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MethodscincMolecularcBiologyUI2019UIZeZYUIbeZVc[[ 1.4 3
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lineages´ V´ mpplicationItoIrabiesIvirusIspreadIinIuranWIMolecularcEcologyUI2019UI[dUI_]]aV_]aY 5.7 17

225 udentifyingItheIpatternsIandIdriversIofIenzooticIdynamicsIusingIreservoirIsamplingWIViruscEvolutionUI
2019UIaUIvezYYe 3.7 10
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ofIprimateIhepadnavirusesWIJournalcofcHepatologyUI2018UIbdUIZZZ_VZZ[[ 13.4 45

213 xandscapeIattributesIgoverningIlocalItransmissionIofIanIendemicIzoonosisfIπabiesIvirusIinIdomesticI
dogsWIMolecularcEcologyUI2018UI[cUIcc]Vcdd 5.7 31
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196 m[ZItuVVZIsubVsubtypeIrZIoutbreakIamongIySyIinInelgiumWIViruscEvolutionUI2017UI]UI 3.7 3

195 mccurateIquantificationIofIwithinVIandIbetweenVhostItnVIevolutionaryIratesIrequiresIexplicitI
transmissionIchainImodellingWIViruscEvolutionUI2017UI]UIvexY[d 3.7 14

194 mIπelaxedIpirectionalIπandomIWalkIyodelIforI hylogeneticITraitIqvolutionWISystematiccBiologyUI
2017UIbbUI[eeV]Ze 8.4 16
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193 qmergingIoonceptsIofIpataIuntegrationIinI athogenI hylodynamicsWISystematiccBiologyUI2017UIbbUIe_cVeba8.4 55

192 TheIepidemicIdynamicsIofIhepatitisIoIvirusIsubtypesI_aIandI_dIinISaudiImrabiaWIScientificcReportsUI
2017UIcUI__e_c 4.9 19
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190 pifferentialIunfectionI atternsIandIπecentIqvolutionaryI—riginsIofIqquineItepacivirusesIinIponkeysWI
JournalcofcVirologyUI2017UIeZUI 6.6 24
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187  hylogeneticIrelationshipsIofItheItmIandIzmIgenesIbetweenIvaccineIandIseasonalIinfluenzaI
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186 pistinctIqffectsIofITVcYaIQravipiravirRIandIπibavirinIonIunfluenzaIVirusIπeplicationIandIViralIπzmI
SynthesisWIAntimicrobialcAgentscandcChemotherapyUI2016UIbYUIbbceVbbeZ 5.9 57

185 ZecYsIandIP atientIYPItuVVZIgenomesIilluminateIearlyItuVXmupSIhistoryIinIzorthImmericaWINatureUI
2016UIa]eUIedVZYZ 50.4 110

184 udentifyingIpredictorsIofItimeVinhomogeneousIviralIevolutionaryIprocessesWIViruscEvolutionUI2016UI[UIvewY[]3.7 9
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182 TheIrecentIancestryIofIyiddleIqastIrespiratoryIsyndromeIcoronavirusIinIworeaIhasIbeenIshapedIbyI
recombinationWIScientificcReportsUI2016UIbUIZdd[a 4.9 25

181 πeassortmentIcompatibilityIbetweenI nZUI n[UIandItmIgenesIofItheItwoIinfluenzaInIvirusIlineagesI
inImammalianIcellsWIScientificcReportsUI2016UIbUI[c_dY 4.9 8
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174 QuantifyingIzextIsenerationISequencingISampleI reV rocessingIniasIinItuVVZIoompleteIsenomeI
SequencingWIVirusesUI2016UIdUI 6.2 11

173 πevealingItheIyicroVscaleISignatureIofIqndemicIZoonoticIpiseaseITransmissionIinIanImfricanIUrbanI
SettingWIPLoScPathogensUI2016UIZ[UIeZYYaa[a 7.6 45

