
Yadong Wang

ListjofjPublicationsjbyjCitations

Source:jhttps://exalyycom/authorxpdf/717982/yadongxwangxpublicationsxbyxcitationsypdf

Version:j2024x04x20j

ThisjdocumentjhasjbeenjgeneratedjbasedjonjthejpublicationsjandjcitationsjrecordedjbyjexalyycomyjForj

thejlatestjversionjofjthisjpublicationjlistwjvisitjthejlinkjgivenjabovey

ThejthirdjcolumnjisjthejimpactjfactorjsIFtjofjthejjournalwjandjthejfourthjcolumnjisjthejnumberjofj

citationsjofjthejarticley

117
papers

2,834
citations

20
h-index

52
g-index

141
ext. papers

3,975
ext. citations

5.5
avg, IF

5.54
L-index



m Paper IF Citations

117 miRlDiseasetQaQmanuallyQcuratedQdatabaseQforQmicroRNAQderegulationQinQhumanQdiseasehQNucleico
AcidsoResearchfQ2009fQmqfQDsrgkjn 20.1 1041

116 ReviewQofQDrugQRepositioningQApproachesQandQResourceshQInternationaloJournaloofoBiologicalo
SciencesfQ2018fQknfQklmlgklnn 11.2 246

115 IdentifyingQandQremovingQhaplotypicQduplicationQinQprimaryQgenomeQassemblieshQBioinformaticsfQ
2020fQmpfQlrspglrsr 7.2 222

114 PredictingQhumanQmicroRNAgdiseaseQassociationsQbasedQonQsupportQvectorQmachinehQInternationalo
JournaloofoDataoMiningoandoBioinformaticsfQ2013fQrfQlrlgsm 0.5 160

113 LncRNAlTargettQaQdatabaseQforQdifferentiallyQexpressedQgenesQafterQlncRNAQknockdownQorQ
overexpressionhQNucleicoAcidsoResearchfQ2015fQnmfQDksmgp 20.1 104

112 SemFunSimtQaQnewQmethodQforQmeasuringQdiseaseQsimilarityQbyQintegratingQsemanticQandQgeneQ
functionalQassociationhQPLoSoONEfQ2014fQsfQessnko 3.7 83

111 MeDReaderstQaQdatabaseQforQtranscriptionQfactorsQthatQbindQtoQmethylatedQDNAhQNucleicoAcidso
ResearchfQ2018fQnpfQDknpgDkok 20.1 64

110 LowgrankQandQsparseQdecompositionQbasedQshapeQmodelQandQprobabilisticQatlasQforQautomaticQ
pathologicalQorganQsegmentationhQMedicaloImageoAnalysisfQ2017fQmrfQmjgns 15.4 46

109
ShapegintensityQpriorQlevelQsetQcombiningQprobabilisticQatlasQandQprobabilityQmapQconstrainsQforQ
automaticQliverQsegmentationQfromQabdominalQCTQimageshQInternationaloJournaloofoComputero
AssistedoRadiologyoandoSurgeryfQ2016fQkkfQrkqglp

3.9 43

108 ExtendingQgeneQontologyQwithQgeneQassociationQnetworkshQBioinformaticsfQ2016fQmlfQkkrogsn 7.2 37

107 IdentifyingQtermQrelationsQcrossQdifferentQgeneQontologyQcategorieshQBMCoBioinformaticsfQ2017fQkrfQoqm 3.6 36

106 TFlLncRNAtQidentifyingQcommonQtranscriptionQfactorsQforQaQlistQofQlncRNAQgenesQfromQChIPgSeqQ
datahQBioMedoResearchoInternationalfQ2014fQljknfQmkqpnl 3 35

105 LonggreadgbasedQhumanQgenomicQstructuralQvariationQdetectionQwithQcuteSVhQGenomeoBiologyfQ2020fQ
lkfQkrs 18.3 35

104 isoCircQcatalogsQfullglengthQcircularQRNAQisoformsQinQhumanQtranscriptomeshQNatureoCommunicationsfQ
2021fQklfQlpp 17.4 33

103 MeasuringQsemanticQsimilaritiesQbyQcombiningQgeneQontologyQannotationsQandQgeneQcogfunctionQ
networkshQBMCoBioinformaticsfQ2015fQkpfQnn 3.6 30

