcNhhj 14.4 31

(2017-2018)
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80 zRxVxTNkqNzancerdRelatedNxnalysisNofNVariantsNToolkiteNCancerhResearchcN2017cNnncNejldejo 10.1 33

79 xutologousNreconstitutionNofNhumanNcancerNandNimmuneNsystemNinNvivoeNOncotargetcN2017cNocNigljdigmo 3.3 11

78 EvaluatingNtheNevaluationNofNcancerNdriverNgeneseNProceedingshofhthehNationalhAcademyhofhScienceshofh
thehUnitedhStateshofhAmericacN2016cNhhjcNhkjjgdhkjjl 11.5 197

77 WholeN”enomeNSequencingNDefinesNtheN”eneticNβeterogeneityNofN“amilialNPancreaticNzancereN
CancerhDiscoverycN2016cNmcNhmmdnl 24.4 206

76 xssessingNtheNPathogenicityNofNInsertionNandNDeletionNVariantsNwithNtheNVariantNEffectNScoringNToolN
WVESTdIndelYeNHumanhMutationcN2016cNjncNiodjl 4.7 65

75 Wholed”enomeNSequencingNofNSalivaryN”landNxdenoidNzysticNzarcinomaeNCancerhPreventionh
ResearchcN2016cNpcNimldnk 3.2 59

74 TowardsNIncreasingNtheNzlinicalNRelevanceNofNInNSilicoNMethodsNtoNPredictNPathogenicNMissenseN
VariantseNPLoShComputationalhBiologycN2016cNhicNehggknil 5 26

73 ExomedScaleNDiscoveryNofNβotspotNMutationNRegionsNinNβumanNzancerNUsingNjDNProteinNStructureeN
CancerhResearchcN2016cNnmcNjnhpdjh 10.1 61

72 ExomeNSequencingNofN“amilialNyipolarNDisordereNJAMAhPsychiatrycN2016cNnjcNlpgdn 14.5 69

71 xNcombinationNofNmolecularNmarkersNandNclinicalNfeaturesNimproveNtheNclassificationNofNpancreaticN
cystseNGastroenterologycN2015cNhkpcNhlghdhg 13.3 286

70 MissenseNvariantsNinNz“TRNnucleotidedbindingNdomainsNpredictNquantitativeNphenotypesNassociatedN
withNcysticNfibrosisNdiseaseNseverityeNHumanhMolecularhGeneticscN2015cNikcNhpgodhn 5.6 10

69 TheNgenomicNlandscapeNofNresponseNtoNE”“RNblockadeNinNcolorectalNcancereNNaturecN2015cNlimcNimjdn 50.4 310

68 ProteinsNlinkedNtoNautosomalNdominantNandNautosomalNrecessiveNdisordersNharborNcharacteristicN
rareNmissenseNmutationNdistributionNpatternseNHumanhMolecularhGeneticscN2015cNikcNlppldmggi 5.6 24

67 PredictingNsurvivalNinNheadNandNneckNsquamousNcellNcarcinomaNfromNTPljNmutationeNHumanhGeneticscN
2015cNhjkcNkpndlgn 6.3 23

66 zleavedNNOTzβhNExpressionNPatternNinNβeadNandNNeckNSquamousNzellNzarcinomaNIsNxssociatedNwithN
NOTzβhNMutationcNβPVNStatuscNandNβighdRiskN“eatureseNCancerhPreventionhResearchcN2015cNocNiondpl 3.2 35

65
SubzlonalNβierarchyNInferenceNfromNSomaticNMutationsqNxutomaticNReconstructionNofNzancerN
EvolutionaryNTreesNfromNMultidregionNNextN”enerationNSequencingeNPLoShComputationalhBiologycN
2015cNhhcNehggkkhm

5 47

64 ExperimentalNassessmentNofNsplicingNvariantsNusingNexpressionNminigenesNandNcomparisonNwithNinN
silicoNpredictionseNHumanhMutationcN2014cNjlcNhikpdlp 4.7 41

63 xNprobabilisticNmodelNtoNpredictNclinicalNphenotypicNtraitsNfromNgenomeNsequencingeNPLoSh
ComputationalhBiologycN2014cNhgcNehggjoil 5 8
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62 βumanNbileNcontainsNmicroRNxdladenNextracellularNvesiclesNthatNcanNbeNusedNforN
cholangiocarcinomaNdiagnosiseNHepatologycN2014cNmgcNopmdpgn 11.2 139

