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m Paper IF Citations

121 NetworkMPharmacologyMxatabasesMforMTraditionalMwhineseMMedicinenMReviewMandMussessmentbM
FrontiershinhPharmacologyYM2019YMedYMefg 5.6 306

120 SalivaMmicrobiomesMdistinguishMcariesaactiveMfromMhealthyMhumanMpopulationsbMISMEhJournalYM2012YM
jYMeaed 11.9 245

119 whoreographyMofMTranscriptomesMandMLipidomesMofMNannochloropsisMRevealsMtheMMechanismsMofMOilM
SynthesisMinMMicroalgaebMPlanthCellYM2014YMfjYMejhiaejji 11.6 243

118 NannochloropsisMgenomesMrevealMevolutionMofMmicroalgalMoleaginousMtraitsbMPLoShGeneticsYM2014YMedYMeeddhdmh6 173

117
womparativeManalysisMofMdifferentMlabelafreeMmassMspectrometryMbasedMproteinMabundanceM
estimatesMandMtheirMcorrelationMwithMRNuaSeqMgeneMexpressionMdatabMJournalhofhProteomehResearchYM
2012YMeeYMffjeake

5.6 108

116 TwMaMeshnMTheMdatabaseMandManalyticalMsystemMforMnetworkMpharmacologyManalysisMforMTwMM
preparationsbMScientifichReportsYM2017YMkYMflfe 4.9 106

115 UsingMindirectMproteinaproteinMinteractionsMforMproteinMcomplexMpredictionbMJournalhofhBioinformaticsh
andhComputationalhBiologyYM2008YMjYMhgiajj 1 103

114 GenomicMzoundationMofMStarchatoaLipidMSwitchMinMOleaginousMwhlorellaMsppbMPlanthPhysiologyYM2015YM
ejmYMfhhhaje 6.6 89

113 viologicalMingredientManalysisMofMtraditionalMwhineseMmedicineMpreparationMbasedMonM
highathroughputMsequencingnMtheMstoryMforMLiuweiMxihuangMWanbMScientifichReportsYM2014YMhYMiehk 4.9 76

112 ParallelaMyTuMgnMwomprehensiveMtaxonomicalMandMfunctionalManalysisMplatformMforMefficientM
comparisonMofMmicrobialMcommunitiesbMScientifichReportsYM2017YMkYMhdgke 4.9 64

111 GenomeawideMidentificationMofMtranscriptionMfactorsMandMtranscriptionafactorMbindingMsitesMinM
oleaginousMmicroalgaeMNannochloropsisbMScientifichReportsYM2014YMhYMihih 4.9 61

110
xistributionMofMantibioticMresistanceMgenesMinManMagriculturallyMdisturbedMlakeMinMwhinanMTheirMlinksM
withMmicrobialMcommunitiesYMantibioticsYMandMwaterMqualitybMJournalhofhHazardoushMaterialsYM2020YM
gmgYMeffhfj

12.8 57

109 ParallelaMyTuMfbdnMenhancedMmetagenomicMdataManalysisMwithMfunctionalMannotationYMhighM
performanceMcomputingMandMadvancedMvisualizationbMPLoShONEYM2014YMmYMelmgfg 3.7 54

108 yxaminationMofMtheMrelationshipMbetweenMessentialMgenesMinMPPIMnetworkMandMhubMproteinsMinM
reverseMnearestMneighborMtopologybMBMChBioinformaticsYM2010YMeeYMidi 3.6 51

107 womputationalManalysisMofMunassignedMhighaqualityMMScMSMspectraMinMproteomicMdataMsetsbM
ProteomicsYM2010YMedYMfkefal 4.8 51

106 QwawhainnMfastMandMholisticMqualityMcontrolMmethodMforMnextagenerationMsequencingMdatabMPLoShONEYM
2013YMlYMejdfgh 3.7 49

105
TheMutilityMofMmassMspectrometryabasedMproteomicMdataMforMvalidationMofMnovelMalternativeMspliceM
formsMreconstructedMfromMRNuaSeqMdatanMaMpreliminaryMassessmentbMBMChBioinformaticsYM2010YMeeM
SupplMeeYMSeh