102 PredictingQdiseasegrelatedQgenesQusingQintegratedQbiomedicalQnetworkshQBMCoGenomicsfQ2017fQkrfQkjnm 4.5 29

101 IntegrateQGWASfQeQTLfQandQmQTLQDataQtoQIdentifyQAlzheimerasQDiseasegRelatedQGeneshQFrontiersoino
GeneticsfQ2019fQkjfQkjlk 4.5 27
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100 AQgradientgboostingQapproachQforQfilteringQdeQnovoQmutationsQinQparentgoffspringQtrioshQ
BioinformaticsfQ2014fQmjfQkrmjgp 7.2 24

99 ComparisonQamongQdimensionalityQreductionQtechniquesQbasedQonQRandomQProjectionQforQcancerQ
classificationhQComputationaloBiologyoandoChemistryfQ2016fQpofQkpogkql 3.6 23

98 InteGOltQaQwebQtoolQforQmeasuringQandQvisualizingQgeneQsemanticQsimilaritiesQusingQGeneQOntologyhQ
BMCoGenomicsfQ2016fQkqQSupplQofQomj 4.5 20

97 AQframeworkQforQanalyzingQDNAQmethylationQdataQfromQIlluminaQInfiniumQHumanMethylationnojQ
BeadChiphQBMCoBioinformaticsfQ2018fQksfQkko 3.6 18

96 PredictionQforQHighQRiskQClinicalQSymptomsQofQEpilepsyQBasedQonQDeepQLearningQAlgorithmhQIEEEo
AccessfQ2018fQpfQqqospgqqpjo 3.5 18

95 AnQapproachQforQprioritizingQdiseasegrelatedQmicroRNAsQbasedQonQgenomicQdataQintegrationQ2010fQ 17

94 deSALTtQfastQandQaccurateQlongQtranscriptomicQreadQalignmentQwithQdeQBruijnQgraphgbasedQindexhQ
GenomeoBiologyfQ2019fQljfQlqn 18.3 17

93 regSNPsgsplicingtQaQtoolQforQprioritizingQsynonymousQsinglegnucleotideQsubstitutionhQHumanoGeneticsfQ
2017fQkmpfQklqsgklrs 6.3 15

92 DisSetSimtQanQonlineQsystemQforQcalculatingQsimilarityQbetweenQdiseaseQsetshQJournaloofoBiomedicalo
SemanticsfQ2017fQrfQlr 2.2 14

91 AQgeneralizedQtopologicalQentropyQforQanalyzingQtheQcomplexityQofQDNAQsequenceshQPLoSoONEfQ2014fQ
sfQerroks 3.7 14

90 ImprovingQalignmentQaccuracyQonQhomopolymerQregionsQforQsemiconductorgbasedQsequencingQ
technologieshQBMCoGenomicsfQ2016fQkqQSupplQqfQolk 4.5 13

89 AnnotatingQtheQFunctionQofQtheQHumanQGenomeQwithQGeneQOntologyQandQDiseaseQOntologyhQBioMedo
ResearchoInternationalfQ2016fQljkpfQnkmjrpk 3 13

88 PERGAtQaQpairedgendQreadQguidedQdeQnovoQassemblerQforQextendingQcontigsQusingQSVMQandQlookQ
aheadQapproachhQPLoSoONEfQ2014fQsfQekknlom 3.7 12

87 PredictingQcircRNAgDiseaseQAssociationsQBasedQonQcircRNAQExpressionQSimilarityQandQFunctionalQ
SimilarityhQFrontiersoinoGeneticsfQ2019fQkjfQrml 4.5 11

86 TideHuntertQefficientQandQsensitiveQtandemQrepeatQdetectionQfromQnoisyQlonggreadsQusingQ
seedgandgchainhQBioinformaticsfQ2019fQmofQiljjgiljq 7.2 11

85 PredictingQhumanQmicroRNAgdiseaseQassociationsQbasedQonQsupportQvectorQmachineQ2010fQ 11

84 ExtractingQaQbiologicallyQlatentQspaceQofQlungQcancerQepigeneticsQwithQvariationalQautoencodershQBMCo
BioinformaticsfQ2019fQljfQopr 3.6 11

83 FSMtQFastQandQscalableQnetworkQmotifQdiscoveryQforQexploringQhighergorderQnetworkQorganizationshQ
MethodsfQ2020fQkqmfQrmgsm 4.6 11
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82 AnalyzingQlargegscaleQsamplesQconfirmsQtheQassociationQbetweenQtheQrskjokqmjQpolymorphismQandQ
lungQcancerQsusceptibilityhQScientificoReportsfQ2015fQofQkopnl 4.9 10