172 UnderstandingI astI opulationIpynamicsfInayesianIooalescentVnasedIyodelingIwithIoovariatesWI
SystematiccBiologyUI2016UIbaUIZY_ZVZYab 8.4 32

171 Spreap]fIunteractiveIVisualizationIofISpatiotemporalItistoryIandITraitIqvolutionaryI rocessesWI
MolecularcBiologycandcEvolutionUI2016UI]]UI[ZbcVe 8.3 241

170 xongitudinalIseneticIoharacterizationIπevealsIThatIoellI roliferationIyaintainsIaI ersistentItuVI
TypeIZIpzmI oolIpuringIqffectiveItuVITherapyWIJournalcofcInfectiouscDiseasesUI2015UI[Z[UIaebVbYc 7 107

169
seographicIandItemporalItrendsIinItheImolecularIepidemiologyIandIgeneticImechanismsIofI
transmittedItuVVZIdrugIresistancefIanIindividualVpatientVIandIsequenceVlevelImetaVanalysisWIPLoSc
MedicineUI2015UIZ[UIeZYYZdZY

11.6 163

168 mnIintegratedImapIofItuVIgenomeVwideIvariationIfromIaIpopulationIperspectiveWIRetrovirologyUI
2015UIZ[UIZd 3.6 67

167 slobalImigrationIofIinfluenzaImIvirusesIinIswineWINaturecCommunicationsUI2015UIbUIbbeb 17.4 91

166 oontributionIofIqpidemiologicalI redictorsIinIUnravelingItheI hylogeographicItistoryIofItuVVZI
SubtypeIoIinInrazilWIJournalcofcVirologyUI2015UIdeUIZ[]_ZVd 6.6 22

165 SynonymousIandInonsynonymousIdistancesIhelpIuntangleIconvergentIevolutionIandI
recombinationWIStatisticalcApplicationscincGeneticscandcMolecularcBiologyUI2015UIZ_UI]caVde 1.2 3

164 senomeVWideIqvolutionaryImnalysesIofIsZ [d]IStrainsIusolatedIneforeIandImfterIπotavirusIVaccineI
untroductionWIGenomecBiologycandcEvolutionUI2015UIcUI[_c]Vd] 3.9 34

163 nayesianIunferenceIπevealsItostVSpecificIoontributionsItoItheIqpidemicIqxpansionIofIunfluenzaImI
tazZWIMolecularcBiologycandcEvolutionUI2015UI][UI][b_Vca 8.3 34

162 qcuadorI araisoIqscondidoIVirusUIaIzewIrlavivirusIusolatedIfromIzewIWorldISandIrliesIinIqcuadorUI
usItheIrirstIπepresentativeIofIaIzovelIoladeIinItheIsenusIrlavivirusWIJournalcofcVirologyUI2015UIdeUIZZcc]Vda6.6 27

161 qpidemiologicalIhistoryIandIgenomicIcharacterizationIofInonVpZItnVIstrainsIidentifiedIinIuranWI
JournalcofcClinicalcVirologyUI2015UIb]UI]dV_Z 14.5 4

160 oombiningIphylogeographyIandIspatialIepidemiologyItoIuncoverIpredictorsIofItazZIinfluenzaImI
virusIdiffusionWIArchivescofcVirologyUI2015UIZbYUI[ZaV[_ 2.6 18

159 SimultaneouslyIestimatingIevolutionaryIhistoryIandIrepeatedItraitsIphylogeneticIsignalfI
applicationsItoIviralIandIhostIphenotypicIevolutionWIMethodscincEcologycandcEvolutionUI2015UIbUIbcVd[ 7.7 15

158 mSSqSSuzsI tqz—TY uoIo—ππqxmTu—zITtπ—UstITtqIyUxTuVmπumTqI tYx—sqzqTuoIxmTqzTI
xumnuxuTYIy—pqxWIAnnalscofcAppliedcStatisticsUI2015UIeUIebeVeeZ 2.1 23

