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n Paper IF Citations

119 LinkingOlongbtermOdietaryOpatternsOwithOgutOmicrobialOenterotypescOScienceaO2011aOhhiaOfejbm 33.3 3898

118 xorrelationObetweenOintraluminalOoxygenOgradientOandOradialOpartitioningOofOintestinalOmicrobiotacO
GastroenterologyaO2014aOfilaOfejjbkhcem 13.3 464

117 ”nflammationaOvntibioticsaOandOyietOasOznvironmentalOStressorsOofOtheOGutOMicrobiomeOinOPediatricO
xrohnVsOyiseasecOCelleHosteandeMicrobeaO2015aOfmaOimnbjee 23.4 446

116 NetworkbconstrainedOregularizationOandOvariableOselectionOforOanalysisOofOgenomicOdatacO
BioinformaticsaO2008aOgiaOffljbmg 7.2 395

115 xomparativeOmetabolomicsOinOvegansOandOomnivoresOrevealOconstraintsOonOdietbdependentOgutO
microbiotaOmetaboliteOproductioncOGutaO2016aOkjaOkhblg 19.2 307

114 vOfunctionalOgenomicOapproachOidentifiesOFvLfOasOanOoncogenicOlongOnoncodingORNvOthatO
associatesOwithOwM”fOandOrepressesOpgfOexpressionOinOcancercOCancereCellaO2014aOgkaOhiibhjl 24.3 303

113 xopyOnumberOvariationOatOfqgfcfOassociatedOwithOneuroblastomacONatureaO2009aOijnaOnmlbnf 50.4 285

112 yisorderedOmicrobialOcommunitiesOinOtheOupperOrespiratoryOtractOofOcigaretteOsmokerscOPLoSeONEaO
2010aOjaOefjgfk 3.7 262

111 xhromosomeOkpggOlocusOassociatedOwithOclinicallyOaggressiveOneuroblastomacONeweEnglandeJournale
ofeMedicineaO2008aOhjmaOgjmjbnh 59.2 224

110 PowerOandOsamplebsizeOestimationOforOmicrobiomeOstudiesOusingOpairwiseOdistancesOandO
PzRMvNOVvcOBioinformaticsaO2015aOhfaOgikfbm 7.2 193

109 vOMarkovOrandomOfieldOmodelOforOnetworkbbasedOanalysisOofOgenomicOdatacOBioinformaticsaO2007aOghaOfjhlbii7.2 189

108 vssociationOofOxesareanOyeliveryOandOFormulaOSupplementationOWithOtheO”ntestinalOMicrobiomeOofO
kbWeekbOldO”nfantscOJAMAePediatricsaO2016aOfleaOgfgbn 8.3 170

107 TestingOinOMicrobiomebProfilingOStudiesOwithOMiRKvTaOtheOMicrobiomeORegressionbwasedOKernelO
vssociationOTestcOAmericaneJournaleofeHumaneGeneticsaO2015aOnkaOlnlbmel 11 161

106 MicrobiomeaOMetagenomicsaOandO“ighbyimensionalOxompositionalOyataOvnalysiscOAnnualeRevieweofe
StatisticseandeItseApplicationaO2015aOgaOlhbni 7.6 158

105 MetabanalysisOofOsharedOgeneticOarchitectureOacrossOtenOpediatricOautoimmuneOdiseasescONaturee
MedicineaO2015aOgfaOfefmbgl 50.5 143

104 VvR”vwLzOSzLzxT”ONOFOROSPvRSzOy”R”x“LzTbMULT”NOM”vLORzGRzSS”ONOW”T“OvNO
vPPL”xvT”ONOTOOM”xROw”OMzOyvTvOvNvLYS”ScOAnnalseofeAppliedeStatisticsaO2013aOlaO 2.1 129

103 vOtwobpartOmixedbeffectsOmodelOforOanalyzingOlongitudinalOmicrobiomeOcompositionalOdatacO
BioinformaticsaO2016aOhgaOgkffbl 7.2 117
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102 GradientOdirectedOregularizationOforOsparseOGaussianOconcentrationOgraphsaOwithOapplicationsOtoO
inferenceOofOgeneticOnetworkscOBiostatisticsaO2006aOlaOhegbfl 3.7 113

101 VariableOselectionOinOregressionOwithOcompositionalOcovariatescOBiometrikaaO2014aOfefaOlmjblnl 2 112

100 xomparativeOzffectivenessOofONutritionalOandOwiologicalOTherapyOinONorthOvmericanOxhildrenOwithO
vctiveOxrohnVsOyiseasecOInflammatoryeBoweleDiseasesaO2015aOgfaOflmkbnh 4.5 100