81 WeightedQNetworkgBasedQInferenceQofQHumanQMicroRNAgDiseaseQAssociationsQ2010fQ 10

80 eQTLMAPTtQFastQandQAccurateQeQTLQMediationQAnalysisQWithQEfficientQPermutationQTestingQ
ApproacheshQFrontiersoinoGeneticsfQ2019fQkjfQkmjs 4.5 9

79 DTWscoretQdifferentialQexpressionQandQcellQclusteringQanalysisQforQtimegseriesQsinglegcellQRNAgseqQ
datahQBMCoBioinformaticsfQ2017fQkrfQlqj 3.6 9

78 AQdeepQlearningQapproachQforQfilteringQstructuralQvariantsQinQshortQreadQsequencingQdatahQBriefingsoino
BioinformaticsfQ2021fQllfQ 13.4 9

77 CDLnCDRPtQAQCollaborativeQDeepQLearningQApproachQforQClinicalQDecisionQandQRiskQPredictionhQ
ProcessesfQ2019fQqfQlpo 2.9 8

76 JointQdetectionQofQcopyQnumberQvariationsQinQparentgoffspringQtrioshQBioinformaticsfQ2016fQmlfQkkmjgq 7.2 8

75 StatisticalQApproachesQforQtheQConstructionQandQInterpretationQofQHumanQProteingProteinQ
InteractionQNetworkhQBioMedoResearchoInternationalfQ2016fQljkpfQomkmjoj 3 8

74 ProbPFPtQaQmultipleQsequenceQalignmentQalgorithmQcombiningQhiddenQMarkovQmodelQoptimizedQbyQ
particleQswarmQoptimizationQwithQpartitionQfunctionhQBMCoBioinformaticsfQ2019fQljfQoqm 3.6 8

73 ExploringQDNAQMethylationQDataQofQLungQCancerQSamplesQwithQVariationalQAutoencodersQ2018fQ 8

72 HiddenQMarkovQinducedQDynamicQBayesianQNetworkQforQrecoveringQtimeQevolvingQgeneQregulatoryQ
networkshQScientificoReportsfQ2015fQofQkqrnk 4.9 7

71 IdentifyingQLiverQCancergRelatedQEnhancerQSNPsQbyQIntegratingQGWASQandQHistoneQModificationQ
ChIPgseqQDatahQBioMedoResearchoInternationalfQ2016fQljkpfQlmsomnk 3 7

70 PrioritizingQcandidateQdiseasesgrelatedQmetabolitesQbasedQonQliteratureQandQfunctionalQsimilarityhQ
BMCoBioinformaticsfQ2019fQljfQoqn 3.6 7

69 ProbPFPtQAQMultipleQSequenceQAlignmentQAlgorithmQCombiningQPartitionQFunctionQandQHiddenQ
MarkovQModelQwithQParticleQSwarmQOptimizationQ2018fQ 7

68 IdentifyingQProteinQBiomarkersQinQBloodQforQAlzheimerasQDiseasehQFrontiersoinoCelloandoDevelopmentalo
BiologyfQ2020fQrfQnql 5.7 6

67 FNSemSimtQAnQimprovedQdiseaseQsimilarityQmethodQbasedQonQnetworkQfusionQ2017fQ 6

66 WDNfindertQAQmethodQforQminimumQdriverQnodeQsetQdetectionQandQanalysisQinQdirectedQandQ
weightedQbiologicalQnetworkhQJournaloofoBioinformaticsoandoComputationaloBiologyfQ2017fQkofQkqojjlk 1 6

65 UnderstandingQTranscriptionQFactorQRegulationQbyQIntegratingQGeneQExpressionQandQDNaseQIQ
HypersensitiveQSiteshQBioMedoResearchoInternationalfQ2015fQljkofQqoqomj 3 6
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64 TheQminimumQfeatureQsubsetQselectionQproblemhQJournaloofoComputeroScienceoandoTechnologyfQ1997fQ
klfQknogkom 1.7 6

63 IdentifyingQAlzheimerasQDiseasegrelatedQmiRNAQBasedQonQSemigclusteringhQCurrentoGeneoTherapyfQ
2019fQksfQlkpgllm 4.3 6