(2015-2016)
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157 pisentanglingItheIimpactIofIwithinVhostIevolutionIandItransmissionIdynamicsIonItheItempoIofI
tuVVZIevolutionWIAidsUI2015UI[eUIZa_eVab 3.5 13

156 qnzooticItransmissionIofIyellowIfeverIvirusUIVenezuelaWIEmergingcInfectiouscDiseasesUI2015UI[ZUIeeVZY[ 10.2 16

155 slobalIcirculationIpatternsIofIseasonalIinfluenzaIvirusesIvaryIwithIantigenicIdriftWINatureUI2015UIa[]UI[ZcV[Y50.4 302

154 TheIglobalIdistributionIofIrevealsIlittleIevidenceIforIfrequentIrecentUIhumanVmediatedIlongI
distanceIdispersalIeventsWIViruscEvolutionUI2015UIZUIvevYYe 3.7 38

153 tostIecologyIdeterminesItheIdispersalIpatternsIofIaIplantIvirusWIViruscEvolutionUI2015UIZUIvevYZb 3.7 43

152 VirusIevolutionIandItransmissionIinIanIeverImoreIconnectedIworldWIProceedingscofcthecRoyalcSocietyc
B:cBiologicalcSciencesUI2015UI[d[UI[YZ_[dcd 4.4 81

151 zewIinsightsIintoIflavivirusIevolutionUItaxonomyIandIbiogeographicIhistoryUIextendedIbyIanalysisIofI
canonicalIandIalternativeIcodingIsequencesWIPLoScONEUI2015UIZYUIeYZZcd_e 3.7 97

150 unferringIheterogeneousIevolutionaryIprocessesIthroughItimefIfromIsequenceIsubstitutionItoI
phylogeographyWISystematiccBiologyUI2014UIb]UI_e]VaY_ 8.4 54

149 qvolutionaryIanalysisIofItnVIKSKIantigenIgeneticIdiversityIinIuranianIbloodIdonorsfIaInationwideI
studyWIJournalcofcMedicalcVirologyUI2014UIdbUIZ__Vaa 19.7 22

148 tuVIepidemiologyWITheIearlyIspreadIandIepidemicIignitionIofItuVVZIinIhumanIpopulationsWIScienceUI
2014UI]_bUIabVbZ 33.3 370

147
yolecularIcharacterizationIofIhepatitisInIvirusIQtnVRIstrainsIcirculatingIinItheInorthernIcoastIofItheI
 ersianIsulfIandIitsIcomparisonIwithIworldwideIdistributionIofItnVIsubgenotypeIpZWIJournalcofc
MedicalcVirologyUI2014UIdbUIc_aVac

19.7 8

146 ˇ�nUSSfIaIparallelInqmSTXnqmsxqIutilityIforIsequenceIsimulationIunderIcomplexIevolutionaryI
scenariosWIBMCcBioinformaticsUI2014UIZaUIZ]] 3.6 18

145 untegratingIinfluenzaIantigenicIdynamicsIwithImolecularIevolutionWIELifeUI2014UI]UIeYZeZ_ 8.9 213

144 TheIgenealogicalIpopulationIdynamicsIofItuVVZIinIaIlargeItransmissionIchainfIbridgingIwithinIandI
amongIhostIevolutionaryIratesWIPLoScComputationalcBiologyUI2014UIZYUIeZYY]aYa 5 66

143 mirItravelIisIassociatedIwithIintracontinentalIspreadIofIdengueIvirusIserotypesIZV]IinInrazilWIPLoSc
NeglectedcTropicalcDiseasesUI2014UIdUIe[cbe 4.8 67

142 UnifyingIviralIgeneticsIandIhumanItransportationIdataItoIpredictItheIglobalItransmissionIdynamicsI
ofIhumanIinfluenzaIt]z[WIPLoScPathogensUI2014UIZYUIeZYY]e][ 7.6 230

