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JapanMwithMnotesMonMitsMphylogeneticMpositionMwithinMtheMhufelandiMgroupcMPLoSeONEaM2018aMfhaMeefnggfe3.7 19
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BiologyaM2014aMigkaMgnfmbgl 6.5 8

39 wioβackathonMseriesMinMgeffMandMgefgoMpenetrationMofMontologyMandMlinkedMdataMinMlifeMscienceM
domainscMJournaleofeBiomedicaleSemanticsaM2014aMjaMj 2.2 42

38  bLinksoMaMgenebcentricMlinkMacquisitionMservicecMFyxxxResearchaM2014aMhaMgmj 3.6 3

37  bLinksoMaMgenebcentricMlinkMacquisitionMservicecMFyxxxResearchaM2014aMhaMgmj 3.6 2

36 TheMhrdMywxLSMwioβackathonoMimprovingMlifeMscienceMdataMintegrationMwithMSemanticMWebM
technologiescMJournaleofeBiomedicaleSemanticsaM2013aMiaMk 2.2 22

35  zMwvSSYoManMzMwOSSMassociatedMsoftwareMpackageMforMcomprehensiveMgenomeManalysescMSourcee
CodeeforeBiologyeandeMedicineaM2013aMmaMfl 1.9 11

34 MergingMmultipleMomicsMdatasetsMinMsilicooMstatisticalManalysesMandMdataMinterpretationcMMethodseine
MoleculareBiologyaM2013aMnmjaMijnble 1.4 15
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