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h Paper IF Citations

85 wNpolygenicNriskNscoreNimprovesNriskNstratificationNofNcoronaryNarteryNdiseasepNaNlargecscaleN
prospectiveNyhineseNcohortNstudyddNEuropeanlHeartlJournalbN2022bN 9.5 3

84 IdentificationNofNgeneticNeffectsNunderlyingNtypeNhNdiabetesNinNSouthNwsianNandNEuropeanN
populationsddNCommunicationslBiologybN2022bNkbNiho 6.7 2

83 MulticancestryNgeneticNstudyNofNtypeNhNdiabetesNhighlightsNtheNpowerNofNdiverseNpopulationsNforN
discoveryNandNtranslationddNNaturelGeneticsbN2022bN 36.3 7

82 GeneceducationalNattainmentNinteractionsNinNaNmulticancestryNgenomecwideNmetacanalysisNidentifyN
novelNbloodNpressureNlocidNMolecularlPsychiatrybN2021bNhlbNhgggchghk 15.1 3

81 TranscriptomicNResponseNinNtheNHeartNandNKidneyNtoNzifferentNTypesNofNwntihypertensiveNzrugN
wdministrationdNHypertensionbN2021bNHYPERTENSIONwHwghggnfhl 8.5 2

80 TheNpowerNofNgeneticNdiversityNinNgenomecwideNassociationNstudiesNofNlipidsdNNaturebN2021bN 50.4 24

79 NonlinearNridgeNregressionNimprovesNcellctypecspecificNdifferentialNexpressionNanalysisdNBMCl
BioinformaticsbN2021bNhhbNgjg 3.6 3

78 IntegrativeNgenomicNanalysisNofNbloodNpressureNandNrelatedNphenotypesNinNratsdNDMMlDiseasel
ModelslandlMechanismsbN2021bNgjbN 4.1 2

77
EffectsNofNmaternalNandNfetalNcholineNconcentrationsNonNtheNfetalNgrowthNandNplacentalNzNwN
methylationNofNghNtargetNgenesNrelatedNtoNfetalNgrowthbNadipogenesisbNandNenergyNmetabolismdN
JournalloflObstetricslandlGynaecologylResearchbN2021bNjmbNmijcmjj

1.9 2

76 VenousNthromboembolismNisNcausedNbyNprothrombinNpdwrgkjgTrpNmutationNinNJapaneseNindividualsdN
HumanlGenomelVariationbN2021bNnbNgi 1.8 1

75
SLygkwjNmediatesNMgcproneNmetabolicNshiftsNinNmacrophagesNandNguardsNimmuneNcellsNfromN
metabolicNstressdNProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesloflAmericabN
2021bNggnbN

11.5 4

74 IdentificationNofNtypeNhNdiabetesNlociNinNjiibkjfNEastNwsianNindividualsdNNaturebN2020bNknhbNhjfchjk 50.4 89

73
LOXcgNWLectincLikeNOxidizedNLowczensityNLipoproteinNReceptorcgXNzeletionNHasNProtectiveNEffectsN
onNStrokeNinNtheNGeneticNxackgroundNofNStrokecProneNSpontaneouslyNHypertensiveNRatdNStrokebN
2020bNkgbNgnikcgnji

6.7 6

72 wlterationsNofNlipidNmetabolismbNbloodNpressureNandNfattyNliverNinNspontaneouslyNhypertensiveNratsN
transgenicNforNhumanNcholesterylNesterNtransferNproteindNHypertensionlResearchbN2020bNjibNlkkclll 4.7 4

71 MultiancestryNGenomecWideNwssociationNStudyNofNLipidNLevelsNIncorporatingNGenecwlcoholN
InteractionsdNAmericanlJournalloflEpidemiologybN2019bNgnnbNgfiicgfkj 3.8 39

70 MulticancestryNstudyNofNbloodNlipidNlevelsNidentifiesNfourNlociNinteractingNwithNphysicalNactivitydN
NaturelCommunicationsbN2019bNgfbNiml 17.4 41