99 vOroleOforObacterialOureaseOinOgutOdysbiosisOandOxrohnVsOdiseasecOScienceeTranslationaleMedicineaO2017
aOnaO 17.5 92

98 vOSPvRSzOxONy”T”ONvLOGvUSS”vNOGRvP“”xvLOMOyzLOFOROvNvLYS”SOOFOGzNzT”xvLOGzNOM”xSO
yvTvcOAnnalseofeAppliedeStatisticsaO2011aOjaOgkhebgkje 2.1 86

97 VvR”vwLzOSzLzxT”ONOvNyORzGRzSS”ONOvNvLYS”SOFOROGRvP“bSTRUxTURzyOxOVvR”vTzSOW”T“O
vNOvPPL”xvT”ONOTOOGzNOM”xScOAnnalseofeAppliedeStatisticsaO2010aOiaOfinmbfjfk 2.1 78

96 yietaryOPatternsOandOGrowthOFromOfgOtoOgiOMonthsOofOvgeOinOvfricanOvmericanO”nfantscOCurrente
DevelopmentseineNutritionaO2021aOjaOijibiji 0.4 78

95 vOlogisticOnormalOmultinomialOregressionOmodelOforOmicrobiomeOcompositionalOdataOanalysiscO
BiometricsaO2013aOknaOfejhbkh 1.8 68

94 yirectOestimationOofOdifferentialOnetworkscOBiometrikaaO2014aOfefaOgjhbgkm 2 65

93 TheOSparseOLaplacianOShrinkageOzstimatorOforO“ighbyimensionalORegressioncOAnnalseofeStatisticsaO
2011aOhnaOgegfbgeik 3.2 56

92 RegressionOanalysisOforOmicrobiomeOcompositionalOdatacOAnnalseofeAppliedeStatisticsaO2016aOfeaO 2.1 55

91 FXRbyependentOModulationOofOtheO“umanOSmallO”ntestinalOMicrobiomeObyOtheOwileOvcidOyerivativeO
ObeticholicOvcidcOGastroenterologyaO2018aOfjjaOflifbfljgcej 13.3 54

90 xovariatebvdjustedOPrecisionOMatrixOzstimationOwithOanOvpplicationOinOGeneticalOGenomicscO
BiometrikaaO2013aOfeeaOfhnbfjk 2 53

89 GeneticbVariationbyrivenOGenebzxpressionOxhangesO“ighlightOGenesOwithO”mportantOFunctionsOforO
KidneyOyiseasecOAmericaneJournaleofeHumaneGeneticsaO2017aOfeeaOniebnjh 11 52

88 zmergingOPrioritiesOforOMicrobiomeOResearchcOFrontierseineMicrobiologyaO2020aOffaOfhk 5.7 50

87 GeneticOsharingOandOheritabilityOofOpaediatricOageOofOonsetOautoimmuneOdiseasescONaturee
CommunicationsaO2015aOkaOmiig 17.4 46

86 OptimalOSparseOSegmentO”dentificationOwithOvpplicationOinOxopyONumberOVariationOvnalysiscOJournale
ofetheeAmericaneStatisticaleAssociationaO2010aOfejaOffjkbffkk 2.8 46

85 vOhiddenOspatialbtemporalOMarkovOrandomOfieldOmodelOforOnetworkbbasedOanalysisOofOtimeOcourseO
geneOexpressionOdatacOAnnalseofeAppliedeStatisticsaO2008aOgaO 2.1 45

(2008-2006)
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84 TheOOvarianOxancerOxhemokineOLandscapeO”sOxonduciveOtoO“omingOofOVaccinebPrimedOandO
xyhdxygmbxostimulatedOTOxellsOPreparedOforOvdoptiveOTherapycOClinicaleCancereResearchaO2015aOgfaOgmiebje12.9 42

83 SociabilityOyeficitsOandOvlteredOvmygdalaOxircuitsOinOMiceOLackingOPcdhfeaOanOvutismOvssociatedO
GenecOBiologicalePsychiatryaO2017aOmfaOfnhbgeg 7.9 38

82 RegularizationOMethodsOforO“ighbyimensionalO”nstrumentalOVariablesORegressionOWithOanO
vpplicationOtoOGeneticalOGenomicscOJournaleofetheeAmericaneStatisticaleAssociationaO2015aOffeaOglebgmm 2.8 38

