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l Paper IF Citations

73 scTenifold”nkmMtnMefficientMvirtualMknockoutMtoolMforMgeneMfunctionMpredictionsMviaMsingle]cellMgeneM
regulatoryMnetworkMperturbationaaMPatterns[M2022[Mf[Mdccgfg 5.1 0

72 rPanglaowumManMRMpackageMtoMdownloadMandMmergeMlabeledMsingle]cellMRNt]seqMdataMfromMtheM
PanglaowuMdatabaseaMBioinformatics[M2021[M 7.2 1

71 SystematicMdeterminationMofMtheMmitochondrialMproportionMinMhumanMandMmiceMtissuesMforMsingle]cellM
RNt]sequencingMdataMqualityMcontrolaMBioinformatics[M2021[Mfj[Mlif]lij 7.2 19

70 Single]vellMzeneMRegulatoryMNetworkMtnalysisMRevealsMPotentialMMechanismsMofMtctionMofM
tntimalarialsMtgainstMStRS]voV]eaMLecturekNoteskinkComputerkScience[M2021[Mkk]lg 0.9

69
tdiposeMtissueMinflammationMandMsystemicMinsulinMresistanceMinMmiceMwithMdiet]inducedMobesityMisM
possiblyMassociatedMwithMdisruptionMofMPy”yufMinMhematopoieticMcellsaMLaboratorykInvestigation[M2021
[Mdcd[Mfek]fgc

5.9 4

68 tdipocyteMinducibleMi]phosphofructo]e]kinaseMsuppressesMadiposeMtissueMinflammationMandM
promotesMmacrophageManti]inflammatoryMactivationaMJournalkofkNutritionalkBiochemistry[M2021[Mlh[Mdckjig6.3 1

67 tntecedentMpresentationMofMneurologicalMphenotypesMinMtheMvollaborativeMvrossMrevealsMfourMclassesM
withMcomplexMsex]dependenciesaMScientifickReports[M2020[Mdc[Mjldk 4.9 6

66 OverdispersedMgeneMexpressionMinMschizophreniaaMNPJkSchizophrenia[M2020[Mi[Ml 5.5 8

65 scTenifoldNetmMtMMachineM–earningMWorkflowMforMvonstructingMandMvomparingMTranscriptome]wideM
zeneMRegulatoryMNetworksMfromMSingle]vellMwataaMPatterns[M2020[Md[Mdccdfl 5.1 6

64 Site]specificMandMsubstrate]specificMcontrolMofMaccurateMmRNtMeditingMbyMaMhelicaseMcomplexMinM
trypanosomesaMRna[M2020[Mei[Mdkie]dkkd 5.8 1

63 vommonalityMinMdysregulatedMexpressionMofMgeneMsetsMinMcorticalMbrainsMofMindividualsMwithMautism[M
schizophrenia[MandMbipolarMdisorderaMTranslationalkPsychiatry[M2019[Ml[Mdhe 8.6 33

62 Single]cellMRNtMsequencingMofMaMxuropeanMandManMtfricanMlymphoblastoidMcellMlineaMScientifickData[M
2019[Mi[Mdde 8.2 13

61 sczxtToolboxmMaMMatlabMtoolboxMforMsingle]cellMRNtMsequencingMdataManalysisaMBioinformatics[M2019[M 7.2 7

60 Single]vellMxxpressionMVariabilityMImpliesMvellMyunctionaMCells[M2019[Ml[M 7.9 12

59 –ongMnoncodingMRNtMMt–tTdMregulatesMgenerationMofMreactiveMoxygenMspeciesMandMtheMinsulinM
responsesMinMmaleMmiceaMBiochemicalkPharmacology[M2018[Mdhe[Mlg]dcf 6 38

58 txzSmMidentifyingMaberrantlyMexpressedMgeneMsetsMforMdifferentialMvariabilityManalysisaMBioinformatics[M
2018[Mfg[Mkkd]kkf 7.2 3

57 SimulatingMvarianceMheterogeneityMinMquantitativeMgenomeMwideMassociationMstudiesaMBMCk
Bioinformatics[M2018[Mdl[Mje 3.6 3
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56 NovelMPartitivirusMxnhancesMVirulenceMofMandMvausesMtberrantMzeneMxxpressionMinMTalaromycesM
marneffeiaMMBio[M2018[Ml[M 7.8 28

