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l Paper IF Citations

80 xMunifiedMhaplotypedbasedMmethodMforMaccurateMandMcomprehensiveMvariantMcallingeMNatureo
BiotechnologycM2021cMjpcMooldopi 44.5 13

79 βemographicMinferenceMfromMmultipleMwholeMgenomesMusingMaMparticleMfilterMforMcontinuousMMarkovM
jumpMprocesseseMPLoSoONEcM2021cMhmcMegiknmkn 3.7 1

78 ShortMandMlongdreadMgenomeMsequencingMmethodologiesMforMsomaticMvariantMdetectionrMgenomicM
analysisMofMaMpatientMwithMdiffuseMlargeMydcellMlymphomaeMScientificoReportscM2021cMhhcMmkgo 4.9 3

77 MultiMLocusMViewqManMextensibleMwebdbasedMtoolMforMtheManalysisMofMgenomicMdataeMCommunicationso
BiologycM2021cMkcMmij 6.7 1

76 NeuropeptideMSMreceptorMhMisMaMnonhormonalMtreatmentMtargetMinMendometriosiseMScienceo
TranslationaloMedicinecM2021cMhjcM 17.5 2

75 InferringMyMcellMspecificityMforMvaccinesMusingMaMyayesianMmixtureMmodeleMBMCoGenomicscM2020cMihcMhnm 4.5 6

74 EfficientMinferenceMinMstatedspaceMmodelsMthroughMadaptiveMlearningMinMonlineMMonteMzarloM
expectationMmaximizationeMComputationaloStatisticscM2020cMjlcMhjhpdhjkk 1

73 βeepzqMpredictingMjβMgenomeMfoldingMusingMmegabasedscaleMtransferMlearningeMNatureoMethodscM
2020cMhncMhhhodhhik 21.6 38

72 SequencingMofMhumanMgenomesMwithMnanoporeMtechnologyeMNatureoCommunicationscM2019cMhgcMhomp 17.4 89

71 HaplotypeMmatchingMinMlargeMcohortsMusingMtheMLiMandMStephensMmodeleMBioinformaticscM2019cMjlcMnpodogm 7.2 7

70
RepertoiredwideMphylogeneticMmodelsMofMyMcellMmolecularMevolutionMrevealMevolutionaryMsignaturesM
ofMagingMandMvaccinationeMProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedoStatesoofo
AmericacM2019cMhhmcMiimmkdiimni

11.5 29

69 xnMequivariantMyayesianMconvolutionalMnetworkMpredictsMrecombinationMhotspotsMandMaccuratelyM
resolvesMbindingMmotifseMBioinformaticscM2019cMjlcMihnndihok 7.2 5

68 xMhighMthroughputMscreenMforMactiveMhumanMtransposableMelementseMBMCoGenomicscM2018cMhpcMhhl 4.5 12

67 xMPhylogeneticMzodonMSubstitutionMModelMforMxntibodyMLineageseMGeneticscM2017cMigmcMkhndkin 4 36

66 OpExMdMaMvalidatedcMautomatedMpipelineMoptimisedMforMclinicalMexomeMsequenceManalysiseMScientifico
ReportscM2016cMmcMjhgip 4.9 10

65 ydcellMrepertoireMdynamicsMafterMsequentialMhepatitisMyMvaccinationMandMevidenceMforMcrossdreactiveM
ydcellMactivationeMGenomeoMedicinecM2016cMocMmo 14.4 42

64 TheMβiversityMandMMolecularMEvolutionMofMydzellMReceptorsMduringMInfectioneMMolecularoBiologyoando
EvolutioncM2016cMjjcMhhkndln 8.3 48
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63 xccurateMclinicalMdetectionMofMexonMcopyMnumberMvariantsMinMaMtargetedMNGSMpanelMusingMβEzoNeM
WellcomeoOpenoResearchcM2016cMhcMig 4.8 40

62 yzRMrepertoireMsequencingqMdifferentMpatternsMofMydcellMactivationMafterMtwoMMeningococcalM
vaccineseMImmunologyoandoCelloBiologycM2015cMpjcMooldpl 5 62