81 wacterialOcolonizationOreprogramsOtheOneonatalOgutOmetabolomecONatureeMicrobiologyaO2020aOjaOmhmbmil 26.6 37

80 vOhiddenOMarkovOrandomOfieldOmodelOforOgenomebwideOassociationOstudiescOBiostatisticsaO2010aOffaOfhnbje3.7 33

79 UbstatisticsbbasedOtestsOforOmultipleOgenesOinOgeneticOassociationOstudiescOAnnalseofeHumaneGeneticsaO
2008aOlgaOmgfbhh 2.2 32

78 RoleOofOdietaryOfiberOinOtheOrecoveryOofOtheOhumanOgutOmicrobiomeOandOitsOmetabolomecOCelleHoste
andeMicrobeaO2021aOgnaOhnibielcej 23.4 32

77 KidneyOcytosineOmethylationOchangesOimproveOrenalOfunctionOdeclineOestimationOinOpatientsOwithO
diabeticOkidneyOdiseasecONatureeCommunicationsaO2019aOfeaOgikf 17.4 30

76 vOchangebpointOmodelOforOidentifyingOhVUTROswitchingObyOnextbgenerationORNvOsequencingcO
BioinformaticsaO2014aOheaOgfkgble 7.2 30

75 “ighbyimensionalO“eteroscedasticORegressionOwithOanOvpplicationOtoOeQTLOyataOvnalysiscO
BiometricsaO2012aOkmaOhfkbhgk 1.8 25

74 MoreOpowerfulOgeneticOassociationOtestingOviaOaOnewOstatisticalOframeworkOforOintegrativeOgenomicscO
BiometricsaO2014aOleaOmmfbne 1.8 23

73 xomparativeOanalysesOofOfecalOmicrobiotaOinOxhineseOisolatedOYaoOpopulationaOminorityOZhuangOandO
ruralO“anObyOfksRNvOsequencingcOScientificeReportsaO2018aOmaOffig 4.9 22

72 ℓointOzstimationOofOMultipleO“ighbdimensionalOPrecisionOMatricescOStatisticaeSinicaaO2016aOgkaOiijbiki 0.7 22

71 GeneralizedOlinearOmodelsOwithOlinearOconstraintsOforOmicrobiomeOcompositionalOdatacOBiometricsaO
2019aOljaOghjbgii 1.8 21

70 MultibomicOvnalysisOofOtheO”nteractionObetweenOxlostridioidesOdifficileO”nfectionOandOPediatricO
”nflammatoryOwowelOyiseasecOCelleHosteandeMicrobeaO2020aOgmaOiggbihhcel 23.4 20

69 QuantifyingOandOcomparingObacterialOgrowthOdynamicsOinOmultipleOmetagenomicOsamplescONaturee
MethodsaO2018aOfjaOfeifbfeii 21.6 20

68 vORandomizedOTrialOxomparingOtheOSpecificOxarbohydrateOyietOtoOaOMediterraneanOyietOinOvdultsO
WithOxrohnVsOyiseasecOGastroenterologyaO2021aOfkfaOmhlbmjgcen 13.3 19

67 RobustOGaussianOgraphicalOmodelingOviaOlfOpenalizationcOBiometricsaO2012aOkmaOffnlbgek 1.8 18
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66 xonditionalORegressionOwasedOonOaOMultivariateOZerob”nflatedOLogisticbNormalOModelOforO
MicrobiomeORelativeOvbundanceOyatacOStatisticseineBiosciencesaO2018aOfeaOjmlbkem 1.5 18

65 TwobsampleOtestsOofOhighbdimensionalOmeansOforOcompositionalOdatacOBiometrikaaO2018aOfejaOffjbfhg 2 17

64 vOGLMbbasedOlatentOvariableOordinationOmethodOforOmicrobiomeOsamplescOBiometricsaO2018aOliaOiimbijl 1.8 17

63 vOgeneralOframeworkOforOassociationOanalysisOofOmicrobialOcommunitiesOonOaOtaxonomicOtreecO
BioinformaticsaO2017aOhhaOfglmbfgmj 7.2 17

62 RobustOyetectionOandO”dentificationOofOSparseOSegmentsOinOUltrab“ighOyimensionalOyataOvnalysiscO
JournaleofetheeRoyaleStatisticaleSocietyeSerieseB:eStatisticaleMethodologyaO2012aOliaOllhblnl 3.9 16

