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sequencingMdatabMBioinformaticsYM2018YMghYMjkfajkh 7.2 28

58 “ntegratedMSingleawellMunalysisMMapsMtheMwontinuousMRegulatoryMLandscapeMofMHumanM
HematopoieticMxifferentiationbMCellYM2018YMekgYMeigiaeihlbeej 56.2 292

57 ResponseMtoMOUnexpectedMmutationsMafterMwR“SPRawasmMeditingMinMvivoObMNaturenMethodsYM2018YMeiYMfglafgm21.6 25

56 ynhancerMhistoneaQTLsMareMenrichedMonMautoimmuneMriskMhaplotypesMandMinfluenceMgeneMexpressionM
withinMchromatinMnetworksbMNaturenCommunicationsYM2018YMmYMfmdi 17.4 36

(2018-2019)

3



55 xetectionMandMunalysisMofMwirculatingMypithelialMwellsMinMLiquidMviopsiesMzromMPatientsMWithMLiverM
xiseasebMGastroenterologyYM2018YMeiiYMfdejafdelbeee 13.3 19

54 xefiningMwR“SPRawasmMgenomeawideMnucleaseMactivitiesMwithMw“RwLyaseqbMNaturenProtocolsYM2018YMegYMfjeiafjhf18.8 46

53 “nMvivoMwR“SPRMeditingMwithMnoMdetectableMgenomeawideMoffatargetMmutationsbMNatureYM2018YMijeYMhejahem50.4 202

52 OTXfMuctivityMatMxistalMRegulatoryMylementsMShapesMtheMwhromatinMLandscapeMofMGroupMgM
MedulloblastomabMCancernDiscoveryYM2017YMkYMfllagde 24.4 32

51 w“RwLyaseqnMaMhighlyMsensitiveMinMvitroMscreenMforMgenomeawideMwR“SPRawasmMnucleaseMoffatargetsbM
NaturenMethodsYM2017YMehYMjdkajeh 21.6 397

50 xissectingMhematopoieticMandMrenalMcellMheterogeneityMinMadultMzebrafishMatMsingleacellMresolutionM
usingMRNuMsequencingbMJournalnofnExperimentalnMedicineYM2017YMfehYMflkiafllk 16.6 82

49 TheMearlyMpregnancyMplacentaMforeshadowsMxNuMmethylationMalterationsMofMsolidMtumorsbM
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22 GenomeawideMxNuMmethylationMscanMinMmajorMdepressiveMdisorderbMPLoSnONEYM2012YMkYMeghhie 3.7 113
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18 udaptationMofMtheMwHuRMMxNuMmethylationMplatformMforMtheMratMgenomeMrevealsMnovelMbrainM
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13 SubsetMquantileMnormalizationMusingMnegativeMcontrolMfeaturesbMJournalnofnComputationalnBiologyYM
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4 “nMvivoMwR“SPRawasMgeneMeditingMwithMnoMdetectableMgenomeawideMoffatargetMmutations 5

3 STRyuMnMSingleacellMTrajectoriesMReconstructionYMyxplorationMundMMappingMofMomicsMdata 4

2 zeatureMSelectionMandMximensionMReductionMforMSingleMwellMRNuaSeqMbasedMonMaMMultinomialMModel 24

Martin J Aryee

6



1 GlobalascaleMwR“SPRMgeneMeditorMspecificityMprofilingMbyMONyaseqMidentifiesMpopulationaspecificYM
variantMoffatargetMeffects 2

List of Publications

7