3.6 49
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104 NannochloropsisMplastidMandMmitochondrialMphylogenomesMrevealMorganelleMdiversificationM
mechanismMandMintragenusMphylotypingMstrategyMinMmicroalgaebMBMChGenomicsYM2013YMehYMigh 4.5 45

103 MwLawuwnMaMrefinementMofMMwLMforMdetectingMyeastMcomplexesMfromMweightedMPPIMnetworksMbyM
incorporatingMcoreaattachmentMstructurebMBMChBioinformaticsYM2010YMeeYMidh 3.6 44

102 GMreponMaMdatabaseMofMcuratedMandMconsistentlyMannotatedMhumanMgutMmetagenomesbMNucleichAcidsh
ResearchYM2020YMhlYMxihiaxiig 20.1 41

101 StereotypesMuboutMynterotypenMtheMOldMandMNewMIdeasbMGenomicsxhProteomicshandhBioinformaticsYM
2019YMekYMhaef 6.5 40

100
xistinctMrolesMforMcarbohydrateabindingMmodulesMofMglycosideMhydrolaseMedMUGHedVMandMGHeeM
xylanasesMfromMwaldicellulosiruptorMspbMstrainMzgfMinMthermostabilityMandMcatalyticMefficiencybMAppliedh
andhEnvironmentalhMicrobiologyYM2015YMleYMfddjaeh

4.8 40

99 MetaaStormsnMefficientMsearchMforMsimilarMmicrobialMcommunitiesMbasedMonMaMnovelMindexingMschemeM
andMsimilarityMscoreMforMmetagenomicMdatabMBioinformaticsYM2012YMflYMfhmgaide 7.2 34

98 ussessmentMofMqualityMcontrolMapproachesMforMmetagenomicMdataManalysisbMScientifichReportsYM2014YM
hYMjmik 4.9 31

97
GenomicMandMtranscriptomeManalysesMrevealMthatMMuPKaMandMphosphatidylinositolasignalingM
pathwaysMmediateMtoleranceMtoMiahydroxymethylafafuraldehydeMforMindustrialMyeastMSaccharomycesM
cerevisiaebMScientifichReportsYM2014YMhYMjiij

4.9 29

96 ParallelaMyTunMefficientMmetagenomicMdataManalysisMbasedMonMhighaperformanceMcomputationbMBMCh
SystemshBiologyYM2012YMjMSupplMeYMSej 3.5 29

95 ResilienceMofMhumanMgutMmicrobialMcommunitiesMforMtheMlongMstayMwithMmultipleMdietaryMshiftsbMGutYM
2019YMjlYMffihaffii 19.2 28

94 zuLwONthomenMaMhighathroughputMproteinMstructureMpredictionMserverMbasedMonMremoteM
homologueMrecognitionbMBioinformaticsYM2016YMgfYMhjfah 7.2 25

93 RNuaQwachainnMcomprehensiveMandMfastMqualityMcontrolMforMRNuaSeqMdatabMBMChGenomicsYM2018YMemYMehh 4.5 24

92 TheMHumanMGutMViromeMinMHypertensionbMFrontiershinhMicrobiologyYM2018YMmYMgeid 5.7 24

91 PanagenomeManalysesMofMfhMstrainsMreaemphasizeMtheMdiversificationMofMtheirMfunctionsMyetM
evolutionaryMdynamicsMofMmetalareducingMpathwaybMBiotechnologyhforhBiofuelsYM2018YMeeYMemg 7.8 22

90 SNPMcallingMusingMgenotypeMmodelMselectionMonMhighathroughputMsequencingMdatabMBioinformaticsYM
2012YMflYMjhgaid 7.2 20

89 uMcultureaindependentMapproachMtoMunravelMunculturedMbacteriaMandMfunctionalMgenesMinMaMcomplexM
microbialMcommunitybMPLoShONEYM2012YMkYMehkigd 3.7 20

88 StratificationMofMathletesTMgutMmicrobiotanMtheMmultifacetedMhubsMassociatedMwithMdietaryMfactorsYM
physicalMcharacteristicsMandMperformancebMGuthMicrobesYM2020YMefYMeael 8.8 19