61 vdjustingOforO“ighbdimensionalOxovariatesOinOSparseOPrecisionOMatrixOzstimationObyOâ��bPenalizationcO
JournaleofeMultivariateeAnalysisaO2013aOffkaOhkjbhmf 1.4 16

60 vctivationOofObasolateralOamygdalaOinOjuvenileOxjlwLdkℓOmiceOduringOsocialOapproachObehaviorcO
NeuroscienceaO2016aOhhjaOfmibni 3.9 16

59 LargeOxovarianceOzstimationOforOxompositionalOyataOViaOxompositionbvdjustedOThresholdingcO
JournaleofetheeAmericaneStatisticaleAssociationaO2019aOffiaOljnbllg 2.8 16

58 GenomeOwideOnucleosomeOmappingOforO“SVbfOshowsOnucleosomesOareOdepositedOatOpreferredO
positionsOduringOlyticOinfectioncOPLoSeONEaO2015aOfeaOeefflilf 3.7 15

57 MultisampleOestimationOofObacterialOcompositionOmatricesOinOmetagenomicsOdatacOBiometrikaaO2020aO
felaOljbng 2 15

56 MvTx“xL”PoOlocateOpreciseObreakpointsOforOcopyOnumberOvariationOusingOx”GvROstringObyOmatchingO
softOclippedOreadscOFrontierseineGeneticsaO2013aOiaOfjl 4.5 12

55 vOmodelOforOpairedbmultinomialOdataOandOitsOapplicationOtoOanalysisOofOdataOonOaOtaxonomicOtreecO
BiometricsaO2017aOlhaOfgkkbfglm 1.8 11

54 PathologicOgeneOnetworkOrewiringOimplicatesOPPPfRhvOasOaOcentralOregulatorOinOpressureOoverloadO
heartOfailurecONatureeCommunicationsaO2019aOfeaOglke 17.4 11

53 UbstatisticsOinOgeneticOassociationOstudiescOHumaneGeneticsaO2012aOfhfaOfhnjbief 6.3 11

52 SystematicOintegratedOanalysisOofOgeneticOandOepigeneticOvariationOinOdiabeticOkidneyOdiseasecO
ProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaaO2020aOfflaOgnefhbgnegi11.5 11

51 MitochondrialOdysfunctionOinOinflammatoryObowelOdiseaseOaltersOintestinalOepithelialOmetabolismOofO
hepaticOacylcarnitinescOJournaleofeClinicaleInvestigationaO2021aOfhfaO 15.9 11

50 vOpenalizedOlikelihoodOapproachOforObivariateOconditionalOnormalOmodelsOforOdynamicOcobexpressionO
analysiscOBiometricsaO2011aOklaOgnnbhem 1.8 10

49 MolecularOanalysisOofOtheOendobronchialOstentOmicrobialObiofilmOrevealsObacterialOcommunitiesOthatO
associateOwithOstentOmaterialOandOfrequentOfungalOconstituentscOPLoSeONEaO2019aOfiaOeegflhek 3.7 9
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48 NetworkbbasedOempiricalOwayesOmethodsOforOlinearOmodelsOwithOapplicationsOtoOgenomicOdatacO
JournaleofeBiopharmaceuticaleStatisticsaO2010aOgeaOgenbgg 1.3 8

47 OptimalOzstimationOofOGeneticORelatednessOinO“ighbyimensionalOLinearOModelscOJournaleofethee
AmericaneStatisticaleAssociationaO2019aOffiaOhjmbhkn 2.8 8

46 MaternalOgutOmicrobiotaOreflectingOpoorOdietOqualityOisOassociatedOwithOspontaneousOpretermObirthO
inOaOprospectiveOcohortOstudycOAmericaneJournaleofeClinicaleNutritionaO2021aOffhaOkegbkff 7 8

45 vOModelbwasedOvpproachOForOSpeciesOvbundanceOQuantificationOwasedOOnOShotgunOMetagenomicO
yatacOStatisticseineBiosciencesaO2017aOnaOfhbgl 1.5 7

44 vO“ierarchicalOwayesianOModelOforOzstimatingOandO”nferringOyifferentialO”soformOzxpressionOforO
MultibSampleORNvbSeqOyatacOStatisticseineBiosciencesaO2013aOjaOffnbfhl 1.5 7

43 SystemsObiologyOapproachesOtoOepidemiologicalOstudiesOofOcomplexOdiseasescOWileyeInterdisciplinarye
Reviews:eSystemseBiologyeandeMedicineaO2013aOjaOkllbmk 6.6 7

