
Alex L Mitchell

ListgofgPublicationsgbygYearging
DescendinggOrder

Source:ghttps:xxexalyvcomxauthorupdfx17517y9xalexulumitchellupublicationsubyuyearvpdf

Version:g2y24uy4u1yg

ThisgdocumentghasgbeenggeneratedgbasedgongthegpublicationsgandgcitationsgrecordedgbygexalyvcomvgForg

theglatestgversiongofgthisgpublicationglisttgvisitgtheglinkggivengabovev

ThegthirdgcolumngisgthegimpactgfactorgoIFpgofgthegjournaltgandgthegfourthgcolumngisgthegnumbergofg

citationsgofgthegarticlev

37
papers

15,222
citations

25
h-index

38
g-index

38
ext. papers

21,028
ext. citations

15.1
avg, IF

6.01
L-index



j Paper IF Citations

37 AlterationSofSbarrierSpropertieshSstratumScorneumSceramidesSandSmicrobiomeScompositionSinS
responseStoSlotionSapplicationSonScosmeticSdrySskinjjSScientificlReportshS2022hSmnhSqnno 4.9 0

36 UnifyingStheSknownSandSunknownSmicrobialScodingSsequenceSspacejjSELifehS2022hSmmhS 8.9 4

35 TheSInterProSproteinSfamiliesSandSdomainsSdatabasevSnlSyearsSonjSNucleiclAcidslResearchhS2021hSpuhSDoppiDoqp20.1 358

34 MicrobialScompositionSofSKombuchaSdeterminedSusingSampliconSsequencingSandSshotgunS
metagenomicsjSJournalloflFoodlSciencehS2020hStqhSpqqiprp 3.4 28

33 MicrobiotaSCharacterizationSofSAgriculturalSGreenSWasteiBasedSSuppressiveSCompostsSUsingSOmicsS
andSClassicSApproachesjSAgricultureluSwitzerlandwhS2020hSmlhSrm 3 14

32 MGnifyvStheSmicrobiomeSanalysisSresourceSinSnlnljSNucleiclAcidslResearchhS2020hSpthSDqsliDqst 20.1 127

31 EstimatingStheSqualitySofSeukaryoticSgenomesSrecoveredSfromSmetagenomicSanalysisSwithSEukCCjS
GenomelBiologyhS2020hSnmhSnpp 18.3 19

30 MicrobialSabundancehSactivitySandSpopulationSgenomicSprofilingSwithSmOTUsnjSNaturel
CommunicationshS2019hSmlhSmlmp 17.4 134

29 ASnewSgenomicSblueprintSofStheShumanSgutSmicrobiotajSNaturehS2019hSqrthSpuuiqlp 50.4 484

28 TheSEvolutionSofSProteinSFamilySDatabasesS2019hSopipq 1

27 AShumanSgutSbacterialSgenomeSandScultureScollectionSforSimprovedSmetagenomicSanalysesjSNaturel
BiotechnologyhS2019hSoshSmtrimun 44.5 224

26 InterProSinSnlmuvSimprovingScoveragehSclassificationSandSaccessStoSproteinSsequenceSannotationsjS
NucleiclAcidslResearchhS2019hSpshSDoqmiDorl 20.1 835

25 EBISMetagenomicsSinSnlmsvSenrichingStheSanalysisSofSmicrobialScommunitieshSfromSsequenceSreadsS
toSassembliesjSNucleiclAcidslResearchhS2018hSprhSDsnriDsoq 20.1 130

24 BenchmarkingStaxonomicSassignmentsSbasedSonSmrSSrRNASgeneSprofilingSofStheSmicrobiotaSfromS
commonlySsampledSenvironmentsjSGigaSciencehS2018hSshS 7.6 61