87 MicrobiomeMvigaxataMMiningMandMupplicationsMUsingMSingleawellMTechnologiesMandMMetagenomicsM
upproachesMTowardMPrecisionMMedicinebMFrontiershinhGeneticsYM2019YMedYMmkf 4.5 17
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86 zuelingMabMinitioMfoldingMwithMmarineMmetagenomicsMenablesMstructureMandMfunctionMpredictionsMofM
newMproteinMfamiliesbMGenomehBiologyYM2019YMfdYMffm 18.3 17

85 womparisonMandMInterpretationMofMTaxonomicalMStructureMofMvacterialMwommunitiesMinMTwoMTypesMofM
LakesMonMYunaGuiMplateauMofMwhinabMScientifichReportsYM2016YMjYMgdjej 4.9 17

84 xNuMextractionMprotocolMforMbiologicalMingredientManalysisMofMLiuweiMxihuangMWanbMGenomicsxh
ProteomicshandhBioinformaticsYM2014YMefYMegkahg 6.5 16

83 TowardsMaMbetterMsolutionMtoMtheMshortestMcommonMsupersequenceMproblemnMtheMdepositionMandM
reductionMalgorithmbMBMChBioinformaticsYM2006YMkMSupplMhYMSef 3.6 16

82 GPUaMetaaStormsnMcomputingMtheMstructureMsimilaritiesMamongMmassiveMamountMofMmicrobialM
communityMsamplesMusingMGPUbMBioinformaticsYM2014YMgdYMedgeag 7.2 15

81 MetaaQwawhainnMcomprehensiveMandMfastMqualityMcontrolMmethodMforMmetagenomicMdatabMGenomicsxh
ProteomicshandhBioinformaticsYM2014YMefYMifaj 6.5 15

80 TraditionalMwhineseMMedicineMandMGutMMicrobiomenMTheirMRespectiveMandMwoncertMyffectsMonM
HealthcarebMFrontiershinhPharmacologyYM2020YMeeYMigl 5.6 14

79 USINGMINxIRywTMPROTyINaPROTyINMINTyRuwTIONSMzORMPROTyINMwOMPLyXMPRyxIwTIONM2007YM 14

78 MetaanetworknMoptimizedMspeciesaspeciesMnetworkManalysisMforMmicrobialMcommunitiesbMBMCh
GenomicsYM2019YMfdYMelk 4.5 13

77 MetaSeenManMinteractiveMandMextendableMvisualizationMtoolboxMforMmetagenomicMsampleManalysisMandM
comparisonbMPLoShONEYM2012YMkYMehlmml 3.7 13

76 ugriculturalMRiskMzactorsMInfluenceMMicrobialMycologyMinMHonghuMLakebMGenomicsxhProteomicshandh
BioinformaticsYM2019YMekYMkjamd 6.5 12

75 MetavootnMaMmachineMlearningMframeworkMofMtaxonomicalMbiomarkerMdiscoveryMforMdifferentM
microbialMcommunitiesMbasedMonMmetagenomicMdatabMPeerJYM2015YMgYMemmg 3.1 12

74 womprehensiveMunalysisMRevealsMtheMyvolutionMandMPathogenicityMofMYMViewedMfromMvothMSingleM
IsolatedMSpeciesMandMMicrobialMwommunitiesbMMSystemsYM2019YMhYM 7.6 12

73 TheMTaraMOceansMProjectnMNewMOpportunitiesMandMGreaterMwhallengesMuheadbMGenomicsxhProteomicsh
andhBioinformaticsYM2015YMegYMfkiak 6.5 11

72 SalivaMmicrobiotaMcarryMcariesaspecificMfunctionalMgeneMsignaturesbMPLoShONEYM2014YMmYMekjhil 3.7 11

71 viologicalMingredientMcomplementMchemicalMingredientMinMtheMassessmentMofMtheMqualityMofMTwMM
preparationsbMScientifichReportsYM2019YMmYMilig 4.9 10