62
DiseaseQModuleQIdentificationQBasedQonQRepresentationQLearningQofQComplexQNetworksQIntegratedQ
FromQGWASfQeQTLQSummariesfQandQHumanQInteractomehQFrontiersoinoBioengineeringoando
BiotechnologyfQ2020fQrfQnkr

5.8 6

61 PangCancerQClassificationQBasedQonQSelfgNormalizingQNeuralQNetworksQandQFeatureQSelectionhQ
FrontiersoinoBioengineeringoandoBiotechnologyfQ2020fQrfQqpp 5.8 6

60 DeepDNAtQaQhybridQconvolutionalQandQrecurrentQneuralQnetworkQforQcompressingQhumanQ
mitochondrialQgenomesQ2018fQ 6

59 IntegratedQentropygbasedQapproachQforQanalyzingQexonsQandQintronsQinQDNAQsequenceshQBMCo
BioinformaticsfQ2019fQljfQlrm 3.6 5

58 AnQApproximateQBufferlessQNetworkgongChiphQIEEEoAccessfQ2019fQqfQknkokpgknkoml 3.5 5

57 AnQInformationQGaingbasedQMethodQforQEvaluatingQtheQClassificationQPowerQofQFeaturesQTowardsQ
IdentifyingQEnhancershQCurrentoBioinformaticsfQ2020fQkofQoqngorj 4.7 5

56 abPOAtQanQSIMDgbasedQCQlibraryQforQfastQpartialQorderQalignmentQusingQadaptiveQbandhQBioinformatics
fQ2021fQmqfQlljsgllkk 7.2 5

55 LncDisAPtQaQcomputationQmodelQforQLncRNAgdiseaseQassociationQpredictionQbasedQonQmultipleQ
biologicalQdatasetshQBMCoBioinformaticsfQ2019fQljfQorl 3.6 5

54 AQpipelineQforQRNAgseqQbasedQeQTLQanalysisQwithQautomatedQqualityQcontrolQprocedureshQBMCo
BioinformaticsfQ2021fQllfQnjm 3.6 5

53 EnhancingQdiscoveriesQofQmolecularQQTLQstudiesQwithQsmallQsampleQsizeQusingQsummaryQstatisticQ
imputationhQBriefingsoinoBioinformaticsfQ2021fQ 13.4 5

52 mDQsurfaceQvoxelQtracingQcorrectorQforQaccurateQboneQsegmentationhQInternationaloJournaloofo
ComputeroAssistedoRadiologyoandoSurgeryfQ2018fQkmfQkonsgkopm 3.9 4

51 PrivacygPreservingQDataQMiningQBasedQonQSampleQSelectionQandQSingularQValueQDecompositionQ2011
fQ 4

50 BackQpropagationQbasedQonQselectiveQattentionQforQfastQconvergenceQofQtrainingQneuralQnetwork 4

49 SpliVerttQAQProteinQMultipleQSequenceQAlignmentQRefinementQMethodQBasedQonQSplittinggSplicingQ
VerticallyhQProteinoandoPeptideoLettersfQ2020fQlqfQlsogmjl 1.9 4

48 MeasuringQphenotypeQsemanticQsimilarityQusingQHumanQPhenotypeQOntologyQ2016fQ 4

47 AQnetworkgbasedQpathwaygexpandingQapproachQforQpathwayQanalysishQBMCoBioinformaticsfQ2016fQkqfQomp 3.6 4
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46 rMETLtQsensitiveQmobileQelementQinsertionQdetectionQwithQlongQreadQrealignmenthQBioinformaticsfQ
2019fQmofQmnrngmnrp 7.2 4

45 AnQautomatedQqualityQcontrolQpipelineQforQeQTLQanalysisQwithQRNAgseqQdataQ2019fQ 4

44 AQnetworkgbasedQpathwaygextendingQapproachQusingQDNAQmethylationQandQgeneQexpressionQdataQtoQ
identifyQalteredQpathwayshQScientificoReportsfQ2019fQsfQkkrom 4.9 3

43 SegmentationQofQtheQhipQjointQinQCTQvolumesQusingQadaptiveQthresholdingQclassificationQandQnormalQ
directionQcorrectionQ2013fQmpfQkjosgkjql 3