55 xxpressionMprofilingMofMdiseaseMprogressionMinMcanineMmodelMofMwuchenneMmuscularMdystrophyaMPLoSk
ONE[M2018[Mdf[Mecdlggkh 3.7 11

54 IntegratingMmultipleMfittingMregressionMandMuayesMdecisionMforMcancerMdiagnosisMwithMtranscriptomicM
dataMfromMtumor]educatedMbloodMplateletsaMAnalystzkThe[M2017[Mdge[Mfhkk]fhlj 5 7

53 zenome]wideMassociationMstudyMtoMidentifyMpotentialMgeneticMmodifiersMinMaMcanineMmodelMforM
wuchenneMmuscularMdystrophyaMBMCkGenomics[M2016[Mdj[Miih 4.5 7

52 xpistasisMandMdestabilizingMmutationsMshapeMgeneMexpressionMvariabilityMinMhumansMviaMdistinctM
modesMofMactionaMHumankMolecularkGenetics[M2016[Meh[Mgldd]gldl 5.6 4

51 xxploitingMaberrantMmRNtMexpressionMinMautismMforMgeneMdiscoveryMandMdiagnosisaMHumankGenetics[M
2016[Mdfh[Mjlj]kdd 6.3 18

50 tgingMShapesMtheMPopulation]MeanMandM]wispersionMofMzeneMxxpressionMinMHumanMurainsaMFrontiersk
inkAgingkNeuroscience[M2016[Mk[Mdkf 5.3 22

49 tberrantMgeneMexpressionMinMhumansaMPLoSkGenetics[M2015[Mdd[Medccglge 6 43

48 tMframeworkMradiationMhybridMmapMofMbuffaloMchromosomeMdMorderingMscaffoldsMfromMbuffaloM
genomeMsequenceMassemblyaMGeneticskandkMolecularkResearch[M2015[Mdg[Mdfcli]dcg 1.2 1

47 TheMlncRNtMRZxdMvontrolsMvryptococcalMMorphologicalMTransitionaMPLoSkGenetics[M2015[Mdd[Medcchile 6 41

46 Population]levelMexpressionMvariabilityMofMmitochondrialMwNt]encodedMgenesMinMhumansaMEuropeank
JournalkofkHumankGenetics[M2014[Mee[Mdclf]l 5.3 7

45 tdaptiveMhumanMvw”t–dMvariantsMunderlieMhormonalMresponseMvariationsMatMtheMenteroinsularMaxisaM
PLoSkONE[M2014[Ml[Medchgdc 3.7 5

44 zeneMexpressionMresponsesMofMthreespineMsticklebackMtoMsalinitymMimplicationsMforMsalt]sensitiveM
hypertensionaMFrontierskinkGenetics[M2014[Mh[Mfde 4.5 30

43 MorphotypeMtransitionMandMsexualMreproductionMareMgeneticallyMassociatedMinMaMubiquitousM
environmentalMpathogenaMPLoSkPathogens[M2014[Mdc[Medccgdkh 7.6 29

42 SignatureMgeneMexpressionMrevealsMnovelMcluesMtoMtheMmolecularMmechanismsMofMdimorphicMtransitionM
inMPenicilliumMmarneffeiaMPLoSkGenetics[M2014[Mdc[Medccgiie 6 22

41 tdditive[Mepistatic[MandMenvironmentalMeffectsMthroughMtheMlensMofMexpressionMvariabilityMQT–MinMaM
twinMcohortaMGenetics[M2014[Mdli[Mgdf]eh 4 28

40 MicrosatelliteMvariationMinMtheMequineMMHvaMAnimalkGenetics[M2013[Mgg[Meij]jh 2.5 16

39 zeneticMvariantsMcontributeMtoMgeneMexpressionMvariabilityMinMhumansaMGenetics[M2013[Mdlf[Mlh]dck 4 77

(2013-2018)
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38 UnravelingMtheMmolecularMbasisMofMtemperature]dependentMgeneticMregulationMinMPenicilliumM
marneffeiaMEukaryotickCell[M2013[Mde[Mdedg]eg 17

