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l Paper IF Citations

494 TheHollelicHzandscapeHofHvumanHploodHqellHTraitHéariationHandHzinksHtoHqommonHqomplexHriseaseVH
CellTH2016THZdeTHZbZcUZb_gVeZg 56.2 637

493 TheHwnternationalHvumanHspigenomeHqonsortiumhHoHplueprintHforHScientificHqollaborationHandH
riscoveryVHCellTH2016THZdeTHZZbcUZZbg 56.2 232

492 ueneticHrriversHofHspigeneticHandHTranscriptionalHéariationHinHvumanHwmmuneHqellsVHCellTH2016THZdeTHZagfUZbZbVe_b56.2 339

491 qoncertedHueneticHtunctionHinHploodHTraitsVHCellTH2016THZdeTHZZdeUZZdg 56.2 3

490  esearchHvighlightsVH2017THacTHaXUaX 3

489 uenomeUwideHanalysisHofHdifferentialHtranscriptionalHandHepigeneticHvariabilityHacrossHhumanH
immuneHcellHtypesVHGenomerBiologyTH2017THZfTHZf 18.3 70

488 spigeneticHolterationsHinHqellularHwmmunityhH’ewHwnsightsHintoHoutoimmuneHriseasesVH2017THbZTHdbcUddX 23

487 spigeneticsHofHotherosclerosishHsmergingHMechanismsHandHMethodsVH2017TH_aTHaa_Uabe 109

486 tunctionalHvariationHinHallelicHmethylomesHunderscoresHaHstrongHgeneticHcontributionHandHrevealsH
novelHepigeneticHalterationsHinHtheHhumanHepigenomeVHGenomerBiologyTH2017THZfTHcX 18.3 57

485 ’ewHJprogrammersJHinHtissueHmacrophageHactivationVH2017THbdgTHaecUafa 7

484 ueneticHadvancesHinHsystemicHlupusHerythematosushHanHupdateVH2017TH_gTHb_aUbaa 84

483 ueneticUepigeneticHinteractionsHinHcishHaHmajorHfocusHinHtheHpostUuöoSHeraVHGenomerBiologyTH2017TH
ZfTHZ_X 18.3 76

482 wnterindividualHepigeneticHvariabilityhHSoundHorHnoisemVH2017THagTHZeXXXcc 14

481 ossociatingHcellularHepigeneticHmodelsHwithHhumanHphenotypesVH2017THZfTHbbZUbcZ 176

480 ”recancerHotlasHtoHrriveH”recisionH”reventionHTrialsVH2017THeeTHZcZXUZcbZ 81

479 spigeneticHvariationHtakingHcenterHstageHinHimmunologicalHresearchVH2017THgTHaecUaef 3

478 zivingHinHanHadaptiveHworldhHuenomicHdissectionHofHtheHgenusHandHitsHimmuneHresponseVH2017TH_ZbTHfeeUfgb 28

Citation Report

2



477 pioinformaticHapproachesHtoHinterrogatingHvitaminHrHreceptorHsignalingVH2017THbcaTHaUZa 4

476 éitaminHrH eceptorHSignalingHandHqancerVH2017THbdTHZXXgUZXaf 34

475 TheHspigenomicHonalysisHofHvumanH“besityVH2017TH_cTHZbeZUZbfZ 27

474 wmmunogenomicHapproachesHtoHunderstandHtheHfunctionHofHimmuneHdiseaseHvariantsVH2017THZc_THc_eUcac 4

473 TheH oleHofH’oncodingHueneticHéariationHinHwsolatedH“rofacialHqleftsVH2017THgdTHZ_afUZ_be 12

472 TranslationalH”erspectiveHonHspigeneticsHin´ qardiovascularHriseaseVH2017THeXTHcgXUdXd 51

471 wnferringH”astHsnvironmentsHfromHoncientHspigenomesVH2017THabTH_b_gU_baf 29

470 spigeneticHresearchHinHmultipleHsclerosishHprogressTHchallengesTHandHopportunitiesVH2017THbgTHbbeUbdZ 22

