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comparativeIstudyIofItheI]PIuntranslatedIregionIofIflavivirusesIwithInoIknownIvectorWIJournalcofc
GeneralcVirologyUI2002UId]UIZdcaVZdda
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169 tuVVZIcompartmentalizationIinIdiverseIleukocyteIpopulationsIduringIantiretroviralItherapyWIJournalc
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receivingItmmπTWIVirologyUI2006UI]_dUI]aV_b 3.6 26
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145
qmergenceIinIvapanIofIanItuVVZIvariantIassociatedIwithItransmissionIamongImenIwhoIhaveIsexI
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134 yolecularIcharacterizationIofIhepatitisInIvirusIstrainsIcirculatingIinInelgianIpatientsIcoVinfectedI
withItuVIandItnVfIovertIandIoccultIinfectionWIJournalcofcMedicalcVirologyUI2011UId]UIZdcbVd_ 19.7 22
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BioinformaticsUI2017UI]]UIZcedVZdYa 7.2 21

132  lasmaIexchangeVassociatedIimmunoglobulinImVnegativeIhantavirusIdiseaseIafterIaIcampingI
holidayIinIsouthernIfranceWIClinicalcInfectiouscDiseasesUI2004UI]dUIZ]aYVb 11.6 21
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virusIdiffusionWIArchivescofcVirologyUI2015UIZbYUI[ZaV[_ 2.6 18

122 mInearIfullVlengthItuVVZIgenomeIfromIZebbIrecoveredIfromIformalinVfixedIparaffinVembeddedI
tissueWIProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaUI2020UIZZcUIZ[[[[VZ[[[e11.5 18
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112  roposalIforIaInewIsubtypeIofItheIzoonoticIgenotypeI]ItepatitisIqIvirusfItqVV]lWIViruscResearchUI
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MicrobiologyUI2003UI]eUIZ[aV][

8

Philippe Lemey

14



67 TowardsIaIunifiedIclassificationIforIhumanIrespiratoryIsyncytialIvirusIgenotypesWIViruscEvolutionUI
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56 qvolutionIandIepidemicIspreadIofISmπSVooVV[IinInrazil 6
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