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53 PhylodynamicKØnferenceKwithKKernelKstuKandKØtsKspplicationKtoKzØVKwpidemiologyYKMolecularc
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52 ylobalKvatabaseXvrivenKsssessmentKofKzØVXbKsdaptationKtoKtheKØmmuneKRepertoiresKofKzumanK
PopulationsYKJournalcofcVirologyWK2015WKikWKbagkdXf 6.6 5

51 ylobalKoriginKandKtransmissionKofKhepatitisKuKvirusKnonstructuralKproteinKdKQiaKKpolymorphismYK
JournalcofcInfectiouscDiseasesWK2015WKcbbWKbciiXkf 7 42
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vifferentialKevolutionKofKaKuXuReXusingKzØVXbKstrainKinKuuRfwtZwtKandKuuRfâ��dcZâ��dcKhostsK
revealedKbyKlongitudinalKdeepKsequencingKandKphylogeneticKreconstructionYKScientificcReportsWK2015WK
fWKbhgah
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49 OriginKandKwvolutionKofKzumanKØmmunodeficiencyKVirusesK2015WKfihXgbb 3

48 MveepMKsequencingKaccuracyKandKreproducibilityKusingKRocheZefeKtechnologyKforKinferringK
coXreceptorKusageKinKzØVXbYKPLoScONEWK2014WKkWKekkfai 3.7 9

47 yenotypicKandKfunctionalKimpactKofKzØVXbKadaptationKtoKitsKhostKpopulationKduringKtheKNorthK
smericanKepidemicYKPLoScGeneticsWK2014WKbaWKebaaeckf 6 34

46 TheoreticalKandKexperimentalKassessmentKofKdegenerateKprimerKtaggingKinKultraXdeepKapplicationsK
ofKnextXgenerationKsequencingYKNucleiccAcidscResearchWK2014WKecWKeki 20.1 27
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45 snKevaluationKofKphylogeneticKmethodsKforKreconstructingKtransmittedKzØVKvariantsKusingK
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43 UseKofKcellularKzØVKvNsKtoKpredictKvirologicKresponseKtoKmaraviroclKperformanceKofK
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MicrobiologyWK2011WKekWKcabXi
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