469 StochasticsHofHqellularHrifferentiationHsxplainedHbyHspigeneticshHTheHqaseHofHTUqellHrifferentiationH
andHtunctionalH”lasticityVH2017THfdTHZfbUZgc 7

468 qontextUspecificHeffectsHofHgeneticHvariantsHassociatedHwithHautoimmuneHdiseaseVHHumanrMolecularr
GeneticsTH2017TH_dTH ZfcU Zg_ 5.6 22

467 qhromatinH emodelingH”roteinHSMo ZHwsHaHqriticalH egulatorHofHTHvelperHqellHrifferentiationHandH
wnflammatoryHriseasesVH2017THfTHe_ 7

466 qhromosomeHcontactsHinHactivatedHTHcellsHidentifyHautoimmuneHdiseaseHcandidateHgenesVHGenomer
BiologyTH2017THZfTHZdc 18.3 41

465 olleleUspecificHlongUdistanceHregulationHdictatesHwzUa_HisoformHswitchingHandHmediatesHsusceptibilityH
toHvwéUZVHSciencerAdvancesTH2018THbTHeZeXZe_g 14.3 19

464 spigenomeUbasedHcancerHriskHpredictionhHrationaleTHopportunitiesHandHchallengesVH2018THZcTH_g_UaXg 72

463 TheHyeyH oleHofHspigeneticsHinHvumanHriseaseH”reventionHandHMitigationVH2018THaefTHZa_aUZaab 290

462 spigenomeUwideHanalysisHrevealsHspecificHr’oHhypermethylationHofHTHcellsHduringHhumanH
hematopoieticHdifferentiationVH2018THZXTHgXaUg_a 7

461 StatisticalHsingleHcellHmultiUomicsHintegrationVH2018THeTHcbUcg 38

460 spigeneticHandHTranscriptionalHéariabilityHShapeH”henotypicH”lasticityVH2018THbXTHZeXXZbf 40

(2018-2017)

3



459 vumanHzungHr’oHMethylationH—uantitativeHTraitHzociHqolocalizeHwithHqhronicH“bstructiveH
”ulmonaryHriseaseHuenomeUöideHossociationHzociVH2018THZgeTHZ_ecUZ_fb 29

458 spigeneticsHappliedHtoHpsychiatryhHqlinicalHopportunitiesHandHfutureHchallengesVH2018THe_THZgcU_ZZ 36

457 TheHsxpandingHzandscapeHofHolternativeHSplicingHéariationHinHvumanH”opulationsVH2018THZX_THZZU_d 162

456 “bligatoryHandHfacilitativeHallelicHvariationHinHtheHr’oHmethylomeHwithinHcommonH
diseaseUassociatedHlociVH2018THgTHf 77

455 wnflammationHandHneutrophilHimmunosenescenceHinHhealthHandHdiseasehHTargetedHtreatmentsHtoH
improveHclinicalHoutcomesHinHtheHelderlyVH2018THZXcTHeXUee 37

454 SingleUcellH ’oHsequencingHidentifiesHcelltypeUspecificHcisUe—TzsHandHcoUexpressionH—TzsVHNaturer
GeneticsTH2018THcXTHbgaUbge 36.3 164

453 qellUtypeUspecificHdisturbanceHofHr’oHmethylationHpatternhHaHchanceHtoHgetHmoreHbenefitHfromHandH
toHminimizeHcohortsHforHepigenomeUwideHassociationHstudiesVH2018THbeTHgZeUg_e 12

452 ’onUcodingH ’osHinHcardiovascularHdiseaseshHdiagnosticHandHtherapeuticHperspectivesVH2018THagTH_eXbU_eZd 168