61 FactorsMinfluencingMsuccessMofMclinicalMgenomeMsequencingMacrossMaMbroadMspectrumMofMdisorderseM
NatureoGeneticscM2015cMkncMnhndnim 36.3 244

60 IdentificationMofMantigendspecificMyMcellMreceptorMsequencesMusingMpublicMrepertoireManalysiseMJournalo
ofoImmunologycM2015cMhpkcMilidimh 5.3 90

59 zSNMandMzxVxqMvariantMannotationMtoolsMforMrapidcMrobustMnextdgenerationMsequencingManalysisMinM
theMclinicalMsettingeMGenomeoMedicinecM2015cMncMnm 14.4 41

58 HighdthroughputMβNxMSequencingMIdentifiesMNovelMVariantsMinMMuscledinvasiveMyladderMzancerM
PatientseMBladderoCancercM2015cMhcMjhdkk 1 1

57 IndβepthMxssessmentMofMWithindIndividualMandMInterdIndividualMVariationMinMtheMyMzellMReceptorM
RepertoireeMFrontiersoinoImmunologycM2015cMmcMljh 8.4 60

56 scrmqMefficientlyMsimulatingMlongMsequencesMusingMtheMapproximatedMcoalescentMwithMrecombinationeM
BioinformaticscM2015cMjhcMhmogdi 7.2 72

55 xnalysisMofMyMzellMRepertoireMβynamicsMFollowingMHepatitisMyMVaccinationMinMHumanscMandM
EnrichmentMofMVaccinedspecificMxntibodyMSequenceseMEBioMedicinecM2015cMicMigngdp 8.8 61

54 IntegratingMmappingdcMassemblydMandMhaplotypedbasedMapproachesMforMcallingMvariantsMinMclinicalM
sequencingMapplicationseMNatureoGeneticscM2014cMkmcMphidpho 36.3 671

53 SimulationMofMFinnishMpopulationMhistorycMguidedMbyMempiricalMgeneticMdatacMtoMassessMpowerMofM
raredvariantMtestsMinMFinlandeMAmericanoJournaloofoHumanoGeneticscM2014cMpkcMnhgdig 11 19

52 ErythrocytosisMassociatedMwithMaMnovelMmissenseMmutationMinMtheMyPGMMgeneeMHaematologicacM2014cM
ppcMeighdk 6.6 14

51 oeiSMofMtheMHumanMgenomeMisMconstrainedqMvariationMinMratesMofMturnoverMacrossMfunctionalMelementM
classesMinMtheMhumanMlineageeMPLoSoGeneticscM2014cMhgcMehggklil 6 124

50
RareMvariantsMinMPPxRGMwithMdecreasedMactivityMinMadipocyteMdifferentiationMareMassociatedMwithM
increasedMriskMofMtypeMiMdiabeteseMProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedo
StatesoofoAmericacM2014cMhhhcMhjhindji

11.5 121

49 ImprovedMworkflowsMforMhighMthroughputMlibraryMpreparationMusingMtheMtransposomedbasedMNexteraM
systemeMBMCoBiotechnologycM2013cMhjcMhgk 3.5 106

48 TheMorigincMevolutioncMandMfunctionalMimpactMofMshortMinsertionddeletionMvariantsMidentifiedMinMhnpM
humanMgenomeseMGenomeoResearchcM2013cMijcMnkpdmh 9.7 150

47 UnlockingMtheMbottleneckMinMforwardMgeneticsMusingMwholedgenomeMsequencingMandMidentityMbyM
descentMtoMisolateMcausativeMmutationseMPLoSoGeneticscM2013cMpcMehggjihp 6 37

46 GxTqMaMsimulationMframeworkMforMtestingMtheMassociationMofMgenomicMintervalseMBioinformaticscM2013cM
ipcMigkmdo 7.2 136
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45 xMfinedscaleMchimpanzeeMgeneticMmapMfromMpopulationMsequencingeMSciencecM2012cMjjmcMhpjdo 33.3 218