70 ProteomicMstudyMuncoversMmolecularMprinciplesMofMsingleacellalevelMphenotypicMheterogeneityMinMlipidM
storageMofbMBiotechnologyhforhBiofuelsYM2019YMefYMfe 7.8 10

69 SingleacellMSNPManalysesMandMinterpretationsMbasedMonMRNuaSeqMdataMforMcolonMcancerMresearchbM
ScientifichReportsYM2016YMjYMghhfd 4.9 10
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68 wharacterizationMofMsalivaMmicrobiotaTsMfunctionalMfeatureMbasedMonMmetagenomicMsequencingbM
SpringerPlusYM2016YMiYMfdml 10

67 OnMpreprocessingMandMantisymmetryMinMdeMnovoMpeptideMsequencingnMimprovingMefficiencyMandM
accuracybMJournalhofhBioinformaticshandhComputationalhBiologyYM2008YMjYMhjkamf 1 8

66 PredictingMnewMindicationsMofMcompoundsMwithMaMnetworkMpharmacologyMapproachnMLiuweiMxihuangM
WanMasMaMcaseMstudybMOncotargetYM2017YMlYMmgmikamgmjl 3.3 8

65 wlassificationMofMtheMGutMMicrobiotaMofMPatientsMinMIntensiveMwareMUnitsMxuringMxevelopmentMofM
SepsisMandMSepticMShockbMGenomicsxhProteomicshandhBioinformaticsYM2020YMelYMjmjakdk 6.5 8

64 RefiningMMarkovMwlusteringMforMproteinMcomplexMpredictionMbyMincorporatingMcoreaattachmentM
structurebMGenomehInformaticsYM2009YMfgYMeimajl 8

63 MicrobialMcommunityMpatternMdetectionMinMhumanMbodyMhabitatsMviaMensembleMclusteringMframeworkbM
BMChSystemshBiologyYM2014YMlMSupplMhYMSk 3.5 7

62 xepositionMandMextensionMapproachMtoMfindMlongestMcommonMsubsequenceMforMthousandsMofMlongM
sequencesbMComputationalhBiologyhandhChemistryYM2010YMghYMehmaik 3.6 7

61 uMpostaprocessingMmethodMforMoptimizingMsynthesisMstrategyMforMoligonucleotideMmicroarraysbM
NucleichAcidshResearchYM2005YMggYMeehh 20.1 7

60 SuWnMaMmethodMtoMidentifyMsplicingMeventsMfromMRNuaSeqMdataMbasedMonMsplicingMfingerprintsbMPLoSh
ONEYM2010YMiYMeefdhk 3.7 7

59 MetaaPrismnMUltraafastMandMhighlyMaccurateMmicrobialMcommunityMstructureMsearchMutilizingMdualM
indexingMandMparallelMcomputationbMBriefingshinhBioinformaticsYM2021YMffYMiikaijk 13.4 7

58 UtilizingMmicrobiomeMapproachesMtoMassistMsourceMtrackingYMtreatmentMandMpreventionMofMwOVIxaemnM
ReviewMandMassessmentbMComputationalhandhStructuralhBiotechnologyhJournalYM2020YMelYMgjeiagjff 6.8 6

57 wondensingMRamanMspectrumMforMsingleacellMphenotypeManalysisbMBMChBioinformaticsYM2015YMejMSupplM
elYMSei 3.6 6

56 ModelingMandMcharacterizationMofMmultiachargeMmassMspectraMforMpeptideMsequencingbMJournalhofh
BioinformaticshandhComputationalhBiologyYM2006YMhYMegfmaif 1 6

55 QSpecnMonlineMcontrolMandMdataManalysisMsystemMforMsingleacellMRamanMspectroscopybMPeerJYM2014YMfYMehgj 3.1 6

54 woreagenomeMscaffoldMcomparisonMrevealsMtheMprevalenceMthatMinversionMeventsMareMassociatedMwithM
pairsMofMinvertedMrepeatsbMBMChGenomicsYM2017YMelYMfjl 4.5 5

53 zindingMPatternsMinMviologicalMSequencesMbyMLongestMwommonMSubsequencesandMShortestMwommonM
SupersequencesM2006YM 5