42 ReconstructQgeneQregulatoryQnetworkQusingQsliceQpatternQmodelhQBMCoGenomicsfQ2009fQkjQSupplQkfQSl 4.5 3

41 HumanQmitochondrialQgenomeQcompressionQusingQmachineQlearningQtechniqueshQHumanoGenomicsfQ
2019fQkmfQns 6.8 3

40 deSPItQefficientQclassificationQofQmetagenomicsQreadsQwithQlightweightQdeQBruijnQgraphgbasedQ
referenceQindexingQ2018fQ 3

39 AnQonlineQtoolQforQmeasuringQandQvisualizingQphenotypeQsimilaritiesQusingQHPOhQBMCoGenomicsfQ2018
fQksfQoqk 4.5 3

38 PrognosticQpredictionQofQcarcinomaQbyQaQdifferentialgregulatorygnetworkgembeddedQdeepQneuralQ
networkhQComputationaloBiologyoandoChemistryfQ2020fQrrfQkjqmkq 3.6 2

37 FindingQdisagreementQpathwayQsignaturesQandQconstructingQanQensembleQmodelQforQcancerQ
classificationhQScientificoReportsfQ2017fQqfQkjjnn 4.9 2

36 AutomaticQcenterlineQdetectionQofQsmallQthreegdimensionalQvesselQstructureshQJournaloofoElectronico
ImagingfQ2014fQlmfQjkmjjq 0.7 2

35 PmDNEtQPredictionQofQmiRNAgDiseaseQAssociationQBasedQonQNetworkQEmbeddingQandQNetworkQ
SimilarityQAnalysishQBioMedoResearchoInternationalfQ2020fQljljfQplnrprp 3 2

34 PredictionQperformanceQofQtwelveQtumorQmutationQburdenQpanelsQinQmelanomaQandQnongsmallQcellQ
lungQcancerhhQCriticaloReviewsoinoOncology/HematologyfQ2021fQkpsfQkjmoqm 7 2

33 MGMINtQAQNormalizationQMethodQforQCorrectingQProbeQDesignQBiasQinQIlluminaQInfiniumQ
HumanMethylationnojQBeadChipshQFrontiersoinoGeneticsfQ2020fQkkfQomrnsl 4.5 2

32 ScGSLCtQAnQunsupervisedQgraphQsimilarityQlearningQframeworkQforQsinglegcellQRNAgseqQdataQ
clusteringhQComputationaloBiologyoandoChemistryfQ2021fQsjfQkjqnko 3.6 2

31 IdentificationQofQParkinsonasQDiseasegCausingQGenesQviaQOmicsQDatahQFrontiersoinoGeneticsfQ2021fQklfQqklkpn4.5 2

30 EvaluatingQindividualQgenomeQsimilarityQwithQaQtopicQmodelhQBioinformaticsfQ2020fQmpfQnqoqgnqpn 7.2 1

29 AQPipelineQforQReconstructingQSomaticQCopyQNumberQAlternationasQSubclonalQPopulationgBasedQ
NextgGenerationQSequencingQDatahQFrontiersoinoGeneticsfQ2019fQkjfQkmqn 4.5 1
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28 ContentsfQConstructionQMethodsfQDataQResourcesfQandQFunctionsQComparativeQAnalysisQofQBacteriaQ
DatabaseshQInternationaloJournaloofoBiologicaloSciencesfQ2020fQkpfQrmrgrnr 11.2 1

27 PGsimtQAQComprehensiveQandQHighlyQCustomizableQPersonalQGenomeQSimulatorhQFrontiersoino
BioengineeringoandoBiotechnologyfQ2020fQrfQlr 5.8 1

26 ModellingQnongstationaryQgeneQregulatoryQprocessQwithQhiddenQMarkovQDynamicQBayesianQNetworkQ
2012fQ 1

25 FactorQgraphgaggregatedQheterogeneousQnetworkQembeddingQforQdiseaseggeneQassociationQ
predictionhQBMCoBioinformaticsfQ2021fQllfQkpo 3.6 1

24 EnhancementQandQImputationQofQPeakQSignalQEnablesQAccurateQCellgTypeQClassificationQinQ
scATACgseqhQFrontiersoinoGeneticsfQ2021fQklfQpormol 4.5 1