141 —nItheIbiogeographyIofIoentipedafIaIspeciesVtreeIdiffusionIapproachWISystematiccBiologyUI2014UIb]UIZcdVeZ8.4 32

140 mIuniquelyIprevalentInonnucleosideIreverseItranscriptaseIinhibitorIresistanceImutationIinIπussianI
subtypeImItuVVZIvirusesWIAidsUI2014UI[dUIrZVd 3.5 19
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139 seneralizedIlinearImodelsIforIidentifyingIpredictorsIofItheIevolutionaryIdiffusionIofIvirusesWIAMIAc
SummitsconcTranslationalcSciencecProceedingsUI2014UI[YZ_UI[]Vd 1.1 4

138 yakeItheImostIofIyourIsamplesfInayesIfactorIestimatorsIforIhighVdimensionalImodelsIofIsequenceI
evolutionWIBMCcBioinformaticsUI2013UIZ_UIda 3.6 80

137 TheIspreadIofItypeI[I orcineIπeproductiveIandIπespiratoryISyndromeIVirusIQ ππSVRIinIzorthI
mmericafIaIphylogeographicIapproachWIVirologyUI2013UI__cUIZ_bVa_ 3.6 36

136 pistinguishableIepidemicsIofImultidrugVresistantISalmonellaITyphimuriumIpTZY_IinIdifferentIhostsWI
ScienceUI2013UI]_ZUIZaZ_Vc 33.3 237

135 TheIcomparativeIgenomicsIofIhumanIrespiratoryIsyncytialIvirusIsubgroupsImIandInfIgeneticI
variabilityIandImolecularIevolutionaryIdynamicsWIJournalcofcVirologyUI2013UIdcUId[Z]V[b 6.6 66

134
TheItuVVZIreservoirIinIeightIpatientsIonIlongVtermIsuppressiveIantiretroviralItherapyIisIstableIwithI
fewIgeneticIchangesIoverItimeWIProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedcStatesc
ofcAmericaUI2013UIZZYUIq_edcVeb

11.5 198

133 nayesianIevolutionaryImodelItestingIinItheIphylogenomicsIerafImatchingImodelIcomplexityIwithI
computationalIefficiencyWIBioinformaticsUI2013UI[eUIZecYVe 7.2 65

132 umprovingInayesianIpopulationIdynamicsIinferencefIaIcoalescentVbasedImodelIforImultipleIlociWI
MolecularcBiologycandcEvolutionUI2013UI]YUIcZ]V[_ 8.3 312

131 sraphIhierarchiesIforIphylogeographyWIPhilosophicalcTransactionscofcthecRoyalcSocietycB:cBiologicalc
SciencesUI2013UI]bdUI[YZ[Y[Yb 5.8 15

130 tighIintrapatientItuVVZIevolutionaryIrateIisIassociatedIwithIooπaVtoVoXoπ_IcoreceptorIswitchWI
InfectionpcGeneticscandcEvolutionUI2013UIZeUI]beVcc 4.5 14

129 senesisIofIavianVoriginItczeIinfluenzaImIvirusesWILancetpcTheUI2013UI]dZUIZdd]Va 40 23

128 TheIintroductionIofIfoxIrabiesIintoIutalyIQ[YYdV[YZZRIwasIdueItoItwoIviralIgeneticIgroupsIwithI
distinctIphylogeographicIpatternsWIInfectionpcGeneticscandcEvolutionUI2013UIZcUI[Y[Ve 4.5 13

127 SingleIcellIanalysisIofIlymphInodeItissueIfromItuVVZIinfectedIpatientsIrevealsIthatItheImajorityIofI
op_TITVcellsIcontainIoneItuVVZIpzmImoleculeWIPLoScPathogensUI2013UIeUIeZYY]_][ 7.6 84

126
SimultaneouslyIreconstructingIviralIcrossVspeciesItransmissionIhistoryIandIidentifyingItheI
underlyingIconstraintsWIPhilosophicalcTransactionscofcthecRoyalcSocietycB:cBiologicalcSciencesUI2013UI
]bdUI[YZ[YZeb