52 HeterogeneousMcircRNuMexpressionMprofilesMandMregulatoryMfunctionsMamongMHyKfmgTMsingleMcellsbM
ScientifichReportsYM2017YMkYMehgmg 4.9 4

51 RapidMcomparisonMandMcorrelationManalysisMamongMmassiveMnumberMofMmicrobialMcommunityMsamplesM
basedMonMMxVMdataMmodelbMScientifichReportsYM2014YMhYMjgmg 4.9 4
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50 uLGORITHMMzORMPyPTIxyMSyQUyNwINGMvYMTuNxyMMMuSSMSPywTROMyTRYMvuSyxMONMvyTTyRM
PRyPROwySSINGMuNxMuNTIaSYMMyTRIwMwOMPUTuTIONuLMMOxyLM2007YM 4

49 vigMdataMforMbiomedicalMresearchnMwurrentMstatusMandMprospectivebMChinesehSciencehBulletinYM2015YMjdYMighaihj2.9 4

48 xataaminingMofMuntibioticMResistanceMGenesMProvidesMInsightMintoMtheMwommunityMStructureMofM
OceanMMicrobiome 4

47 uMLivingMyukaryoticMuutocementationMKitMfromMSurfaceMxisplayMofMSilicaMvindingMPeptidesMonM
YarrowiaMlipolyticabMACShSynthetichBiologyYM2016YMiYMehjjaehkh 5.7 4

46 MechanismsMofMnicheaneutralityMbalancingMcanMdriveMtheMassemblingMofMmicrobialMcommunitybM
MolecularhEcologyYM2021YMgdYMehmfaeidh 5.7 4

45 IntegratingMpanagenomeMwithMmetagenomeMforMmicrobialMcommunityMprofilingbMComputationalhandh
StructuralhBiotechnologyhJournalYM2021YMemYMehilaehjj 6.8 4

44 UsingMQwavlindMforMQualityMwontrolMandMwontaminationMScreeningMofMvacteriaMxNuMSequencingMxataM
WithoutMReferenceMGenomebMFrontiershinhMicrobiologyYM2019YMedYMeijd 5.7 3

43 TheMSeasonalMxynamicsMandMtheMInfluenceMofMHumanMuctivitiesMonMwampusMOutdoorMMicrobialM
wommunitiesbMFrontiershinhMicrobiologyYM2019YMedYMeikm 5.7 3

42
unalysisMofMtheMrelationshipsMamongMLongestMwommonMSubsequencesYMShortestMwommonM
SupersequencesMandMpatternsMandMitsMapplicationMonMpatternMdiscoveryMinMbiologicalMsequencesbM
InternationalhJournalhofhDatahMininghandhBioinformaticsYM2011YMiYMjeeafi

0.5 3

41 IsMriceacrayfishMcoacultureMaMbetterMaquacultureMmodelnMzromMtheMperspectiveMofMantibioticMresistomeM
profilesbMEnvironmentalhPollutionYM2022YMfmfYMeelhid 9.3 3

40 RyzININGMMuRKOVMwLUSTyRINGMzORMPROTyINMwOMPLyXMPRyxIwTIONMvYMINwORPORuTINGM
wORyauTTuwHMyNTMSTRUwTURyM2009YM 3

39 ussociationMofMGutMMicrobiotaMduringMyarlyMPregnancyMwithMRiskMofMIncidentMGestationalMxiabetesM
MellitusbMJournalhofhClinicalhEndocrinologyhandhMetabolismYM2021YMedjYMeheflaehehe 5.6 3

38 HiddenMlinkMinMgutajointMaxisnMgutMmicrobesMpromoteMrheumatoidMarthritisMatMearlyMstageMbyMenhancingM
ascorbateMdegradationbMGutYM2021YM 19.2 3

37 upplicationMofMMetaaMeshMonMtheManalysisMofMmicrobialMcommunitiesMfromMhumanM
associatedahabitatsbMQuantitativehBiologyYM2015YMgYMhael 3.9 2

36 MetagenomicsMandMSingleawellMOmicsMxataMunalysisMforMHumanMMicrobiomeMResearchbMAdvanceshinh
ExperimentalhMedicinehandhBiologyYM2016YMmgmYMeekaegk 3.6 2