69 GenomecwideNmetacanalysisNidentifiesNmultipleNnovelNlociNassociatedNwithNserumNuricNacidNlevelsNinN
JapaneseNindividualsdNCommunicationslBiologybN2019bNhbNggk 6.7 42
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68 wNmulticancestryNgenomecwideNstudyNincorporatingNgenecsmokingNinteractionsNidentifiesNmultipleN
newNlociNforNpulseNpressureNandNmeanNarterialNpressuredNHumanlMolecularlGeneticsbN2019bNhnbNhlgkchlii 5.6 14

67 MulticancestryNgenomecwideNgenecsmokingNinteractionNstudyNofNinmbhmhNindividualsNidentifiesNnewN
lociNassociatedNwithNserumNlipidsdNNaturelGeneticsbN2019bNkgbNlilcljn 36.3 59

66 wNLargecScaleNMulticancestryNGenomecwideNStudyNwccountingNforNSmokingNxehaviorNIdentifiesN
MultipleNSignificantNLociNforNxloodNPressuredNAmericanlJournalloflHumanlGeneticsbN2018bNgfhbNimkcjff 11 59

65 NovelNgeneticNassociationsNforNbloodNpressureNidentifiedNviaNgenecalcoholNinteractionNinNupNtoNkmfKN
individualsNacrossNmultipleNancestriesdNPLoSlONEbN2018bNgibNefgongll 3.7 31

64 MultiancestryNgenomecwideNassociationNstudyNofNkhfbfffNsubjectsNidentifiesNihNlociNassociatedNwithN
strokeNandNstrokeNsubtypesdNNaturelGeneticsbN2018bNkfbNkhjckim 36.3 536

63 InterethnicNanalysesNofNbloodNpressureNlociNinNpopulationsNofNEastNwsianNandNEuropeanNdescentdN
NaturelCommunicationsbN2018bNobNkfkh 17.4 29

62 FurtherNdissectionNofNQTLsNforNsaltcinducedNstrokeNandNidentificationNofNcandidateNgenesNinNtheN
strokecproneNspontaneouslyNhypertensiveNratdNScientificlReportsbN2018bNnbNojfi 4.9 4

61 GenomecwideNassociationNanalysisNidentifiesNnovelNbloodNpressureNlociNandNoffersNbiologicalNinsightsN
intoNcardiovascularNriskdNNaturelGeneticsbN2017bNjobNjficjgk 36.3 313

60 GeneticNinvalidationNofNLpcPLwNasNaNtherapeuticNtargetpNLargecscaleNstudyNofNfiveNfunctionalN
LpcPLwcloweringNallelesdNEuropeanlJournalloflPreventivelCardiologybN2017bNhjbNjohckfj 3.9 16

59 ProteincTruncatingNVariantsNatNtheNyholesterylNEsterNTransferNProteinNGeneNandNRiskNforNyoronaryN
HeartNziseasedNCirculationlResearchbN2017bNghgbNngcnn 15.7 48

58
wssociationNanalysesNofNEastNwsianNindividualsNandNtranscancestryNanalysesNwithNEuropeanNindividualsN
revealNnewNlociNassociatedNwithNcholesterolNandNtriglycerideNlevelsdNHumanlMolecularlGeneticsbN2017bN
hlbNgmmfcgmnj

5.6 90

57 EpigenomecwideNassociationNstudyNofNbodyNmassNindexbNandNtheNadverseNoutcomesNofNadipositydN
NaturebN2017bNkjgbNngcnl 50.4 511

56 TheNfinecscaleNgeneticNstructureNandNevolutionNofNtheNJapaneseNpopulationdNPLoSlONEbN2017bNghbNefgnkjnm3.7 21

55
ImpactNofNcommonNgeneticNdeterminantsNofNHemoglobinNwgcNonNtypeNhNdiabetesNriskNandNdiagnosisN
inNancestrallyNdiverseNpopulationspNwNtransethnicNgenomecwideNmetacanalysisdNPLoSlMedicinebN2017bN
gjbNegffhini

11.6 223

54 LysosomeNbiogenesisNregulatedNbyNtheNaminocacidNtransporterNSLygkwjNisNcriticalNforNfunctionalN
integrityNofNmastNcellsdNInternationallImmunologybN2017bNhobNkkgckll 4.9 10

53 GenomecwideNassociationNstudiesNinNEastNwsiansNidentifyNnewNlociNforNwaistchipNratioNandNwaistN
circumferencedNScientificlReportsbN2016bNlbNgmokn 4.9 48