451 ÉntanglingHueneticH iskHforHolzheimerOsHriseaseVH2018THfaTHaXXUaZX 101

450 ”harmacoepigeneticsHandHToxicoepigeneticshH’ovelHMechanisticHwnsightsHandHTherapeuticH
“pportunitiesVH2018THcfTHZdZUZfc 36

449 MultipleHsclerosisHtreatmentHeffectsHonHplasmaHcytokineHreceptorHlevelsVH2018THZfeTHZcU_c 6

448
r’oHMethylationHandHTranscriptionH”atternsHinHwntestinalHspithelialHqellsHtromH”ediatricH”atientsH
öithHwnflammatoryHpowel´ riseasesHrifferentiateHriseaseHSubtypesHandHossociateHöithH“utcomeVH
2018THZcbTHcfcUcgf

126

447 olleleUspecificHmethylationHofHtypeHZHdiabetesHsusceptibilityHgenesVH2018THfgTHdaUeb 15

446 sxomeUwideHassociationHstudyHidentifiesHfourHnovelHlociHforHsystemicHlupusHerythematosusHinHvanH
qhineseHpopulationVH2018THeeTHbZe 31

445 ueneticHassociationHofHmolecularHtraitshHoHhelpHtoHidentifyHcausativeHvariantsHinHcomplexHdiseasesVH
2018THgaTHc_XUca_ 28

444  ecentHadvancesHinHfunctionalHgenomeHanalysisVH2018THeTH 10

443 ogeU elatedHqhangesHonHqrbXH”romotorHMethylationHandHwmmuneHueneHsxpressionsHinHThymusHofH
qhickenVH2018THgTH_eaZ 3

442 ’eutrophilshHwnnateHsffectorsHofHTpH esistancemVH2018THgTH_dae 31
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441 ”opulationHspigenomicshHodvancingHÉnderstandingHofH”henotypicH”lasticityTHocclimationTH
odaptationHandHriseasesVH2018THZegU_dX 12

440 ueneticHvariantsHinfluenceHonHtheHplacentaHregulatoryHlandscapeVH2018THZbTHeZXXeefc 29

439 wmpactHofHueneticH”olymorphismsHonHvumanHwmmuneHqellHueneHsxpressionVHCellTH2018THZecTHZeXZUZeZcVeZd56.2 273

438 ueneticHéariantsHossociatedHöithH’eurodegenerativeHriseasesH egulateHueneHsxpressionHinH
wmmuneHqellHqrZbSHMonocytesVH2018THgTHddd 5

437 wntegrativeHtranscriptomeHanalysesHofHtheHagingHbrainHimplicateHalteredHsplicingHinHolzheimerOsH
diseaseHsusceptibilityVHNaturerGeneticsTH2018THcXTHZcfbUZcg_ 36.3 162

436 onHefficientHanalyticHapproachHinHgenomeUwideHidentificationHofHmethylationHquantitativeHtraitHlociH
responseHtoHfenofibrateHtreatmentVH2018THZ_THbb 2

435 recipheringHtheHsmergingHqomplexitiesHofHMolecularHMechanismsHatHuöoSHzociVH2018THZXaTHdaeUdca 62

434 r’oHmethylationHZXZhHwhatHisHimportantHtoHknowHaboutHr’oHmethylationHandHitsHroleHinHSzsHriskH
andHdiseaseHheterogeneityVH2018THcTHeXXX_fc 21

433 recodingHtheHnonUcodingHgenomehH“pportunitiesHandHchallengesHofHgenomicHandHepigenomicH
consortiumHdataVH2018THZZTHf_UgX 1

432 retectingHgenomeUwideHdirectionalHeffectsHofHtranscriptionHfactorHbindingHonHpolygenicHdiseaseH
riskVHNaturerGeneticsTH2018THcXTHZbfaUZbga 36.3 34

431 MetaUonalysisHofHuenomeUöideHossociationHStudiesHwdentifiesH’ovelHtunctionalHqpuUS’”sH
ossociatedHwithHponeHMineralHrensityHatHzumbarHSpineVH2018TH_XZfTHdbXe_ce 6