23 IBItQIdentificationQofQBiomarkerQGenesQinQIndividualQTumorQSampleshQFrontiersoinoGeneticsfQ2019fQkjfQklmp 4.5 1

22 IdentifyingQCandidateQDiseasesgrelatedQMetabolitesQBasedQonQDiseaseQSimilarityQ2018fQ 1

21 IdentifyingQRepresentativeQNetworkQMotifsQforQInferringQHighergorderQStructureQofQBiologicalQ
NetworksQ2018fQ 1

20 FastQvariationgawareQreadQalignmentQwithQdeBGAgVARAQ2018fQ 1

19 AnalysisQforQEarlyQSeizureQDetectionQSystemQBasedQonQDeepQLearningQAlgorithmQ2018fQ 1

18 ExploreQpotentialQdiseaseQrelatedQmetabolitesQbasedQonQlatentQfactorQmodelhhQBMCoGenomicsfQ2022fQ
lmfQlps 4.5 1

17 DifferentiallyQExpressedQMutantQGenesQRevealQPotentialQPrognosticQMarkersQForQLungQ
AdenocarcinomaQ2021fQ 1

16 DRBintQMetagenomicQbinningQbasedQonQdeepQrepresentationQlearninghhQJournaloofoGeneticsoando
GenomicsfQ2021fQ 4 1

15 AnQimprovedQadvancedQfragmentQanalysisgbasedQclassificationQandQriskQstratificationQofQpediatricQ
acuteQlymphoblasticQleukemiahQCanceroCelloInternationalfQ2019fQksfQkkj 6.4 0

14 PredictionQofQtheQdiseaseQcausalQgenesQbasedQonQheterogeneousQnetworkQandQmultigfeatureQ
combinationQmethodhhQComputationaloBiologyoandoChemistryfQ2022fQsqfQkjqpms 3.6 0

13 AQBipartiteQNetworkQModulegBasedQProjectQtoQPredictQPathogengHostQAssociationhQFrontiersoino
GeneticsfQ2019fQkjfQkmoq 4.5 0

12 IIMLPtQintegratedQinformationgentropygbasedQmethodQforQLncRNAQpredictionhQBMCoBioinformaticsfQ
2021fQllfQlnm 3.6 0

11 PangCancerQMetastasisQPredictionQBasedQonQGraphQDeepQLearningQMethodhQFrontiersoinoCelloando
DevelopmentaloBiologyfQ2021fQsfQpqosqr 5.7 0
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10 PanSVRtQPangGenomeQAugmentedQShortQReadQRealignmentQforQSensitiveQDetectionQofQStructuralQ
VariationshQFrontiersoinoGeneticsfQ2021fQklfQqmkoko 4.5 0

9 rMFiltertQaccelerationQofQlongQreadgbasedQstructureQvariationQcallingQbyQchimericQreadQfilteringhQ
BioinformaticsfQ2017fQmmfQlqojglqol 7.2

8 JointQdetectionQofQgermlineQandQsomaticQcopyQnumberQeventsQinQmatchedQtumorgnormalQsampleQ
pairshQBioinformaticsfQ2019fQmofQnsoognspk 7.2

7 MlPPtQaQnovelQcomputationalQmodelQforQpredictingQdruggtargetedQpathogenicQproteinshhQBMCo
BioinformaticsfQ2022fQlmfQq 3.6

6 FilteringQdeQnovoQindelsQinQparentgoffspringQtrioshQBMCoBioinformaticsfQ2020fQlkfQonq 3.6

5 ShortQReadQAlignmentQBasedQonQMaximalQApproximateQMatchQSeedshQFrontiersoinoMolecularo
BiosciencesfQ2020fQqfQoqlsmn 5.6

4 FastQandQAccurateQClassificationQofQMetagGenomicsQLongQReadsQWithQdeSAMBAhQFrontiersoinoCelloando
DevelopmentaloBiologyfQ2021fQsfQpnmpno 5.7

3 OptimizingQgeneQsetQannotationsQcombiningQGOQstructureQandQgeneQexpressionQdatahQBMCoSystemso
BiologyfQ2018fQklfQkmm 3.5

2 FastQandQSNPgawareQshortQreadQalignmentQwithQSALThQBMCoBioinformaticsfQ2021fQllfQkql 3.6

1 OTUCDtQUnsupervisedQGCNQbasedQmetagenomicsQnongoverlappingQcommunityQdetectionhhQ
ComputationaloBiologyoandoChemistryfQ2022fQsrfQkjqpqj 3.6
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