52 TransancestralNfinecmappingNofNfourNtypeNhNdiabetesNsusceptibilityNlociNhighlightsNpotentialNcausalN
regulatoryNmechanismsdNHumanlMolecularlGeneticsbN2016bNhkbNhfmfchfng 5.6 20

51 TranscancestryNgenomecwideNassociationNstudyNidentifiesNghNgeneticNlociNinfluencingNbloodNpressureN
andNimplicatesNaNroleNforNzNwNmethylationdNNaturelGeneticsbN2015bNjmbNghnhcghoi 36.3 223
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50 ziseasecassociatedNpolymorphismsNinNophgNareNnotNassociatedNwithNextremeNlongevitydNGeriatricsl
andlGerontologylInternationalbN2015bNgkbNmomcnfi 2.9 6

49 MetacanalysisNofNgenomecwideNassociationNstudiesNofNadultNheightNinNEastNwsiansNidentifiesNgmNnovelN
locidNHumanlMolecularlGeneticsbN2015bNhjbNgmogcnff 5.6 71

48 HeterogeneousNeffectsNofNassociationNbetweenNbloodNpressureNlociNandNcoronaryNarteryNdiseaseNinN
eastNwsianNindividualsdNCirculationlJournalbN2015bNmobNnifcn 2.9 2

47
InvestigationNofNFunctionalNGenesNatNHomologousNLociNIdentifiedNxasedNonNGenomecwideN
wssociationNStudiesNofNxloodNLipidsNviaNHighcfatNzietNInterventionNinNRatsNusingNanNinNvivoNwpproachdN
JournalloflAtherosclerosislandlThrombosisbN2015bNhhbNjkkcnf

4 7

46 GenomecwideNassociationNmetacanalysisNidentifiesNnovelNvariantsNassociatedNwithNfastingNplasmaN
glucoseNinNEastNwsiansdNDiabetesbN2015bNljbNhogcn 0.9 43

45 IdentificationNofNaNgeneticNvariantNatNhqghdgNassociatedNwithNbloodNpressureNinNEastNwsiansNbyN
genomecwideNscanNincludingNgenecenvironmentNinteractionsdNBMClMedicallGeneticsbN2014bNgkbNlk 2.1 12

44 MetacanalysisNofNgenomecwideNassociationNstudiesNinNEastNwsiancancestryNpopulationsNidentifiesNfourN
newNlociNforNbodyNmassNindexdNHumanlMolecularlGeneticsbN2014bNhibNkjohckfj 5.6 141

43 wNmetacanalysisNofNgenomecwideNassociationNstudiesNforNadiponectinNlevelsNinNEastNwsiansNidentifiesN
aNnovelNlocusNnearNWzRggcFGFRhdNHumanlMolecularlGeneticsbN2014bNhibNggfncgo 5.6 53

42 SystematicNfinecmappingNofNassociationNwithNxMINandNtypeNhNdiabetesNatNtheNFTONlocusNbyN
integratingNresultsNfromNmultipleNethnicNgroupsdNPLoSlONEbN2014bNobNegfgiho 3.7 7

41
GenomecwideNassociationNanalysisNofNbloodcpressureNtraitsNinNwfricancancestryNindividualsNrevealsN
commonNassociatedNgenesNinNwfricanNandNnoncwfricanNpopulationsdNAmericanlJournalloflHumanl
GeneticsbN2013bNoibNkjkckj

11 145

40 yomparingNmethodsNforNperformingNtranscethnicNmetacanalysisNofNgenomecwideNassociationNstudiesdN
HumanlMolecularlGeneticsbN2013bNhhbNhificgg 5.6 48

39 InsightsNintoNtheNgeneticNbasisNofNtypeNhNdiabetesdNJournalloflDiabeteslInvestigationbN2013bNjbNhiicjj 3.9 44

38 yandidateNgenesNrevisitedNinNtheNgeneticsNofNhypertensionNandNbloodNpressuredNHypertensionl
ResearchbN2013bNilbNgfihcj 4.7 1

37 GenomecwideNassociationNstudyNmetacanalysisNrevealsNtransethnicNreplicationNofNmeanNarterialNandN
pulseNpressureNlocidNHypertensionbN2013bNlhbNnkico 8.5 60