430 svaluatingHtheHroleHofHgeneticHvariationHinHtheHepigenomeHinHhealthHandHdiseaseVH2018TH_bTHeXeUeXg 1

429 tindingHassociatedHvariantsHinHgenomeUwideHassociationHstudiesHonHmultipleHtraitsVH2018THabTHibdeUibeb 2

428 zeveragingHmolecularHquantitativeHtraitHlociHtoHunderstandHtheHgeneticHarchitectureHofHdiseasesHandH
complexHtraitsVHNaturerGeneticsTH2018THcXTHZXbZUZXbe 36.3 67

427 ploodUbasedHanalysesHofHcancerhHqirculatingHmyeloidUderivedHsuppressorHcellsHUHisHaHnewHeraHcomingmVH
2018THccTHaedUbXe 9

426 ÉseHofHintegrativeHepigeneticHandHm ’oHexpressionHanalysesHtoHidentifyHsignificantlyHchangedH
genesHandHfunctionalHpathwaysHinHosteoarthriticHcartilageVH2018THeTHabaUacX 12

425 p “qyMo’hHdecipheringHvarianceHinHepigenomicHregulatorsHbyHkUmerHfactorizationVH2018THZgTH_ca 29

424 MultiUomicHrirectedH’etworksHrescribeHteaturesHofHueneH egulationHinHogedHprainsHandHsxpandH
theHSetHofHuenesHrrivingHqognitiveHreclineVH2018THgTH_gb 14
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423 TensorialHblindHsourceHseparationHforHimprovedHanalysisHofHmultiUomicHdataVHGenomerBiologyTH2018TH
ZgTHed 18.3 11

422 ”erspectivesHonHSystemsHModelingHofHvumanH”eripheralHploodHMononuclearHqellsVH2017THbTHgd 28

421 ueneticHdeterminantsHofHcoUaccessibleHchromatinHregionsHinHactivatedHTHcellsHacrossHhumansVHNaturer
GeneticsTH2018THcXTHZZbXUZZcX 36.3 74

420 snablingH”recisionHMedicineHthroughHwntegrativeH’etworkHModelsVH2018THbaXTH_gZaU_g_a 11

419 rifferentialHanalysisHofHchromatinHaccessibilityHandHhistoneHmodificationsHforHpredictingHmouseH
developmentalHenhancersVH2018THbdTHZZZfbUZZ_XZ 18

418 qellUSpecificH”so ZHMethylationHStudiesH evealHaHzocusHthatHqoordinatesHsxpressionHofHMultipleH
uenesVHInternationalrJournalrofrMolecularrSciencesTH2018THZgTH 6.3 8

417 SeSoMehHreducingHartifactualHdetectionHofHr’oHmethylationHbyHwnfiniumHpeadqhipsHinHgenomicH
deletionsVH2018THbdTHeZ_a 94

416 MethodsHforHfineUmappingHwithHchromatinHandHexpressionHdataVH2018THZbTHeZXXe_bX 3

415 MultiU“micsHtactorHonalysisUaHframeworkHforHunsupervisedHintegrationHofHmultiUomicsHdataHsetsVH
2018THZbTHefZ_b 287

414 r’oHmethylationHasHaHmediatorHofHvzoUr pZRZchXZHandHaHprotectiveHvariantHinHmultipleHsclerosisVH
2018THgTH_age 81

413 uenomeUwideHinteractionHstudyHofHearlyUlifeHsmokingHexposureHonHtimeUtoUasthmaHonsetHinH
childhoodVH2019THbgTHZab_UZacZ 4

412 wnflammatoryHcytokinesHshapeHaHchangingHr’oHmethylomeHinHmonocytesHmirroringHdiseaseHactivityH
inHrheumatoidHarthritisVH2019THefTHZcXcUZcZd 26

