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36 SinglehcellQeQTLQmodelsQrevealQdynamicQTQcellQstateQdependenceQofQdiseaseQlociiiQNaturegQ2022gQ 50.4 4

35 AQhighhresolutionQHLAQreferenceQpanelQcapturingQglobalQpopulationQdiversityQenablesQmultihancestryQ
finehmappingQinQHIVQhostQresponseiQNature GeneticsgQ2021gQqogQmqlphmqmr 36.3 7

34 MultimodallyQprofilingQmemoryQTQcellsQfromQaQtuberculosisQcohortQidentifiesQcellQstateQassociationsQ
withQdemographicsgQenvironmentQandQdiseaseiQNature ImmunologygQ2021gQnngQstmhsuo 19.1 13

33 HATKvQHLAQanalysisQtoolkitiQBioinformaticsgQ2021gQosgQpmrhpmt 7.2 4

32 EstimatingQheritabilityQandQitsQenrichmentQinQtissuehspecificQgeneQsetsQinQadmixedQpopulationsiQ
Human Molecular GeneticsgQ2021gQolgQmqnmhmqop 5.6 6

31 PopulationhspecificQcausalQdiseaseQeffectQsizesQinQfunctionallyQimportantQregionsQimpactedQbyQ
selectioniQNature CommunicationsgQ2021gQmngQmlut 17.4 16

30 AccurateQimputationQofQhumanQleukocyteQantigensQwithQCookHLAiQNature CommunicationsgQ2021gQ
mngQmnrp 17.4 5

29 AQpositivelyQselectedQFBNmQmissenseQvariantQreducesQheightQinQPeruvianQindividualsiQNaturegQ2020gQ
qtngQnophnou 50.4 15

28 AllelehspecificQexpressionQchangesQdynamicallyQduringQTQcellQactivationQinQHLAQandQotherQ
autoimmuneQlociiQNature GeneticsgQ2020gQqngQnpshnqo 36.3 33

27 GenomehwideQStudyQIdentifiesQAssociationQbetweenQHLAhBqqvlmQandQSelfhReportedQPenicillinQ
AllergyiQAmerican Journal of Human GeneticsgQ2020gQmlsgQrmnhrnm 11 17

26 AdvancesQinQgeneticsQtowardQidentifyingQpathogenicQcellQstatesQofQrheumatoidQarthritisiQ
Immunological ReviewsgQ2020gQnupgQmtthnlp 11.3 9

25 EarlyQprogressionQtoQactiveQtuberculosisQisQaQhighlyQheritableQtraitQdrivenQbyQoqnoQinQPeruviansiQ
Nature CommunicationsgQ2019gQmlgQosrq 17.4 18

24 IMPACTvQGenomicQAnnotationQofQCellhStatehSpecificQRegulatoryQElementsQInferredQfromQtheQ
EpigenomeQofQBoundQTranscriptionQFactorsiQAmerican Journal of Human GeneticsgQ2019gQmlpgQtsuhtuq 11 21

23 DiscoveringQinQvivoQcytokineheQTLQinteractionsQfromQaQlupusQclinicalQtrialiQGenome BiologygQ2018gQmugQmrt 18.3 19

22 FinehmappingQandQfunctionalQstudiesQhighlightQpotentialQcausalQvariantsQforQrheumatoidQarthritisQandQ
typeQmQdiabetesiQNature GeneticsgQ2018gQqlgQmorrhmosp 36.3 82

21 GenomehwideQassociationQstudyQimplicatesQimmuneQactivationQofQmultipleQintegrinQgenesQinQ
inflammatoryQbowelQdiseaseiQNature GeneticsgQ2017gQpugQnqrhnrm 36.3 462

20 ExploringQtheQgeneticQarchitectureQofQinflammatoryQbowelQdiseaseQbyQwholehgenomeQsequencingQ
identifiesQassociationQatQADCYsiQNature GeneticsgQ2017gQpugQmtrhmun 36.3 104
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19 AQreferenceQpanelQofQrpgusrQhaplotypesQforQgenotypeQimputationiQNature GeneticsgQ2016gQptgQmnsuhto 36.3 1447

18 IntrahhostQdynamicsQofQEbolaQvirusQduringQnlmpiQNature MicrobiologygQ2016gQmgQmrmqm 26.6 54

17 HLAQclassQIIQsequenceQvariantsQinfluenceQtuberculosisQriskQinQpopulationsQofQEuropeanQancestryiQ
Nature GeneticsgQ2016gQptgQomthnn 36.3 92

16 GeneticQdiversityQandQevolutionaryQdynamicsQofQEbolaQvirusQinQSierraQLeoneiQNaturegQ2015gQqnpgQuohr 50.4 121

15 SusceptibilityQtoQtuberculosisQisQassociatedQwithQvariantsQinQtheQASAPmQgeneQencodingQaQregulatorQofQ
dendriticQcellQmigrationiQNature GeneticsgQ2015gQpsgQqnohqns 36.3 112

14 TranshancestryQgenomehwideQassociationQstudyQidentifiesQnovelQgeneticQmechanismsQinQrheumatoidQarthritis 2

13 GenomehwideQstudyQidentifiesQassociationQbetweenQHLAhBeqqvlmQandQpenicillinQallergy 2

12 IMPACTvQGenomicQannotationQofQcellhstatehspecificQregulatoryQelementsQinferredQfromQtheQ
epigenomeQofQboundQtranscriptionQfactors 1

11 GenomehwideQassociationQstudyQimplicatesQimmuneQactivationQofQmultipleQintegrinQgenesQinQ
inflammatoryQbowelQdisease 4

10 DiscoveringQinQvivoQcytokineQeQTLQinteractionsQfromQaQlupusQclinicalQtrial 3

9 FinehmappingQidentifiesQcausalQvariantsQforQRAQandQTmDQinQDNASEmLogQSIRPGgQMEGogQTNFAIPoQandQ
CDntkCTLApQloci 4

8 MultimodalQmemoryQTQcellQprofilingQidentifiesQaQreductionQinQaQpolyfunctionalQThmsQstateQassociatedQ
withQtuberculosisQprogression 7

7 AQhighhresolutionQHLAQreferenceQpanelQcapturingQglobalQpopulationQdiversityQenablesQmultihethnicQ
finehmappingQinQHIVQhostQresponse 6

6 HLAQautoimmuneQriskQallelesQrestrictQtheQhypervariableQregionQofQTQcellQreceptors 4

5 ProgressionQofQrecentQMycobacteriumQtuberculosisQexposureQtoQactiveQtuberculosisQisQaQhighlyQ
heritableQcomplexQtraitQdrivenQbyQoqnoQinQPeruvians 2

4 EstimatingQheritabilityQandQitsQenrichmentQinQtissuehspecificQgeneQsetsQinQadmixedQpopulations 4

3 AllelehspecificQexpressionQchangesQdynamicallyQduringQTQcellQactivationQinQHLAQandQotherQ
autoimmuneQloci 4

2 PopulationhspecificQcausalQdiseaseQeffectQsizesQinQfunctionallyQimportantQregionsQimpactedQbyQselection 4
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1 ModelingQmemoryQTQcellQstatesQatQsinglehcellQresolutionQidentifiesQinQvivoQstatehdependenceQofQ
eQTLsQinfluencingQdisease 1
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