36 yommonNvariantsNatNyzKwLgNandNKLFoNareNassociatedNwithNbodyNmassNindexNinNeastNwsianN
populationsdNNaturelGeneticsbN2012bNjjbNifhcl 36.3 192

35 TheNstrokecproneNspontaneouslyNhypertensiveNratpNstillNaNusefulNmodelNforNpostcGWwSNgeneticN
studiesudNHypertensionlResearchbN2012bNikbNjmmcnj 4.7 21

34 ReevaluationNofNtheNassociationNofNsevenNcandidateNgenesNwithNbloodNpressureNandNhypertensionpNaN
replicationNstudyNandNmetacanalysisNwithNaNlargerNsampleNsizedNHypertensionlResearchbN2012bNikbNnhkcig 4.7 38

33 EthnicNdiversityNinNtypeNhNdiabetesNgeneticsNbetweenNEastNwsiansNandNEuropeansdNJournalloflDiabetesl
InvestigationbN2012bNibNijockg 3.9 4
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32 GenomecwideNassociationNstudyNofNcoronaryNarteryNdiseaseNinNtheNJapanesedNEuropeanlJournallofl
HumanlGeneticsbN2012bNhfbNiiicjf 5.3 123

31 MetacanalysisNidentifiesNcommonNvariantsNassociatedNwithNbodyNmassNindexNinNeastNwsiansdNNaturel
GeneticsbN2012bNjjbNifmcgg 36.3 301

30 MetacanalysisNidentifiesNmultipleNlociNassociatedNwithNkidneyNfunctioncrelatedNtraitsNinNeastNwsianN
populationsdNNaturelGeneticsbN2012bNjjbNofjco 36.3 201

29 EthnicNdifferencesNinNgeneticNpredispositionNtoNhypertensiondNHypertensionlResearchbN2012bNikbNkmjcng 4.7 41

28 wssociationNofNgeneticNvariantsNinfluencingNlipidNlevelsNwithNcoronaryNarteryNdiseaseNinNJapaneseN
individualsdNPLoSlONEbN2012bNmbNejlink 3.7 38

27 zeletionNofNyzKwLgNaffectsNhighcfatNdietcinducedNfatNaccumulationNandNglucosecstimulatedNinsulinN
secretionNinNmicebNindicatingNrelevanceNtoNdiabetesdNPLoSlONEbN2012bNmbNejofkk 3.7 22

26 MetacanalysisNofNgenomecwideNassociationNstudiesNidentifiesNeightNnewNlociNforNtypeNhNdiabetesNinN
eastNwsiansdNNaturelGeneticsbN2011bNjjbNlmcmh 36.3 475

25 GenomecwideNassociationNstudyNinNindividualsNofNSouthNwsianNancestryNidentifiesNsixNnewNtypeNhN
diabetesNsusceptibilityNlocidNNaturelGeneticsbN2011bNjibNonjco 36.3 406

24 NoncalcoholicNfattyNliverNdiseaseNinNaNruralbNphysicallyNactivebNlowNincomeNpopulationNinNSriNLankadN
BMClResearchlNotesbN2011bNjbNkgi 2.3 38

23 yonfirmationNofNwLzHhNasNaNMajorNlocusNofNdrinkingNbehaviorNandNofNitsNvariantsNregulatingNmultipleN
metabolicNphenotypesNinNaNJapaneseNpopulationdNCirculationlJournalbN2011bNmkbNoggcn 2.9 104

22 MetacanalysisNofNgenomecwideNassociationNstudiesNidentifiesNcommonNvariantsNassociatedNwithN
bloodNpressureNvariationNinNeastNwsiansdNNaturelGeneticsbN2011bNjibNkigcn 36.3 442

21 wssociationNofNgeneticNvariantsNforNsusceptibilityNtoNobesityNwithNtypeNhNdiabetesNinNJapaneseN
individualsdNDiabetologiabN2011bNkjbNgikfco 10.3 58

20 xloodNpressureNandNhypertensionNareNassociatedNwithNmNlociNinNtheNJapaneseNpopulationdNCirculationbN
2010bNghgbNhifhco 16.7 147

19 zeletionNofNyzKwLgNaffectsNmitochondrialNwTPNgenerationNandNfirstcphaseNinsulinNexocytosisdNPLoSl
ONEbN2010bNkbNegkkki 3.7 57