61 PredictingNtheNfunctionalNconsequencesNofNsomaticNmissenseNmutationsNfoundNinNtumorseNMethodshinh
MolecularhBiologycN2014cNhhghcNhjldlp 1.4 8

60 EvaluationNofNcomputationalNtoolsNtoNdetermineNprognosticNsignificanceNofNTPljNmutationNinNheadN
andNneckNsquamousNcellNcarcinomaNWβNSzzYeeNJournalhofhClinicalhOncologycN2014cNjicNmgjldmgjl 2.2

59 IdentifyingNMendelianNdiseaseNgenesNwithNtheNvariantNeffectNscoringNtooleNBMChGenomicscN2013cNhkN
SupplNjcNSj 4.5 240

58 zomputationalNapproachesNtoNidentifyNfunctionalNgeneticNvariantsNinNcancerNgenomeseNNatureh
MethodscN2013cNhgcNnijdp 21.6 129

57 DefiningNtheNdiseaseNliabilityNofNvariantsNinNtheNcysticNfibrosisNtransmembraneNconductanceNregulatorN
geneeNNaturehGeneticscN2013cNklcNhhmgdn 36.3 413

56 MuPITNinteractiveqNwebserverNforNmappingNvariantNpositionsNtoNannotatedcNinteractiveNjDNstructureseN
HumanhGeneticscN2013cNhjicNhijldkj 6.3 56

55 WholedgenomeNsequencingNidentifiesNaNrecurrentNfunctionalNsynonymousNmutationNinNmelanomaeN
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericacN2013cNhhgcNhjkohdm 11.5 127

54 ExomeNsequencingNidentifiesNfrequentNinactivatingNmutationsNinNyxPhcNxRIDhxNandNPyRMhNinN
intrahepaticNcholangiocarcinomaseNNaturehGeneticscN2013cNklcNhkngdhknj 36.3 464

53 MutationalNsignatureNofNaristolochicNacidNexposureNasNrevealedNbyNwholedexomeNsequencingeNScienceh
TranslationalhMedicinecN2013cNlcNhpnrahgi 17.5 178

52 zollectionsNofNsimultaneouslyNalteredNgenesNasNbiomarkersNofNcancerNcellNdrugNresponseeNCancerh
ResearchcN2013cNnjcNhmppdngo 10.1 34

51 zRxVxTqNcancerdrelatedNanalysisNofNvariantsNtoolkiteNBioinformaticscN2013cNipcNmkndo 7.2 98

50 xNhybridNlikelihoodNmodelNforNsequencedbasedNdiseaseNassociationNstudieseNPLoShGeneticscN2013cNpcNehggjiik6 16

49 SomaticNmutationsNinNtheNNotchcNN“dKycNPIKjzxcNandNβedgehogNpathwaysNinNhumanNbreastNcancerseN
GeneshChromosomeshandhCancercN2012cNlhcNkogdp 5 50

48 WholedexomeNsequencingNcombinedNwithNfunctionalNgenomicsNrevealsNnovelNcandidateNdriverN
cancerNgenesNinNendometrialNcancereNGenomehResearchcN2012cNiicNihigdp 9.7 178

47 zhartingNtheNlandscapeNofNtandemNyRzTNdomaindmediatedNproteinNinteractionseNSciencehSignalingcN
2012cNlcNrsm 8.8 74

46 PhenotypedoptimizedNsequenceNensemblesNsubstantiallyNimproveNpredictionNofNdiseasedcausingN
mutationNinNcysticNfibrosiseNHumanhMutationcN2012cNjjcNhimndnk 4.7 17

45 NetworkNmodelsNofNTEMN˛†dlactamaseNmutationsNcoevolvingNunderNantibioticNselectionNshowN
modularNstructureNandNanticipateNevolutionaryNtrajectorieseNPLoShComputationalhBiologycN2011cNncNehggihok5 28

(2011-2014)
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44 TheNgeneticNlandscapeNofNtheNchildhoodNcancerNmedulloblastomaeNSciencecN2011cNjjhcNkjldp 33.3 576

