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54 RepurposingNofNRibavirinNasNanNxdjunctNTherapyNagainstNInvasiveNStrainsNinNanNStudyeNAntimicrobiali
AgentsiandiChemotherapycN2019cNmjcN 5.9 12
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StandardsiiniGenomiciSciencescN2016cNhhcNji 12

50 PandoraeaNpulmonicolaNchronicNcolonizationNinNaNcysticNfibrosisNpatientcNFranceeNNewiMicrobesiandi
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fromNtheNbloodNcultureNofNaNhemodialysisNpatienteNArchivesiofiMicrobiologycN2019cNighcNjgldjhi 3 8

43  escriptionNofNzhryseobacteriumNtimonianumNspeNnovecNisolatedNfromNaNpatientNwithNpneumoniaeN
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 escriptionNofNEzakiellaNmassiliensisNspeNnoveNCurrentiMicrobiologycN2018cNnlcNklmdkmj 2.4 7

39 xnaerococcusNrubiinfantisNspeNnovecNisolatedNfromNtheNgutNmicrobiotaNofNaNSenegaleseNinfantNwithN
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32 EvaluationNofNaNnewNextractionNprotocolNforNyeastNidentificationNbyNmassNspectrometryeNJournaliofi
MicrobiologicaliMethodscN2016cNhipcNmhdml 2.8 5
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sampleeNMicrobiologyOpencN2019cNocNeggngi 3.4 5
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13 FastFungqNxNnovelNmediumNforNtheNcultureNandNisolationNofNfastidiousNfungalNspeciesNfromNclinicalN
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2018cNmcN 1

7 aNnewNspeciesNidentifiedNfromNhumanNstoolNfromNanNobeseNpatientNbeforeNbariatricNsurgeryeNNewi
MicrobesiandiNewiInfectionscN2016cNhkcNmndmo 4.1 1

6 xdaptedNprotocolNforNSaccharibacteriaNcodcultivationqNtwoNnewNmembersNjoinNtheNclubNofNzandidateN
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