18 yonfirmationNofNmultipleNriskNLociNandNgeneticNimpactsNbyNaNgenomecwideNassociationNstudyNofNtypeN
hNdiabetesNinNtheNJapaneseNpopulationdNDiabetesbN2009bNknbNglofco 0.9 196

17 GenecenvironmentalNinteractionNregardingNalcoholcmetabolizingNenzymesNinNtheNJapaneseNgeneralN
populationdNHypertensionlResearchbN2009bNihbNhfmcgi 4.7 42

16 SystemicNevaluationNofNgeneNexpressionNchangesNinNmajorNtargetNorgansNinducedNbyNatorvastatindN
EuropeanlJournalloflPharmacologybN2008bNknjbNimlcno 5.3 9

15 yandesartancinducedNgeneNexpressionNinNfiveNorgansNofNstrokecproneNspontaneouslyNhypertensiveN
ratsdNHypertensionlResearchbN2008bNigbNgolicmk 4.7 3
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14 zynamicNchangesNofNtheNrenincangiotensinNandNassociatedNsystemsNinNtheNratNafterNpharmacologicalN
andNdietaryNinterventionsNinNvivodNPhysiologicallGenomicsbN2008bNikbNiifcjf 3.6 3

13 HapMapNcoverageNforNSNPsNinNtheNJapaneseNpopulationdNJournalloflHumanlGeneticsbN2008bNkibNolcoo 4.3 6

12 HighcdensityNassociationNstudyNandNnominationNofNsusceptibilityNgenesNforNhypertensionNinNtheN
JapaneseNNationalNProjectdNHumanlMolecularlGeneticsbN2008bNgmbNlgmchm 5.6 44

11 wnalysisNofNKRwPNexpressionNandNlocalizationbNandNgenesNregulatedNbyNKRwPNinNaNhumanNcolonN
cancerNcellNlinedNJournalloflHumanlGeneticsbN2007bNkhbNomnconj 4.3 24

10 EvaluationNofNinsulinNresistanceNlinkageNtoNratNchromosomeNjNinNSHRNofNaNJapaneseNcolonydN
BiochemicallandlBiophysicallResearchlCommunicationsbN2005bNihobNnmocnm 3.4 6

9 IdentificationNofNquantitativeNtraitNlociNforNcardiacNhypertrophyNinNtwoNdifferentNstrainsNofNtheN
spontaneouslyNhypertensiveNratdNHypertensionlResearchbN2005bNhnbNhmicng 4.7 13

8 GenomecwideNlinkageNanalysisNofNtypeNhNdiabetesNmellitusNreconfirmsNtheNsusceptibilityNlocusNonN
ggpgicpghNinNJapanesedNJournalloflHumanlGeneticsbN2004bNjobNlhoclij 4.3 18

7 GenomecwideNsearchesNforNbloodNpressureNquantitativeNtraitNlociNinNtheNstrokecproneNspontaneouslyN
hypertensiveNratNofNaNJapaneseNcolonydNJournalloflHypertensionbN2003bNhgbNhokcifi 1.9 24

6 IsolationNofNaNchromosomeNgNregionNaffectingNbloodNpressureNandNvascularNdiseaseNtraitsNinNtheN
strokecproneNratNmodeldNHypertensionbN2003bNjhbNggogcm 8.5 36

5 GeneticNanalysisNinNhumanNhypertensiondNHypertensionlResearchbN2002bNhkbNigochm 4.7 34

4 PropositionNofNaNfeasibleNprotocolNtoNevaluateNsaltNsensitivityNinNaNpopulationcbasedNsettingdN
HypertensionlResearchbN2002bNhkbNnfgco 4.7 8

3 IdentificationNofNquantitativeNtraitNlociNforNserumNcholesterolNlevelsNinNstrokecproneNspontaneouslyN
hypertensiveNratsdNArteriosclerosis,lThrombosis,landlVascularlBiologybN2000bNhfbNhhico 9.4 31

2 wbsenceNofNydilNmutationNinNtheNoriginalNspontaneouslyNhypertensiveNratsNwithNinsulinNresistancedN
NaturelGeneticsbN1999bNhhbNhhlcn 36.3 54

1 IdentificationNofNtypeNhNdiabetesNlociNinNjiibkjfNEastNwsianNindividuals 4
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