411 TheHgeneticsHofHhumanHhematopoiesisHandHitsHdisruptionHinHdiseaseVH2019THZZTHeZXaZd 13

410 wntegratingHMendelianHrandomizationHandHmultipleUtraitHcolocalizationHtoHuncoverHcellUspecificH
inflammatoryHdriversHofHautoimmuneHandHatopicHdiseaseVHHumanrMolecularrGeneticsTH2019TH_fTHa_gaUaaXX5.6 16

409 wnferringHchangesHinHhistoneHmodificationHduringHcellHdifferentiationHbyHancestralHstateHestimationH
basedHonHphylogeneticHtreesHofHcellHtypeshHvumanHhematopoiesisHasHaHmodelHcaseVH2019THaTHZXXX_Z 0

408 MethylomicHprofilesHrevealHsexUspecificHdifferencesHinHleukocyteHcompositionHassociatedHwithH
postUtraumaticHstressHdisorderVH2019THfZTH_fXU_gZ 7

407 SToTegraTHaHcomprehensiveHmultiUomicsHdatasetHofHpUcellHdifferentiationHinHmouseVH2019THdTH_cd 13

406 MultivariateHuenomeUwideHossociationHonalysisHofHaHqytokineH’etworkH evealsHéariantsHwithH
öidespreadHwmmuneTHvaematologicalTHandHqardiometabolicH”leiotropyVH2019THZXcTHZXedUZXgX 16
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405 ueneticHregulationHofHgeneHexpressionHandHsplicingHduringHaHZXUyearHperiodHofHhumanHagingVHGenomer
BiologyTH2019TH_XTH_aX 18.3 18

404 sarlyHprogressionHtoHactiveHtuberculosisHisHaHhighlyHheritableHtraitHdrivenHbyHaq_aHinH”eruviansVH2019TH
ZXTHaedc 18

403 oHphenotypicHandHgenomicsHapproachHinHaHmultiUethnicHcohortHtoHsubtypeHsystemicHlupusH
erythematosusVH2019THZXTHagX_ 15

402 qhromatinHactivityHatHuöoSHlociHidentifiesHTHcellHstatesHdrivingHcomplexHimmuneHdiseasesVHNaturer
GeneticsTH2019THcZTHZbfdUZbga 36.3 29

401 tunctionalHinterpretationHofHgeneticHvariantsHusingHdeepHlearningHpredictsHimpactHonHchromatinH
accessibilityHandHhistoneHmodificationVH2019THbeTHZXcgeUZXdZZ 14

400 TheHcisU egulatoryHotlasHofHtheHMouseHwmmuneHSystemVHCellTH2019THZedTHfgeUgZ_Ve_X 56.2 161

399 wntegrationHofHr’oHmethylationHpatternsHandHgeneticHvariationHinHhumanHpediatricHtissuesHhelpH
informHsöoSHdesignHandHinterpretationVH2019THZ_THZ 25

398 ’eutrophilH esearchTH—uoHéadismVH2019THbXTHcdZUcdb 3

397 payesianHwnferenceHforHMixedHModelUpasedHuenomeUöideHonalysisHofHsxpressionH—uantitativeHTraitH
zociHbyHuibbsHSamplingVH2019THZXTHZgg 1

396 q wS” WqasgHguidedHgenomeHandHepigenomeHengineeringHandHitsHtherapeuticHapplicationsHinH
immuneHmediatedHdiseasesVH2019THgdTHa_Uba 8

395 ueneticHassociationsHofHbreastHandHprostateHcancerHareHenrichedHforHregulatoryHelementsHidentifiedH
inHdiseaseUrelatedHtissuesVH2019THZafTHZXgZUZZXb 6

394 MechanisticHqharacterizationHofHéariantsHwdentifiesHanHhn ’”UyU egulatedHTranscriptionalHsnhancerH
qontributingHtoHSzsHSusceptibilityVH2019THZXTHZXdd 8