35 MultiGeMSnMdetectionMofMSNVsMfromMmultipleMsamplesMusingMmodelMselectionMonMhighathroughputM
sequencingMdatabMBioinformaticsYM2016YMgfYMehljamf 7.2 2

34 uMmachineMlearningMframeworkMofMfunctionalMbiomarkerMdiscoveryMforMdifferentMmicrobialM
communitiesMbasedMonMmetagenomicMdataM2012YM 2

33 xetectingMhubsMandMquasiMcliquesMinMscaleafreeMnetworksM2008YM 2
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32
xecodingMtheMlinkMofMmicrobiomeMnichesMwithMhomologousMsequencesMenablesMaccuratelyMtargetedM
proteinMstructureMpredictionbMProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofh
AmericaYM2021YMeelYM

11.5 2

31 xecodingMherbalMmaterialsMofMrepresentativeMTwMMpreparationsMwithMtheMmultiabarcodingMapproach 2

30 OntologyauwareMxeepMLearningMynablesMUltrafastYMuccurateMandMInterpretableMSourceMTrackingM
amongMSubaMillionMMicrobialMwommunityMSamplesMfromMHundredsMofMNiches 2

29 HolmesaITSfnMwonsolidatedMITSfMresourcesMandMsearchMenginesMforMplantMxNuabasedMmarkerManalyses 2

28 StrainaGeMSnMoptimizedMsubspeciesMidentificationMfromMmicrobiomeMdataMbasedMonMaccurateMvariantM
modelingbMBioinformaticsYM2019YMgiYMeklmaekme 7.2 2

27 PepSOMnManMalgorithmMforMpeptideMidentificationMbyMtandemMmassMspectrometryMbasedMonMSOMbM
GenomehInformaticsYM2006YMekYMemhafdi 2

26
ulgorithmMforMpeptideMsequencingMbyMtandemMmassMspectrometryMbasedMonMbetterMpreprocessingM
andMantiasymmetricMcomputationalMmodelbMComputationalhSystemshBioinformaticsh/hLifehSciencesh
SocietyhComputationalhSystemshBioinformaticshConferenceYM2007YMjYMemagd

2

25 unMaccurateMandMefficientMalgorithmMforMPeptideMandMptmMidentificationMbyMtandemMmassM
spectrometrybMGenomehInformaticsYM2007YMemYMeemagd 2

24 xecodingMherbalMmaterialsMofMTwMMpreparationsMwithMtheMmultiabarcodeMsequencingMapproachbbM
ScientifichReportsYM2022YMefYMimll 4.9 2

23
GlycyrrhizaMuralensisMzischbMRootaassociatedMmicrobiotanMtheMmultifacetedMhubsMassociatedMwithM
environmentalMfactorsYMgrowthMstatusMandMaccumulationMofMsecondaryMmetabolitesbbMEnvironmentalh
MicrobiomesYM2022YMekYMfg

5.6 2

22 GPUaMetaaStormsnMwomputingMtheMsimilaritiesMamongMmassiveMmicrobialMcommunitiesMusingMGPUM
2013YM 1

21 ParallelaMyTunMuMhighaperformanceMcomputationalMpipelineMforMmetagenomicMdataManalysisM2011YM 1

20 unMOpenasourceMwollaborationMynvironmentMforMMetagenomicsMResearchM2011YM 1

19 worrelationawentricMNetworkMUwwNVMrepresentationMforMmicrobialMcoaoccurrenceMpatternsnMnewM
insightsMforMmicrobialMecologybMNARhGenomicshandhBioinformaticsYM2020YMfYMlqaadhf 3.7 1

18 PanagenomeMstudyMofMThermococcalesMrevealsMextensiveMgeneticMdiversityMandMgeneticMevidenceMofM
thermophilicMadaptionbMEnvironmentalhMicrobiologyYM2021YMfgYMgimmagjeg 5.2 1

17 MicrobiomeMSampleMwomparisonMandMSearchnMzromMPairaWiseMwalculationsMtoMModelavasedM
MatchingbMFrontiershinhMicrobiologyYM2021YMefYMjhfhgm 5.7 1