42 GlobalOandOSimultaneousO“ypothesisOTestingOforO“ighbyimensionalOLogisticORegressionOModelscO
JournaleofetheeAmericaneStatisticaleAssociationaO2021aOffkaOnmibnnm 2.8 7

41 glmgraphoOanOROpackageOforOvariableOselectionOandOpredictiveOmodelingOofOstructuredOgenomicOdatacO
BioinformaticsaO2015aOhfaOhnnfbh 7.2 6

40 SparseOsimultaneousOsignalOdetectionOforOidentifyingOgeneticallyOcontrolledOdiseaseOgenescOJournale
ofetheeAmericaneStatisticaleAssociationaO2017aOffgaOfehgbfeik 2.8 5

39 OptimalOPermutationORecoveryOinOPermutedOMonotoneOMatrixOModelcOJournaleofetheeAmericane
StatisticaleAssociationaO2021aOffkaOfhjmbfhlg 2.8 5

38 ParametricOmodelingOofOwholebgenomeOsequencingOdataOforOxNVOidentificationcOBiostatisticsaO2014aO
fjaOiglbif 3.7 5

37 ”ntroductionOtoOSpecialO”ssueOâ��MethodsOforOvnalysisOofOGraphsOandONetworksOandOTheirOvpplicationsO
inOwiosciencesâ��cOStatisticseineBiosciencesaO2012aOiaOfbg 1.5 5

36 StatisticalOandOxomputationalOMethodsOinOMicrobiomeOandOMetagenomicsO2019aOnllbjje 5

35 ”ntegrativeOanalysisOofOgeneticalOgenomicsOdataOincorporatingOnetworkOstructurescOBiometricsaO2019aO
ljaOfekhbfelj 1.8 4

34
ReframingOtheOwiologicalOwasisOofONeuroprotectionOUsingOFunctionalOGenomicsoOyifferentiallyO
WeightedaOTimebyependentOMultifactorOPathogenesisOofO“umanO”schemicOwrainOyamagecOFrontierse
ineNeurologyaO2018aOnaOinl

4.1 4

33 ”nferenceOforO“ighbyimensionalOLinearOMixedbzffectsOModelsoOvOQuasibLikelihoodOvpproachcOJournale
ofetheeAmericaneStatisticaleAssociationafbfg 2.8 4

32 ℓointOtestingOandOfalseOdiscoveryOrateOcontrolOinOhighbdimensionalOmultivariateOregressioncO
BiometrikaaO2018aOfejaOginbgkn 2 3

31 TransferOLearningOforO“ighbyimensionalOLinearORegressionoOPredictionaOzstimationOandOMinimaxO
OptimalityccOJournaleofetheeRoyaleStatisticaleSocietyeSerieseB:eStatisticaleMethodologyaO2022aOmiaOfinbflh 3.9 3
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30 MiRKvToOkernelOmachineOregressionbbasedOglobalOassociationOtestsOforOtheOmicrobiomecO
BioinformaticsaO2021aOhlaOfjnjbfjnl 7.2 3

29 “ypothesisOtestingOforOphylogeneticOcompositionoOaOminimumbcostOflowOperspectivecOBiometrikaaO
2021aOfemaOflbhk 2 3

28 vnO”ntegratedOGaussianOGraphicalOModelOtoOevaluateOtheOimpactOofOexposuresOonOmetabolicO
networkscOComputerseineBiologyeandeMedicineaO2019aOffiaOfehifl 7 2

27
MedicationOclassOenrichmentOanalysisoOaOnovelOalgorithmOtoOanalyzeOmultipleOpharmacologicO
exposuresOsimultaneouslyOusingOelectronicOhealthOrecordOdatacOJournaleofetheeAmericaneMedicale
InformaticseAssociation:eJAMIAaO2018aOgjaOlmeblmn

8.6 2

26 OptimalOdetectionOofOweakOpositiveOlatentOdependenceObetweenOtwoOsequencesOofOmultipleOtestscO
JournaleofeMultivariateeAnalysisaO2017aOfkeaOfknbfmi 1.4 2

25 NonparametricOTestsOforOyifferentialO“istoneOznrichmentOwithOxh”PbSeqOyatacOCancereInformaticsaO
2015aOfiaOffbgg 2.4 2

24 LzvRN”NGOLOxvLOy”RzxTzyOvxYxL”xOGRvP“SOwvSzyOONOMULT”VvR”vTzOT”MzOSzR”zSOyvTvcO
AnnalseofeAppliedeStatisticsaO2013aOlaOfginbfmhj 2.1 2