44 xnMintegratedMmapMofMgeneticMvariationMfromMhcgpiMhumanMgenomeseMNaturecM2012cMkphcMlmdml 50.4 6049

43 TheMhumanMpancreaticMisletMtranscriptomeqMexpressionMofMcandidateMgenesMforMtypeMhMdiabetesMandM
theMimpactMofMprodinflammatoryMcytokineseMPLoSoGeneticscM2012cMocMehggilli 6 313

42 xMsystematicMsurveyMofMlossdofdfunctionMvariantsMinMhumanMproteindcodingMgeneseMSciencecM2012cMjjlcMoijdo33.3 880

41 TheMbonoboMgenomeMcomparedMwithMtheMchimpanzeeMandMhumanMgenomeseMNaturecM2012cMkomcMlindjh 50.4 350

40 InsightsMintoMhominidMevolutionMfromMtheMgorillaMgenomeMsequenceeMNaturecM2012cMkojcMhmpdnl 50.4 517

39 xMnewMisolationMwithMmigrationMmodelMalongMcompleteMgenomesMinfersMveryMdifferentMdivergenceM
processesMamongMcloselyMrelatedMgreatMapeMspecieseMPLoSoGeneticscM2012cMocMehggjhil 6 83

38 RecessiveMmutationsMinMSPTyNiMimplicateM˛†dIIIMspectrinMinMbothMcognitiveMandMmotorMdevelopmenteM
PLoSoGeneticscM2012cMocMehggjgnk 6 74

37 xccurateMreconstructionMofMinsertionddeletionMhistoriesMbyMstatisticalMphylogeneticseMPLoSoONEcM2012
cMncMejklni 3.7 23

36 zomparativeMandMdemographicManalysisMofMorangdutanMgenomeseMNaturecM2011cMkmpcMlipdjj 50.4 431

35 βindelqMaccurateMindelMcallsMfromMshortdreadMdataeMGenomeoResearchcM2011cMihcMpmhdnj 9.7 341

34 TheMvariantMcallMformatMandMVzFtoolseMBioinformaticscM2011cMincMihlmdo 7.2 6200

33 StampyqMaMstatisticalMalgorithmMforMsensitiveMandMfastMmappingMofMIlluminaMsequenceMreadseMGenomeo
ResearchcM2011cMihcMpjmdp 9.7 832

32 EstimatingMdivergenceMtimeMandMancestralMeffectiveMpopulationMsizeMofMyorneanMandMSumatranM
orangutanMsubspeciesMusingMaMcoalescentMhiddenMMarkovMmodeleMPLoSoGeneticscM2011cMncMehgghjhp 6 69

31 xMmapMofMhumanMgenomeMvariationMfromMpopulationdscaleMsequencingeMNaturecM2010cMkmncMhgmhdnj 50.4 6142

30 GenomeMassemblyMqualityqMassessmentMandMimprovementMusingMtheMneutralMindelMmodeleMGenomeo
ResearchcM2010cMigcMmnldok 9.7 39

29 MassiveMturnoverMofMfunctionalMsequenceMinMhumanMandMotherMmammalianMgenomeseMGenomeo
ResearchcM2010cMigcMhjjldkj 9.7 76

28 xcceleratedMevolutionMofMtheMPrdmpMspeciationMgeneMacrossMdiverseMmetazoanMtaxaeMPLoSoGeneticscM
2009cMlcMehgggnlj 6 203
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27 GenomicMandMtranscriptionalMcodlocalizationMofMproteindcodingMandMlongMnondcodingMRNxMpairsMinMtheM
developingMbraineMPLoSoGeneticscM2009cMlcMehgggmhn 6 305

26 InvestigatingMselectionMonMvirusesqMaMstatisticalMalignmentMapproacheMBMCoBioinformaticscM2008cMpcMjgk 3.6 8

25 UncertaintyMinMhomologyMinferencesqMassessingMandMimprovingMgenomicMsequenceMalignmenteM
GenomeoResearchcM2008cMhocMipodjgp 9.7 100