23 InterProSinSnlmsibeyondSproteinSfamilySandSdomainSannotationsjSNucleiclAcidslResearchhS2017hSpqhSDmuliDmuu20.1 970

22 TheSmetagenomicSdataSlifeicyclevSstandardsSandSbestSpracticesjSGigaSciencehS2017hSrhSmimm 7.6 29

21 ELIXIRSpilotSactionvSMarineSmetagenomicsSiStowardsSaSdomainSspecificSsetSofSsustainableSservicesjS
F1000ResearchhS2017hSrhS 3.6 6
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20 GOSannotationSinSInterProvSwhySstabilitySdoesSnotSindicateSaccuracySinSaSseaSofSchangingS
annotationsjSDatabase:lthelJournalloflBiologicallDatabaseslandlCurationhS2016hSnlmrhS 5 16

19 TheSPfamSproteinSfamiliesSdatabasevStowardsSaSmoreSsustainableSfuturejSNucleiclAcidslResearchhS
2016hSpphSDnsuitq 20.1 3678

18 HPMCDvStheSdatabaseSofShumanSmicrobialScommunitiesSfromSmetagenomicSdatasetsSandSmicrobialS
referenceSgenomesjSNucleiclAcidslResearchhS2016hSpphSDrlpiu 20.1 50

17 EBISmetagenomicsSinSnlmriianSexpandingSandSevolvingSresourceSforStheSanalysisSandSarchivingSofS
metagenomicSdatajSNucleiclAcidslResearchhS2016hSpphSDquqirlo 20.1 81

16 TheSInterProSproteinSfamiliesSdatabasevStheSclassificationSresourceSafterSmqSyearsjSNucleiclAcidsl
ResearchhS2015hSpohSDnmoinm 20.1 954

15 EBISmetagenomicsiiaSnewSresourceSforStheSanalysisSandSarchivingSofSmetagenomicSdatajSNucleicl
AcidslResearchhS2014hSpnhSDrllir 20.1 104

14 InterProScanSqvSgenomeiscaleSproteinSfunctionSclassificationjSBioinformaticshS2014hSolhSmnoripl 7.2 3575

13 GenomeoDvSaSUKScollaborativeSprojectStoSannotateSgenomicSsequencesSwithSpredictedSoDS
structuresSbasedSonSSCOPSandSCATHSdomainsjSNucleiclAcidslResearchhS2013hSpmhSDpuuiqls 20.1 48

12 MINOTAURjSInternationallJournalloflSystemslBiologylandlBiomedicallTechnologieshS2012hSmhSmiml 0

11 TheSPRINTSSdatabasevSaSfineigrainedSproteinSsequenceSannotationSandSanalysisSresourceiiitsSstatusS
inSnlmnjSDatabase:lthelJournalloflBiologicallDatabaseslandlCurationhS2012hSnlmnhSbaslmu 5 104

10 ManualSGOSannotationSofSpredictiveSproteinSsignaturesvStheSInterProSapproachStoSGOScurationjS
Database:lthelJournalloflBiologicallDatabaseslandlCurationhS2012hSnlmnhSbarlrt 5 70

9 MetagenomicSanalysisvStheSchallengeSofStheSdataSbonanzajSBriefingslinlBioinformaticshS2012hSmohSspoir 13.4 16

8 InterProSinSnlmmvSnewSdevelopmentsSinStheSfamilySandSdomainSpredictionSdatabasejSNucleiclAcidsl
ResearchhS2012hSplhSDolrimn 20.1 844

7 InterProvStheSintegrativeSproteinSsignatureSdatabasejSNucleiclAcidslResearchhS2009hSoshSDnmmiq 20.1 1379

6 ComparisonSofSproteinScodingSgeneScontentsSofStheSfungalSphylaSPezizomycotinaSandS
SaccharomycotinajSBMClGenomicshS2007hSthSonq 4.5 38

5 NewSdevelopmentsSinStheSInterProSdatabasejSNucleiclAcidslResearchhS2007hSoqhSDnnpit 20.1 397

4 LearningStoSextractSrelationsSforSproteinSannotationjSBioinformaticshS2007hSnohSinqriro 7.2 6

3 InterProhSprogressSandSstatusSinSnllqjSNucleiclAcidslResearchhS2005hSoohSDnlmiq 20.1 426
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2 EstimatingStheSqualitySofSeukaryoticSgenomesSrecoveredSfromSmetagenomicSanalysis 3

1 UnifyingStheSknownSandSunknownSmicrobialScodingSsequenceSspace 9
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