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37 TheSPfamSproteinSfamiliesSdatabasevStowardsSaSmoreSsustainableSfuturejSNucleiclAcidslResearchhS
2016hSpphSDnsuitq 20.1 3678
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28 NewSdevelopmentsSinStheSInterProSdatabasejSNucleiclAcidslResearchhS2007hSoqhSDnnpit 20.1 397
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26 AShumanSgutSbacterialSgenomeSandScultureScollectionSforSimprovedSmetagenomicSanalysesjSNaturel
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25 MicrobialSabundancehSactivitySandSpopulationSgenomicSprofilingSwithSmOTUsnjSNaturel
CommunicationshS2019hSmlhSmlmp 17.4 134

24 EBISMetagenomicsSinSnlmsvSenrichingStheSanalysisSofSmicrobialScommunitieshSfromSsequenceSreadsS
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metagenomicSdatajSNucleiclAcidslResearchhS2016hSpphSDquqirlo 20.1 81
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17 HPMCDvStheSdatabaseSofShumanSmicrobialScommunitiesSfromSmetagenomicSdatasetsSandSmicrobialS
referenceSgenomesjSNucleiclAcidslResearchhS2016hSpphSDrlpiu 20.1 50

16 GenomeoDvSaSUKScollaborativeSprojectStoSannotateSgenomicSsequencesSwithSpredictedSoDS
structuresSbasedSonSSCOPSandSCATHSdomainsjSNucleiclAcidslResearchhS2013hSpmhSDpuuiqls 20.1 48
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13 MicrobialScompositionSofSKombuchaSdeterminedSusingSampliconSsequencingSandSshotgunS
metagenomicsjSJournalloflFoodlSciencehS2020hStqhSpqqiprp 3.4 28

12 EstimatingStheSqualitySofSeukaryoticSgenomesSrecoveredSfromSmetagenomicSanalysisSwithSEukCCjS
GenomelBiologyhS2020hSnmhSnpp 18.3 19
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annotationsjSDatabase:lthelJournalloflBiologicallDatabaseslandlCurationhS2016hSnlmrhS 5 16

10 MetagenomicSanalysisvStheSchallengeSofStheSdataSbonanzajSBriefingslinlBioinformaticshS2012hSmohSspoir 13.4 16

9 MicrobiotaSCharacterizationSofSAgriculturalSGreenSWasteiBasedSSuppressiveSCompostsSUsingSOmicsS
andSClassicSApproachesjSAgricultureluSwitzerlandwhS2020hSmlhSrm 3 14

8 UnifyingStheSknownSandSunknownSmicrobialScodingSsequenceSspace 9

7 LearningStoSextractSrelationsSforSproteinSannotationjSBioinformaticshS2007hSnohSinqriro 7.2 6

6 ELIXIRSpilotSactionvSMarineSmetagenomicsSiStowardsSaSdomainSspecificSsetSofSsustainableSservicesjS
F1000ResearchhS2017hSrhS 3.6 6
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