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diseaseNmodelsbNJournalhofhClinicalhInvestigation]N2020]Negd]Nmdhamfd 15.9 55
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48 PluripotentNstemNcellabasedNtherapyNforNParkinsonVsNdiseasenNwurrentNstatusNandNfutureNprospectsbN
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ResolutionbNDevelopmentalhCell]N2019]Nhm]Nedafm 10.2 39
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42 uutomatedNtypingNofNredNbloodNcellNandNplateletNantigensnNaNwholeagenomeNsequencingNstudybN
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vloodNtranscriptomicNcomparisonNofNindividualsNwithNandNwithoutNautismNspectrumNdisordernNuN
combinedasamplesNmegaaanalysisbNAmericanhJournalhofhMedicalhGeneticshParthB:hNeuropsychiatrich
Genetics]N2017]Nekh]Neleafde
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39 unalysisNofNtheNOtdadependentNtranscriptomeNsupportsNtheNevolutionaryNconservationNofN
wRXcOTXcOTxNfunctionsNinNfliesNandNvertebratesbNDevelopmentalhBiology]N2008]Ngei]Nifeagh 3.1 34

38 SummarizingNpolygenicNrisksNforNcomplexNdiseasesNinNaNclinicalNwholeagenomeNreportbNGeneticshinh
Medicine]N2015]Nek]Nigjahh 8.1 30

37 womparativeNanalysisNofNwholeagenomeNsequencingNpipelinesNtoNminimizeNfalseNnegativeNfindingsbN
ScientifichReports]N2019]Nm]Ngfem 4.9 29

36 IehlMNvariantNinNPNPLugNreducesNcentralNadiposityNandNmetabolicNdiseaseNrisksNwhileNincreasingN
nonalcoholicNfattyNliverNdiseasebNLiverhInternational]N2015]Ngi]Nfigkahj 7.9 24

35 MeasuringNcoverageNandNaccuracyNofNwholeaexomeNsequencingNinNclinicalNcontextbNGeneticshinh
Medicine]N2018]Nfd]Nejekaejfj 8.1 23

34 HighlyNdifferentiatedNcytotoxicNTNcellsNinNinclusionNbodyNmyositisbNBrain]N2019]Nehf]Nfimdafjdh 11.2 22

33 PathwayabasedNoutlierNmethodNrevealsNheterogeneousNgenomicNstructureNofNautismNinNbloodN
transcriptomebNBMChMedicalhGenomics]N2013]Nj]Ngh 3.7 20

32 TheNGenomicsNResearchNandNInnovationNNetworknNcreatingNanNinteroperable]Nfederated]NgenomicsN
learningNsystembNGeneticshinhMedicine]N2020]Nff]Ngkeagld 8.1 19

31 PrioritizingNdiseasealinkedNvariants]Ngenes]NandNpathwaysNwithNanNinteractiveNwholeagenomeNanalysisN
pipelinebNHumanhMutation]N2014]Ngi]Nigkahk 4.7 18

30 IntegrationNofNheterogeneousNexpressionNdataNsetsNextendsNtheNroleNofNtheNretinolNpathwayNinN
diabetesNandNinsulinNresistancebNBioinformatics]N2009]Nfi]Ngefeak 7.2 17

29 woainhibitoryNTNcellNreceptorNKLRGenNhumanNcancerNexpressionNandNefficacyNofNneutralizationNinN
murineNcancerNmodelsbNOncotarget]N2019]Ned]Negmmaehdj 3.3 17

28 xivergentNdysregulationNofNgeneNexpressionNinNmurineNmodelsNofNfragileNXNsyndromeNandNtuberousN
sclerosisbNMolecularhAutism]N2014]Ni]Nej 6.5 15

27 ulteredNvulnerabilityNtoNasthmaNatNvariousNlevelsNofNambientNvenzo[a]PyreneNbyNwTLuh]NSTuThNandN
wYPfyeNpolymorphismsbNEnvironmentalhPollution]N2017]Nfge]Neeghaeehh 9.3 15

26 wrosswhipnNaNsystemNsupportingNcomparativeNanalysisNofNdifferentNgenerationsNofNuffymetrixNarraysbN
Bioinformatics]N2005]Nfe]Nfeejak 7.2 15

25 uNsurveyNofNgeneticNvariantsNinNSuRSawoVafNinteractingNdomainsNofNuwyf]NTMPRSSfNandNTLRgckclN
acrossNpopulationsbNInfectionwhGeneticshandhEvolution]N2020]Nli]Nedhidk 4.5 15

24 xevelopmentNofNtheNPrecisionNLinkNviobankNatNvostonNwhildrenVsNHospitalnNwhallengesNandN
OpportunitiesbNJournalhofhPersonalizedhMedicine]N2017]Nk]N 3.6 13