23 VertexOxlusteringOinORandomOGraphsOviaOReversibleOℓumpOMarkovOxhainOMonteOxarlocOJournaleofe
ComputationaleandeGraphicaleStatisticsaO2008aOflaOhmmbien 1.4 2

22 xorrectionOtoOtheOpaperOâ��OptimalOFalseOyiscoveryORateOxontrolOforOyependentOyataâ��cOStatisticseande
ItseInterfaceaO2016aOnaOhhbhj 0.4 2

21 MeninbregulatedOPbkOcontrolsOhighOfatOdietbinducedOcompensatoryObetaOcellOproliferationcOEMBOe
MoleculareMedicineaO2021aOfhaOefhjgi 12 2

20 ”FvvoORobustOvssociationO”dentificationOandO”nferenceOforOvbsoluteOvbundanceOinOMicrobiomeO
vnalysesccOJournaleofetheeAmericaneStatisticaleAssociationaO2021aOffkaOfjnjbfkem 2.8 2

19 vOxompositionalOMediationOModelOforOwinaryOOutcomeoOvpplicationOtoOMicrobiomeOStudiescO
BioinformaticsaO2021aO 7.2 2

18 vOZerob”nflatedOLatentOyirichletOvllocationOModelOforOMicrobiomeOStudiescOFrontierseineGeneticsaO
2020aOffaOkegjni 4.5 2

17 StatisticalOMethodsOforO”nferenceOofOGeneticONetworksOandORegulatoryOModulesfihbfkl 1

16 xensoredOyataORegressionOinO“ighbyimensionalOandOLowbSamplebSizeOSettingsOforOGenomicOvpplicationshmjbieh1

15 OptimalOzstimationOofOWassersteinOyistanceOonOaOTreeOWithOanOvpplicationOtoOMicrobiomeOStudiescO
JournaleofetheeAmericaneStatisticaleAssociationaO2020aOfbfl 2.8 1

14 wayesianOwalancebRegressionOinOMicrobiomeOStudiesOUsingOStochasticOSearchO2021aOhilbhkg 1

13 TransferOLearningOinOLargebScaleOGaussianOGraphicalOModelsOwithOFalseOyiscoveryORateOxontrolcO
JournaleofetheeAmericaneStatisticaleAssociationafbfh 2.8 1

(-2021)
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12 OptimalOestimationOofObacterialOgrowthOratesObasedOonOaOpermutedOmonotoneOmatrixcOBiometrikaaO
2021aOfemaOknhblem 2 0

11 TheOMicrobiomeOandOpb”nulinOinO“emodialysisoOvOFeasibilityOStudyccOKidney36waO2021aOgaOiijbijj 1.8 0

10 yeepOlearningOtoOpredictOtheObiosyntheticOgeneOclustersOinObacterialOgenomesccOJournaleofeMoleculare
BiologyaO2022aOfkljnl 6.5 0

9 SPvRSzOSzGMzNTO”yzNT”F”xvT”ONSOW”T“OvPPL”xvT”ONSOTOOyNvOxOPYONUMwzROVvR”vT”ONO
vNvLYS”SO2015aOmkhbmml

8 ”soformOzxpressionOvnalysisOwasedOonORNvbseqOyataO2014aOgilbgjn

7 “iddenOMarkovORandomOFieldOModelsOforONetworkbwasedOvnalysisOofOGenomicOyataO2011aOhjhbhkm

6 vOwayesianOvpproachOforOGraphbconstrainedOzstimationOforO“ighbdimensionalORegressionO2010aOfaOgjjbglg

5 xastlemanOdiseaseOspectrumccOJournaleofeClinicaleOncologyaO2020aOhmaOmjimbmjim 2.2

4 StatisticalOandOxomputationalOMethodsOforOvnalysisOofOShotgunOMetagenomicsOSequencingOyatacO
FrontierseineProbabilityeandetheeStatisticaleSciencesaO2021aOglbih

3 ”nteractionONetworksOinOMicrobiomeOStudiesfbfh

2 zstimationOofO“eterogeneousORestrictedOMeanOSurvivalOTimeOUsingORandomOForestcOFrontierseine
GeneticsaO2020aOffaOjmlhlm 4.5

1 ”NFORMvT”ONOxONTzNTOOFO“”G“bORyzROvSSOx”vT”ONSOOFOT“zO“UMvNOGUTOM”xROw”OTvO
NzTWORKccOAnnalseofeAppliedeStatisticsaO2021aOfjaOflmmbfmel 2.1

Hongzhe Li

8