16 NicheMandMNeutralityMWorkMxifferentlyMinMMicrobialMwommunitiesMinMzluidicMandMNonafluidicM
ycosystemsbMMicrobialhEcologyYM2020YMkmYMifkaigl 4.4 1

15 ReliableMandMInterpretableMMortalityMPredictionMWithMStrongMzoresightMinMwOVIxaemMPatientsnMunM
InternationalMStudyMzromMwhinaMandMGermanybMFrontiershinhArtificialhIntelligenceYM2021YMhYMjkfdid 3 1

(2021-2021)
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14 MicroacoevolutionMofMhostMgeneticsMwithMgutMmicrobiomeMinMthreeMwhineseMethnicMgroupsbMJournalhofh
GeneticshandhGenomicsYM2021YMhlYMmkfamlg 4 1

13 MicrobiomeMResilienceMandMHealthMImplicationsMforMPeopleMinMHalfaYearMTravelbbMFrontiershinh
ImmunologyYM2022YMegYMlhlmmh 8.4 1

12 HighMbiodiversityMandMdistinctMassemblyMpatternsMofMmicrobialMcommunitiesMinMgroundwaterM
comparedMwithMsurfaceMwaterbbMSciencehofhthehTotalhEnvironmentYM2022YMeiighi 10.2 1

11 TheMmultipleMsequenceMsetsnMproblemMandMheuristicMalgorithmsbMJournalhofhCombinatorialh
OptimizationYM2011YMffYMkklakmj 0.9 0

10 unalysisMofMantibioticMresistanceMgenesMrevealsMtheirMimportantMrolesMinMinfluencingMtheMcommunityM
structureMofMoceanMmicrobiomebbMSciencehofhthehTotalhEnvironmentYM2022YMlfgYMeigkge 10.2 0

9
TheMseasonalMchangesMofMtheMgutMmicrobiomeMofMtheMpopulationMlivingMinMtraditionalMlifestylesMareM
representedMbyMcharacteristicMspeciesalevelMandMfunctionalalevelMSNPMenrichmentMpatternsbMBMCh
GenomicsYM2021YMffYMlg

4.5 0

8 TheMdistributionMandMdepositionMalgorithmMforMmultipleMoligoMnucleotideMarraysbMGenomehInformaticsYM
2006YMekYMlmamm 0

7 HowMmuchMmetagenomeMdataMisMneededMforMproteinMstructureMpredictionnMTheMadvantagesMofM
targetedMapproachMfromMtheMecologicalMandMevolutionaryMperspectivesM2022YMeYM 0

6 LinkageMandMdrivingMmechanismsMofMantibioticMresistomeMinMsurfaceMandMgroundMwaternMTheirM
responsesMtoMlandMuseMandMseasonalMvariationbbMWaterhResearchYM2022YMfeiYMeelfkm 12.5 0

5 UnderstandingMofMtheMSiteaSpecificMMicrobialMPatternsMtowardsMuccurateMIdentificationMforMPatientsM
withMxiarrheaaPredominantMIrritableMvowelMSyndromebbMMicrobiologyhSpectrumYM2021YMmYMedefiife 8.9 0

4 OntologyaawareMdeepMlearningMenablesMultrafastMandMinterpretableMsourceMtrackingMamongM
subamillionMmicrobialMcommunityMsamplesMfromMhundredsMofMnichesbbMGenomehMedicineYM2022YMehYMhg 14.4 0

3 uutomatedMIdentificationMofMProteinMwlassificationMandMxetectionMofMunnotationMyrrorsMinMProteinM
xatabasesMUsingMStatisticalMupproachesbMLecturehNoteshinhComputerhScienceYM2006YMefgaegl 0.9

2 TwoaphaseMzilteringMStrategyMforMyfficientMPeptideMIdentificationMfromMMassMSpectrometrybMJournalh
ofhProteomicshandhBioinformaticsYM2010YMgYMefeaefm 2.1

1 MicrobiomeMandMvigaxataMMiningM2022YMemkafff
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