23 LearningNaNwomorbidityaxrivenNTaxonomyNofNPediatricNPulmonaryNHypertensionbNCirculationh
Research]N2017]Nefe]Ngheagig 15.7 12
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22 GeneNexpressionNanalysisNinNzmreKONmiceNidentifiesNanNimmunologicalNsignatureNinNbrainNtissueNandN
mGluRiarelatedNsignalingNinNprimaryNneuronalNculturesbNMolecularhAutism]N2015]Nj]Njj 6.5 11

21 uNmodeladrivenNmethodologyNforNexploringNcomplexNdiseaseNcomorbiditiesNappliedNtoNautismN
spectrumNdisorderNandNinflammatoryNbowelNdiseasebNJournalhofhBiomedicalhInformatics]N2016]Njg]Ngjjagkl10.2 9

20 woncordanceNbetweenNgeneNexpressionNinNperipheralNwholeNbloodNandNcolonicNtissueNinNchildrenN
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19 uNwholeNgenomeNapproachNforNdiscoveringNtheNgeneticNbasisNofNbloodNgroupNantigensnNindependentN
confirmationNforNPeNandNXgbNTransfusion]N2019]Nim]Nmdlamei 2.9 9

18 unNImprovedNPredictionNModelNforNOvarianNwancerNUsingNUrinaryNviomarkersNandNaNNovelNValidationN
StrategybNInternationalhJournalhofhMolecularhSciences]N2019]Nfd]N 6.3 8
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16 gSearchnNaNfastNandNflexibleNgeneralNsearchNtoolNforNwholeagenomeNsequencingbNBioinformatics]N2012]N
fl]Nfekjak 7.2 7

15 TwoNmacrophages]NosteoclastsNandNmicroglianNfromNdevelopmentNtoNpleiotropybNBonehResearch]N
2021]Nm]Nee 13.3 7

14 xyPTORNmodulatesNactivationNresponsesNinNwxhNTNcellsNandNenhancesNimmunoregulationNfollowingN
transplantationbNAmericanhJournalhofhTransplantation]N2019]Nem]Nkkall 8.7 6

13 ReducingNfalseapositiveNincidentalNfindingsNwithNensembleNgenotypingNandNlogisticNregressionNbasedN
variantNfilteringNmethodsbNHumanhMutation]N2014]Ngi]Nmgjahh 4.7 6

12 TNwellaSpecificNudaptorNProteinNRegulatesNMitochondrialNzunctionNandNwxhNTNRegulatoryNwellN
uctivityNInNVivoNfollowingNTransplantationbNJournalhofhImmunology]N2019]Nfdg]Nfgflafggl 5.3 4

11 SolvingNforNXnNyvidenceNforNsexaspecificNautismNbiomarkersNacrossNmultipleNtranscriptomicNstudiesbN
AmericanhJournalhofhMedicalhGeneticshParthB:hNeuropsychiatrichGenetics]N2019]Neld]Ngkkaglm 3.5 3

10 GenoPhenonNcatalogingNlargeascaleNphenotypicNandNnextagenerationNsequencingNdataNwithinNhumanN
datasetsbNBriefingshinhBioinformatics]N2021]Nff]Niiaji 13.4 3

9
ussessmentNofNcoverageNforNendogenousNmetabolitesNandNexogenousNchemicalNcompoundsNusingNanN
untargetedNmetabolomicsNplatformbNPacifichSymposiumhonhBiocomputinghPacifichSymposiumhonh
Biocomputing]N2020]Nfi]Nilkaiml

1.3 2

8
GeneticNvariationNanalysesNindicateNconservedNSuRSawoVafahostNinteractionNandNvariedNgeneticN
adaptationNinNimmuneNresponseNfactorsNinNmodernNhumanNevolutionbNDevelopmenthGrowthhandh
Differentiation]N2021]Njg]Nfemaffk
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7 WyScovernNselectionNbetweenNclinicalNwholeNexomeNsequencingNandNgeneNpanelNtestingbNBMCh
Bioinformatics]N2021]Nff]Nfim 3.6 2

6 uNtwoastepNgasNchromatographyatandemNmassNspectrometryNmethodNforNmeasurementNofNmultipleN
environmentalNpollutantsNinNhumanNplasmabNEnvironmentalhSciencehandhPollutionhResearch]N2021]Nfl]Ngfjjagfkm5.1 2

5
InhibitionNofNmevalonateNmetabolismNbyNstatinsNaugmentsNtheNimmunoregulatoryNphenotypeNofN
vascularNendothelialNcellsNandNinhibitsNtheNcostimulationNofNwxhNTNcellsbNAmericanhJournalhofh
Transplantation]N2021]N
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4 StatisticalNmethodsNinNcardiacNgeneNexpressionNprofilingnNfromNimageNtoNfunctionbNMethodshinh
MolecularhBiology]N2007]Ngjj]Nkiaedi 1.4 1

3 PlasmaNmetabolomicsNofNautismNspectrumNdisorderNandNinfluenceNofNsharedNcomponentsNinNprobandN
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2
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2020]Nhe]Nglkagmj

4.7

1
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