43 EvaluationNofNtheNdiseaseNliabilityNofNz“TRNvariantseNMethodshinhMolecularhBiologycN2011cNnkicNjlldni 1.4 21

42 IntegratingNdiverseNgenomicNdataNusingNgeneNsetseNGenomehBiologycN2011cNhicNRhgl 18.3 45

41 ExonicNDNxNsequencingNofNERyykNinNbipolarNdisordereNPLoShONEcN2011cNmcNeigiki 3.7 12

40 ResponseNtoNâ��PredictableNdifficultyNorNdifficultyNtoNpredictâ��eNProteinhSciencecN2011cNigcNkdl 6.3 78

39 YeastNtwodhybridNjunkNsequencesNcontainNselectedNlinearNmotifseNNucleichAcidshResearchcN2011cNjpcNehio 20.1 9

38 zorrelationNofNsomaticNmutationNandNexpressionNidentifiesNgenesNimportantNinNhumanNglioblastomaN
progressionNandNsurvivaleNCancerhResearchcN2011cNnhcNkllgdmh 10.1 122

37 UsingNbioinformaticsNtoNpredictNtheNfunctionalNimpactNofNSNVseNBioinformaticscN2011cNincNkkhdo 7.2 65

36
WholedexomeNsequencingNofNneoplasticNcystsNofNtheNpancreasNrevealsNrecurrentNmutationsNinN
componentsNofNubiquitinddependentNpathwayseNProceedingshofhthehNationalhAcademyhofhScienceshofh
thehUnitedhStateshofhAmericacN2011cNhgocNihhoodpj

11.5 484

35 DiscriminativeNpredictionNofNmammalianNenhancersNfromNDNxNsequenceeNGenomehResearchcN2011cN
ihcNihmndog 9.7 168

34 RolesNofNDNxNpolymeraseNINinNleadingNandNlaggingdstrandNreplicationNdefinedNbyNaNhighdresolutionN
mutationNfootprintNofNzolEhNplasmidNreplicationeNNucleichAcidshResearchcN2011cNjpcNngigdjj 20.1 20

33 zβxSMNandNSNVyoxqNtoolkitNforNdetectingNbiologicallyNimportantNsingleNnucleotideNmutationsNinN
cancereNBioinformaticscN2011cNincNihkndo 7.2 86

32 PrioritizationNofNdriverNmutationsNinNpancreaticNcancerNusingNcancerdspecificNhighdthroughputN
annotationNofNsomaticNmutationsNWzβxSMYeNCancerhBiologyhandhTherapycN2010cNhgcNloidn 4.6 70

31 xccumulationNofNdriverNandNpassengerNmutationsNduringNtumorNprogressioneNProceedingshofhtheh
NationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericacN2010cNhgncNholkldlg 11.5 574

30 “unctionalNhotNspotsNinNhumanNxTPdbindingNcassetteNtransporterNnucleotideNbindingNdomainseN
ProteinhSciencecN2010cNhpcNihhgdih 6.3 15

29 LSdSNPfPDyqNannotatedNnondsynonymousNSNPsNmappedNtoNProteinNDataNyankNstructureseN
BioinformaticscN2009cNilcNhkjhdi 7.2 64

28 MODyxSEcNaNdatabaseNofNannotatedNcomparativeNproteinNstructureNmodelsNandNassociatedN
resourceseNNucleichAcidshResearchcN2009cNjncNDjkndlk 20.1 143

27 DetectingNspeciesdsiteNdependenciesNinNlargeNmultipleNsequenceNalignmentseNNucleichAcidshResearchcN
2009cNjncNlplpdmo 20.1 12

Rachel Karchin

6



26 xnalysisNofNaNsetNofNmissensecNframeshiftcNandNindframeNdeletionNvariantsNofNyRzxheNMutationh
Researchh-hFundamentalhandhMolecularhMechanismshofhMutagenesiscN2009cNmmgcNhdhh 3.3 31

25 PIKjzxNsomaticNmutationsNinNbreastNcancerqNMechanisticNinsightsNfromNLangevinNdynamicsN
simulationseNProteins:hStructureyhFunctionhandhBioinformaticscN2009cNnlcNkppdlgo 4.2 16

24 NextNgenerationNtoolsNforNtheNannotationNofNhumanNSNPseNBriefingshinhBioinformaticscN2009cNhgcNjldli 13.4 91

23 zancerdspecificNhighdthroughputNannotationNofNsomaticNmutationsqNcomputationalNpredictionNofN
driverNmissenseNmutationseNCancerhResearchcN2009cNmpcNmmmgdn 10.1 344