393 zociHforHhumanHleukocyteHtelomereHlengthHinHtheHSingaporeanHqhineseHpopulationHandHtransUethnicH
geneticHstudiesVH2019THZXTH_bgZ 29

392 wmpactHandHsvolutionaryHreterminantsHofH’eanderthalHwntrogressionHonHTranscriptionalHandH
”ostUTranscriptionalH egulationVH2019THZXbTHZ_bZUZ_cX 16

391 “SqohHaHtoolHforHomicUdataUbasedHcomplexHtraitHanalysisVHGenomerBiologyTH2019TH_XTHZXe 18.3 40

390 ”ointsUtoUconsiderHonHtheHreturnHofHresultsHinHepigeneticHresearchVH2019THZZTHaZ 16

389 SystemicHzupusHsrythematosusVH2019THZUZe

388 wntegratedHanalysisHofHenvironmentalHandHgeneticHinfluencesHonHcordHbloodHr’oHmethylationHinH
newUbornsVH2019THZXTH_cbf 54
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387 qharacterisingHtheHgeneticHbasisHofHimmuneHresponseHvariationHtoHidentifyHcausalHmechanismsH
underlyingHdiseaseHsusceptibilityVH2019THgbTH_ecU_fb 5

386 ossociationsHofHvariantsHwnHtheHhexokinaseHZHandHinterleukinHZfHreceptorHregionsHwithH
oxyhemoglobinHsaturationHduringHsleepVH2019THZcTHeZXXeeag 14

385 qhromatinHthreeUdimensionalHinteractionsHmediateHgeneticHeffectsHonHgeneHexpressionVH2019THadbTH 85

384 qombiningHevidenceHfromHfourHimmuneHcellHtypesHidentifiesHr’oHmethylationHpatternsHthatH
implicateHfunctionallyHdistinctHpathwaysHduringHMultipleHSclerosisHprogressionVH2019THbaTHbZZUb_a 27

383 ’uclearH eceptorsVH2019TH 1

382 vighUrimensionalHrataHopproachesHtoHÉnderstandingH’uclearHvormoneH eceptorHSignalingVH2019TH
ZgddTH_gZUaZZ

381 vumanHwmmunologyHthroughHtheHzensHofHsvolutionaryHueneticsVHCellTH2019THZeeTHZfbUZgg 56.2 48

380 TheHlongHnoncodingH ’oHregulatesHinflammatoryHgeneHexpressionVH2019THafTH 46

379 rissectingHfeaturesHofHepigeneticHvariantsHunderlyingHcardiometabolicHriskHusingHfullUresolutionH
epigenomeHprofilingHinHregulatoryHelementsVH2019THZXTHZ_Xg 9

378 sntanglementHofHueneticsHandHspigeneticsHinH”arkinsonOsHriseaseVH2019THZaTH_ee 28

377 spigeneticUgeneticHchromatinHfootprintingHidentifiesHnovelHandHsubjectUspecificHgenesHactiveHinH
prefrontalHcortexHneuronsVH2019THaaTHfZdZUfZea 7

376 refiningHtheHgeneticHandHevolutionaryHarchitectureHofHalternativeHsplicingHinHresponseHtoHinfectionVH
2019THZXTHZdeZ 26

375 TheHroleHofHepigeneticsHforHunderstandingHmentalHhealthHdifficultiesHandHitsHimplicationsHforH
psychotherapyHresearchVH2019THg_THZgXU_Xe 23

374 oHstatisticalHframeworkHforHcrossUtissueHtranscriptomeUwideHassociationHanalysisVHNaturerGeneticsTH
2019THcZTHcdfUced 36.3 108

373 vistoneHmodificationsHunderlieHmonocyteHdysregulationHinHpatientsHwithHsystemicHsclerosisTH
underliningHtheHtreatmentHpotentialHofHepigeneticHtargetingVH2019THefTHc_gUcaf 17