24 EvolutionMofMprimateMgeneMexpressionqMdriftMandMcorrectiveMsweepsveMGeneticscM2008cMhogcMhjnpdop 4 14

23 NovelMtypeMIVMsecretionMsystemMinvolvedMinMpropagationMofMgenomicMislandseMJournaloofoBacteriologycM
2007cMhopcMnmhdnh 3.5 103

22 FunctionalityMorMtranscriptionalMnoisevMEvidenceMforMselectionMwithinMlongMnoncodingMRNxseMGenomeo
ResearchcM2007cMhncMllmdml 9.7 530

21 ProbabilisticMwholedgenomeMalignmentsMrevealMhighMindelMratesMinMtheMhumanMandMmouseMgenomeseM
BioinformaticscM2007cMijcMiiopdpm 7.2 49

20 HMMozddaMcompilerMforMhiddenMMarkovMmodelseMBioinformaticscM2007cMijcMikoldn 7.2 27

19 βogMasManMoutgroupMtoMhumanMandMmouseeMPLoSoComputationaloBiologycM2007cMjcMenk 5 24

18 GenomedwideMidentificationMofMhumanMfunctionalMβNxMusingMaMneutralMindelMmodeleMPLoSo
ComputationaloBiologycM2006cMicMel 5 141

17 SignaturesMofMadaptiveMevolutionMwithinMhumanMnondcodingMsequenceeMHumanoMolecularoGeneticscM
2006cMhlMSpecMNoMicMRhngdl 5.6 35

16 yayesianMcoestimationMofMphylogenyMandMsequenceMalignmenteMBMCoBioinformaticscM2005cMmcMoj 3.6 119

15 xMnucleotideMsubstitutionMmodelMwithMnearestdneighbourMinteractionseMBioinformaticscM2004cMigM
SupplMhcMiihmdij 7.2 56

14 xMOLongMIndelOMmodelMforMevolutionaryMsequenceMalignmenteMMolecularoBiologyoandoEvolutioncM2004cM
ihcMlipdkg 8.3 91

13 xnMefficientMalgorithmMforMstatisticalMmultipleMalignmentMonMarbitraryMphylogeneticMtreeseMJournaloofo
ComputationaloBiologycM2003cMhgcMompdop 1.7 38

12 ResonancesMinMaMspringdpendulumqMalgorithmsMforMequivariantMsingularityMtheoryeMNonlinearitycM1998cM
hhcMhlmpdhmgl 1.7 20

11 NewMProofsMandMaMGeneralizationMofMInequalitiesMofMFancMTausskycMandMToddeMJournaloofoMathematicalo
AnalysisoandoApplicationscM1994cMholcMkmkdknm 1.1 4

10 RepertoiredwideMphylogeneticMmodelsMofMyMcellMmolecularMevolutionMrevealMevolutionaryMsignaturesM
ofMagingMandMvaccination 2

(-2009)
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9 FastMhaplotypeMmatchingMinMveryMlargeMcohortsMusingMtheMLiMandMStephensMmodel 4

8 ShortMandMlongdreadMgenomeMsequencingMmethodologiesMforMsomaticMvariantMdetectionrMgenomicM
analysisMofMaMpatientMwithMdiffuseMlargeMydcellMlymphoma 1

7 xncientMxdmixtureMintoMxfricaMfromMtheMancestorsMofMnondxfricans 1

6 βemographicMinferenceMusingMaMparticleMfilterMforMcontinuousMMarkovMJumpMprocesses 3

5 xMunifiedMhaplotypedbasedMmethodMforMaccurateMandMcomprehensiveMvariantMcalling 4

4 InferringMyMcellMspecificityMforMvaccinesMusingMaMmixtureMmodel 2

3 βeepzqMPredictingMchromatinMinteractionsMusingMmegabaseMscaledMdeepMneuralMnetworksMandM
transferMlearning 10

2 xnMintegratedMplatformMtoMsystematicallyMidentifyMcausalMvariantsMandMgenesMforMpolygenicMhumanMtraits 8

1 yenchmarkingMsmalldvariantMgenotypingMinMpolyploids 1
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