22 zoreNsignalingNpathwaysNinNhumanNpancreaticNcancersNrevealedNbyNglobalNgenomicNanalyseseNSciencecN
2008cNjihcNhoghdm 33.3 3223

21 PREDIzTdiNDqNaNtoolNforNgeneralizedNproteinNlocalNstructureNpredictioneNBioinformaticscN2008cNikcNikljdp 7.2 31

20 zlassifyingNVariantsNofNUndeterminedNSignificanceNinNyRzxiNwithNproteinNlikelihoodNratioseNCancerh
InformaticscN2008cNmcNigjdhm 2.4 40

19 xnNintegratedNgenomicNanalysisNofNhumanNglioblastomaNmultiformeeNSciencecN2008cNjihcNhogndhi 33.3 4419

18 TheNgenomicNlandscapesNofNhumanNbreastNandNcolorectalNcancerseNSciencecN2007cNjhocNhhgodhj 33.3 2717

17 “unctionalNimpactNofNmissenseNvariantsNinNyRzxhNpredictedNbyNsupervisedNlearningeNPLoSh
ComputationalhBiologycN2007cNjcNeim 5 47

16 DeterminationNofNcancerNriskNassociatedNwithNgermNlineNyRzxhNmissenseNvariantsNbyNfunctionalN
analysiseNCancerhResearchcN2007cNmncNhkpkdlgh 10.1 98

15 MODyxSEqNaNdatabaseNofNannotatedNcomparativeNproteinNstructureNmodelsNandNassociatedN
resourceseNNucleichAcidshResearchcN2006cNjkcNDiphdl 20.1 237

14 zomparativeNProteinNStructureNModelingN2005cNojhdomg 11

13 LSdSNPqNlargedscaleNannotationNofNcodingNnondsynonymousNSNPsNbasedNonNmultipleNinformationN
sourceseNBioinformaticscN2005cNihcNiohkdig 7.2 193

12 zalibratingNEdvaluesNforNhiddenNMarkovNmodelsNusingNreversedsequenceNnullNmodelseNBioinformaticscN
2005cNihcNkhgndhl 7.2 36

11 EvaluationNofNlocalNstructureNalphabetsNbasedNonNresidueNburialeNProteins:hStructureyhFunctionhandh
BioinformaticscN2004cNllcNlgodho 4.2 51

10 βiddenNMarkovNmodelsNthatNuseNpredictedNlocalNstructureNforNfoldNrecognitionqNalphabetsNofN
backboneNgeometryeNProteins:hStructureyhFunctionhandhBioinformaticscN2003cNlhcNlgkdhk 4.2 148

9 zombiningNlocaldstructurecNfolddrecognitioncNandNnewNfoldNmethodsNforNproteinNstructureNpredictioneN
Proteins:hStructureyhFunctionhandhBioinformaticscN2003cNljNSupplNmcNkphdm 4.2 246

(2003-2009)
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8 zlassifyingN”dproteinNcoupledNreceptorsNwithNsupportNvectorNmachineseNBioinformaticscN2002cNhocNhkndlp 7.2 232

7 WhatNisNtheNvalueNaddedNbyNhumanNinterventionNinNproteinNstructureNpredictionveNProteins:hStructureyh
FunctionhandhBioinformaticscN2001cNSupplNlcNomdph 4.2 95

6 EvaluationNofNmachineNlearningNmethodsNtoNpredictNpeptideNbindingNtoNMβzNzlassNINproteins 18

5 NondinvasiveNdetectionNofNbladderNcancerNthroughNtheNanalysisNofNdriverNgeneNmutationsNandNaneuploidy 4

4 zβxSMplusNrevealsNtheNscopeNofNsomaticNmissenseNmutationsNdrivingNhumanNcancers 3

3 βighdthroughputNpredictionNofNMβzNzlassNINandNzlassNIINneoantigensNwithNMβznuggets 2

2 OpenzRxVxTcNanNopenNsourceNcollaborativeNplatformNforNtheNannotationNofNhumanNgeneticNvariation 1

1 EvaluatingNtheNEvaluationNofNzancerNDriverN”enes 1
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