372 oHgeneticHvariantHassociatedHwithHmultipleHsclerosisHinverselyHaffectsHtheHexpressionHofHqrcfHandH
micro ’oUcbfacHfromHtheHsameHgeneVH2019THZcTHeZXXegdZ 12

371 MucosalH ’oHandHproteinHexpressionHasHtheHnextHfrontierHinHwpShHabnormalHfunctionHdespiteH
morphologicallyHintactHsmallHintestinalHmucosaVH2019THaZdTHueXZUueZg 4

370 ’qpoostHclassifiesHpathogenicHnonUcodingHvariantsHinHMendelianHdiseasesHthroughHsupervisedH
learningHonHpurifyingHselectionHsignalsHinHhumansVHGenomerBiologyTH2019TH_XTHa_ 18.3 26
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369 ”rioritizingH”arkinsonOsHdiseaseHgenesHusingHpopulationUscaleHtranscriptomicHdataVH2019THZXTHggb 64

368 veterogeneityHofHneutrophilsVH2019THZgTH_ccU_dc 207

367 zinkingHofHgeneticHriskHvariantsHtoHdiseaseUspecificHgeneHexpressionHviaHmultiUomicsHstudiesHinH
rheumatoidHarthritisVH2019THbgTHSbgUSca 7

366 zandscapeHofHstimulationUresponsiveHchromatinHacrossHdiverseHhumanHimmuneHcellsVHNaturer
GeneticsTH2019THcZTHZbgbUZcXc 36.3 86

365 qhildrenOsHbiobehavioralHreactivityHtoHchallengeHpredictsHr’oHmethylationHinHadolescenceHandH
emergingHadulthoodVH2019TH__THeZ_eag 6

364 TheHroleHofHsexHinHtheHgenomicsHof´ humanHcomplexHtraitsVH2019TH_XTHZeaUZgX 119

363 TherapeuticHspigeneticH eprogrammingHofHTrainedHwmmunityHinHMyeloidHqellsVH2019THbXTHddUfX 30

362 MolecularHregulationHofHperipheralHpHcellsHandHtheirHprogenyHinHimmunityVH2019THaaTH_dUbf 27

361 ploodSpothHaHdatabaseHofHhealthyHandHmalignantHhaematopoiesisHupdatedHwithHpurifiedHandHsingleH
cellHm ’oHsequencingHprofilesVH2019THbeTHrffZUrffc 76

360 vighUresolutionHgeneticHmappingHofHputativeHcausalHinteractionsHbetweenHregionsHofHopenH
chromatinVHNaturerGeneticsTH2019THcZTHZ_fUZae 36.3 50

359 TheHpathogenesisHofHthyroidHautoimmuneHdiseaseshH’ewHTHlymphocytesHUHqytokinesHcircuitsHbeyondH
theHThZUTh_HparadigmVH2019TH_abTH__XbU__Zd 48

358 —TzbasehHanHintegrativeHresourceHforHquantitativeHtraitHlociHacrossHmultipleHhumanHmolecularH
phenotypesVH2020THbfTHrgfaUrggZ 31

357 ueneticsOH”ieceHofHtheH”whHwnferringHtheH“riginHofHqomplexHTraitsHandHriseasesHfromH”roteomeUöideH
”roteinU”roteinHwnteractionHrynamicsVH2020THb_THeZgXXZdg

356  egulatoryHgenomeHvariantsHinHhumanHsusceptibilityHtoHinfectionVH2020THZagTHecgUedf 11

355 XUzinkedHw oyZH”olymorphismHisHossociatedHwithHSexU elatedHrifferencesHinH”olymorphonuclearH
uranulocyteHandHMonocyteHoctivationHandH esponseHéariabilitiesVH2020THcaTHbabUbbZ 2

354 TheHgreaterHinflammatoryHpathwayUhighHclinicalHpotentialHbyHinnovativeHpredictiveTHpreventiveTHandH
personalizedHmedicalHapproachVH2020THZZTHZUZd 17