37 SuxToolboxmMtMMatlabMToolboxMforMuiologicalMNetworkMtnalysisaMEvolutionarykBioinformatics[M2013[Ml[Mfhh]ie1.9 31

36 IdentificationMofMmetabolicMmodifiersMthatMunderlieMphenotypicMvariationsMinMenergy]balanceM
regulationaMwiabetesMecddnicmjei]jfgaMDiabetes[M2013[Mie[Mgekg]gekg 0.9 78

35 WidespreadMdivergenceMofMtheMvxtvtMbPSzMgenesMinMvertebratesMandMhumansMsuggestsMsensitivityM
toMselectionaMPLoSkONE[M2013[Mk[Meidjcd 3.7 21

34 xvolutionaryMtnalysisMofMSequenceMwivergenceMandMwiversityMofMwuplicateMzenesMinMtspergillusM
fumigatusaMEvolutionarykBioinformatics[M2012[Mk[Mief]gg 1.9 6

33 vontext]dependentMrobustnessMtoMhTMspliceMsiteMpolymorphismsMinMhumanMpopulationsaMHumank
MolecularkGenetics[M2011[Mec[Mdckg]li 5.6 18

32 wraftMgenomeMsequenceMofMPenicilliumMmarneffeiMstrainMPMdaMEukaryotickCell[M2011[Mdc[Mdjgc]d 30

31 PerceivedMandMobjectiveMmeasuresMofMtheMfoodMstoreMenvironmentMandMtheMassociationMwithMweightM
andMdietMamongMlow]incomeMwomenMinMNorthMvarolinaaMPublickHealthkNutrition[M2011[Mdg[Mdcfe]k 3.3 104

30 IdentificationMofMmetabolicMmodifiersMthatMunderlieMphenotypicMvariationsMinMenergy]balanceM
regulationaMDiabetes[M2011[Mic[Mjei]fg 0.9 9

29 WidespreadMestablishmentMandMregulatoryMimpactMofMtluMexonsMinMhumanMgenesaMProceedingskofkthek
NationalkAcademykofkScienceskofkthekUnitedkStateskofkAmerica[M2011[Mdck[Mekfj]ge 11.5 98

28 tdaptiveMselectionMofManMincretinMgeneMinMxurasianMpopulationsaMGenomekResearch[M2011[Med[Med]fe 9.7 14

27 HighMdiversityMofMpolyketideMsynthaseMgenesMandMtheMmelaninMbiosynthesisMgeneMclusterMinM
PenicilliumMmarneffeiaMFEBSkJournal[M2010[Mejj[Mfjhc]k 5.7 76

26 RelaxedMpurifyingMselectionMandMpossiblyMhighMrateMofMadaptationMinMprimateMlineage]specificMgenesaM
GenomekBiologykandkEvolution[M2010[Me[Mflf]gcl 3.9 70

25 urokerMgenesMinMhumanMdiseaseaMGenomekBiologykandkEvolution[M2010[Me[Mkdh]eh 3.9 52

24 NaturalMselectionMretainsMoverrepresentedMout]of]frameMstopMcodonsMagainstMframeshiftMpeptidesMinM
prokaryotesaMBMCkGenomics[M2010[Mdd[Mgld 4.5 33

23 SimilarlyMstrongMpurifyingMselectionMactsMonMhumanMdiseaseMgenesMofMallMevolutionaryMagesaMGenomek
BiologykandkEvolution[M2009[Md[Mdfd]gg 3.9 41

22 PervasiveMhitchhikingMatMcodingMandMregulatoryMsitesMinMhumansaMPLoSkGenetics[M2009[Mh[Medcccffi 6 99

21 TheMcompleteMgenomeMandMproteomeMofM–aribacterMhongkongensisMrevealMpotentialMmechanismsMforM
adaptationsMtoMdifferentMtemperaturesMandMhabitatsaMPLoSkGenetics[M2009[Mh[Medcccgdi 6 45
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20 wiverseMsplicingMpatternsMofMexonizedMtluMelementsMinMhumanMtissuesaMPLoSkGenetics[M2008[Mg[Medccceeh 6 85

19 PzxToolboxmMtMMatlabMtoolboxMforMpopulationMgeneticsMandMevolutionaMJournalkofkHeredity[M2008[Mll[Mgfk]gc2.4 20

18 MuxToolboxMeacmManMenhancedMversionMofMaMMtT–tuMtoolboxMforMmolecularMbiologyMandMevolutionaM
EvolutionarykBioinformatics[M2007[Me[Mdjl]ke 1.9 4

17 tcceleratedMevolutionaryMrateMmayMbeMresponsibleMforMtheMemergenceMofMlineage]specificMgenesMinM
ascomycotaaMJournalkofkMolecularkEvolution[M2006[Mif[Md]dd 3.1 48

16 zenomicMandMexperimentalMevidenceMforMaMpotentialMsexualMcycleMinMtheMpathogenicMthermalM
dimorphicMfungusMPenicilliumMmarneffeiaMFEBSkLetters[M2006[Mhkc[Mfgcl]di 3.8 53

15
vorrigendumMtoMâ��zenomicMandMexperimentalMevidenceMforMaMpotentialMsexualMcycleMinMtheMpathogenicM
thermalMdimorphicMfungusMPenicilliumMmarneffeiâ��M[yxuSM–ettaMhkcMUecciVMfgclâ��fgdi]aMFEBSkLetters[M
2006[Mhkc[Mglji]gljj

3.8

14 MuxToolboxMeacmMtnMenhancedMversionMofMaMMtT–tuMtoolboxMforMMolecularMuiologyMandMxvolutionaM
EvolutionarykBioinformatics[M2006[Me[Mddjilfgfciccecc 1.9 2

13 vharacterizationMandMcompleteMgenomeMsequenceMofMaMnovelMcoronavirus[McoronavirusMH”Ud[MfromM
patientsMwithMpneumoniaaMJournalkofkVirology[M2005[Mjl[Mkkg]lh 6.6 1028

12 MuxToolboxmMaMMtT–tuMtoolboxMforMsequenceMdataManalysisMinMmolecularMbiologyMandMevolutionaM
BMCkBioinformatics[M2005[Mi[Mig 3.6 34

11 xxploringMtheMPenicilliumMmarneffeiMgenomeaMArchiveskofkMicrobiology[M2003[Mdjl[Mffl]hf 3 42

10 TheMmitochondrialMgenomeMofMtheMthermalMdimorphicMfungusMPenicilliumMmarneffeiMisMmoreMcloselyM
relatedMtoMthoseMofMmoldsMthanMyeastsaMFEBSkLetters[M2003[Mhhh[Mgil]jj 3.8 54

9 Single]cellMRNtMsequencingMofMaMxuropeanMandManMtfricanMlymphoblastoidMcellMline 1

8 xpistasisMandMdestabilizingMmutationsMshapeMgeneMexpressionMvariabilityMinMhumansMviaMdistinctM
modesMofMaction 1

7 scTenifoldNetmMaMmachineMlearningMworkflowMforMconstructingMandMcomparingMtranscriptome]wideM
geneMregulatoryMnetworksMfromMsingle]cellMdata 1

6 SystematicMdeterminationMofMtheMmitochondrialMproportionMinMhumanMandMmiceMtissuesMforMsingle]cellM
RNtMsequencingMdataMqualityMcontrol 6

5 OverdispersedMgeneMexpressionMcharacterizesMschizophrenicMbrains 2

4 OsmoregulationMinMfreshwatersmMzeneMexpressionMinMtheMgillsMofMaMNeotropicalMcichlidMinMcontrastingM
pHMandMionicMenvironments 2

3 sczxtppmMaMMatlabMappMforMfeatureMselectionMonMsingle]cellMRNtMsequencingMdata 2

(-2008)

5



2 xxtent[Mheritability[MandMfunctionalMrelevanceMofMsingleMcellMexpressionMvariabilityMinMhighlyM
homogeneousMpopulationsMofMhumanMcells 1

1 scTenifold”nkmMaMmachineMlearningMworkflowMperformingMvirtualMknockoutMexperimentsMonM
single]cellMgeneMregulatoryMnetworks 1
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