353 zinkingHgeneticHvariationHwithHepigeneticHprofilesHinHSjˆ¶grenOsHsyndromeVH2020TH_ZXTHZXfaZb 6

352  egulationHofHtheHmethylomeHinHdifferentiationHfromHadultHstemHcellsHmayHunderpinHvitaminHrHriskHinH
MSVH2020TH_ZTHaacUabe 0

(2020-2019)
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351
uenomeUwideHepigeneticHanalysesHinHxapaneseHimmigrantHplantationHworkersHwithH”arkinsonOsH
diseaseHandHexposureHtoHorganochlorinesHrevealHpossibleHinvolvementHofHglialHgenesHandHpathwaysH
involvedHinHneurotoxicityVH2020TH_ZTHaZ

5

350 pquHéaccinationHwnducesHzongUTermHtunctionalH eprogrammingHofHvumanH’eutrophilsVH2020THaaTHZXfafe 50

349 SingleHcellHprofilingHofHcapillaryHbloodHenablesHoutHofHclinicHhumanHimmunityHstudiesVH2020THZXTH_XcbX 0

348 qlassifyingHpreastHqancerHSubtypesHÉsingHreepH’euralH’etworksHpasedHonHMultiU“micsHrataVH2020TH
ZZTH 16

347 rissectingHgeneticHdeterminantsHofHvariationHinHhumanHimmuneHresponsesVH2020THdcTHebUef 0

346 qellHtypeUspecificHnovelHlongHnonUcodingH ’oHandHcircularH ’oHinHtheHpzÉs” w’THhematopoieticH
transcriptomesHatlasVH2021THZXdTH_dZaU_d_a 5

345 ’eonatalHgeneticsHofHgeneHexpressionHrevealHpotentialHoriginsHofHautoimmuneHandHallergicHdiseaseH
riskVH2020THZZTHaedZ 8

344 “bsessiveUcompulsiveHdisorderHandHattentionUdeficitWhyperactivityHdisorderhHdistinctHassociationsH
withHr’oHmethylationHandHgeneticHvariationVH2020THZ_TH_a 8

343 qanalizationHandH obustnessHinHvumanHueneticsHandHriseaseVH2020THcbTHZfgU_ZZ 6

342 spigeneticHfineUmappinghHidentificationHofHcausalHmechanismsHforHautoimmunityVH2020THdeTHcXUcd

341 wntegrativeHgenomicsHidentifiesHaHconvergentHmolecularHsubtypeHthatHlinksHepigenomicHwithH
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genomeVH2021THZ_THe_e 13

295 uenomeUwideHmetaUanalysisTHfineUmappingHandHintegrativeHprioritizationHimplicateHnewHolzheimerOsH
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volumehHaHMendelianHrandomizationHstudyVH2021THZZTH_gZ 5

272 ueneticHdeterminantsHofHchromatinHrevealHprostateHcancerHriskHmediatedHbyHcontextUdependentH
geneHregulationVH 0
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normalHtissuesVH2021TH 0

250 qomprehensiveHcharacterizationHgeneticHregulationHandHchromatinHlandscapeHofH
enhancerUassociatedHlongHnonUcodingH ’osHandHtheirHimplicationHinHhumanHcancerVH2021TH 1

249 StepUbyUStepHqonstructionHofHueneHqoUsxpressionH’etworkHonalysisHforHwdentifyingH’ovelH
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diseaseHriskHgenesVH 5
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224 uenomeUwideHmapsHofHenhancerHregulationHconnectHriskHvariantsHtoHdiseaseHgenesVH 7
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220 vzoHautoimmuneHriskHallelesHrestrictHtheHhypervariableHregionHofHTHcellHreceptorsVH 4
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lociHinH enalHqellHqarcinomaVH 0

204 vistoneHacetylomeUwideHassociationHstudyHofHtuberculosisVH 1
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