5.8 101

125
qmergenceIinIvapanIofIanItuVVZIvariantIassociatedIwithItransmissionIamongImenIwhoIhaveIsexI
withImenIQySyRIinIohinafIfirstIindicationIofItheIunternationalIpisseminationIofItheIohineseIySyI
lineageWIJournalcofcVirologyUI2013UIdcUIa]aZVbZ

6.6 24

124 tuVVZIevolutionIinIpatientsIundergoingIimmunotherapyIwithITatUIπevUIandIzefIexpressingIdendriticI
cellsIfollowedIbyItreatmentIinterruptionWIAidsUI2013UI[cUI[bceVde 3.5 7

123 oirculationIofItπSVIinInelgiumfIfromImultipleIgenotypeIcirculationItoIprolongedIcirculationIofI
predominantIgenotypesWIPLoScONEUI2013UIdUIebY_Zb 3.7 28

122 —nIhepatitisIoIvirusIevolutionfItheIinteractionIbetweenIvirusIandIhostItowardsItreatmentIoutcomeWI
PLoScONEUI2013UIdUIeb[]e] 3.7 9

(2013-2014)
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121 TheIphylogeographyIandIspatiotemporalIspreadIofIsouthVcentralIskunkIrabiesIvirusWIPLoScONEUI
2013UIdUIed[]_d 3.7 24

120 mccurateImodelIselectionIofIrelaxedImolecularIclocksIinIbayesianIphylogeneticsWIMolecularcBiologyc
andcEvolutionUI2013UI]YUI[]eV_] 8.3 416

119  hylodynamicsIofItheItuVVZIoπrY[_msIcladeIinIoameroonWIInfectionpcGeneticscandcEvolutionUI2012UI
Z[UI_a]VbY 4.5 45

118 TheIevolutionIofIhumanIimmunodeficiencyIvirusItypeVZIQtuVVZRIenvelopeImolecularIpropertiesIandI
coreceptorIuseIatIallIstagesIofIinfectionIinIanItuVVZIdonorVrecipientIpairWIVirologyUI2012UI_[[UIcYVdY 3.6 10

117  hylodynamicsIofItazZIavianIinfluenzaIvirusIinIundonesiaWIMolecularcEcologyUI2012UI[ZUI]Yb[Vcc 5.7 28

116 yappingItheIoriginsIandIexpansionIofItheIundoVquropeanIlanguageIfamilyWIScienceUI2012UI]]cUIeacVbY 33.3 368

115  hylogeographicalIfootprintIofIcolonialIhistoryIinItheIglobalIdispersalIofIhumanIimmunodeficiencyI
virusItypeI[IgroupImWIJournalcofcGeneralcVirologyUI2012UIe]UIddeVdee 4.9 46

114  hylogeographyIandIpopulationIdynamicsIofIdengueIvirusesIinItheImmericasWIMolecularcBiologycandc
EvolutionUI2012UI[eUIZa]]V_] 8.3 81

113 UnifyingItheIspatialIepidemiologyIandImolecularIevolutionIofIemergingIepidemicsWIProceedingscofc
thecNationalcAcademycofcSciencescofcthecUnitedcStatescofcAmericaUI2012UIZYeUIZaYbbVcZ 11.5 159

112 seneticIvariabilityIamongIcompleteIhumanIrespiratoryIsyncytialIvirusIsubgroupImIgenomesfI
bridgingImolecularIevolutionaryIdynamicsIandIepidemiologyWIPLoScONEUI2012UIcUIeaZ_]e 3.7 62

111  hylogeographyIofIdengueIvirusIserotypeI_UInrazilUI[YZYV[YZZWIEmergingcInfectiouscDiseasesUI2012UI
ZdUIZdadVb_ 10.2 60

110 umprovingItheIaccuracyIofIdemographicIandImolecularIclockImodelIcomparisonIwhileI
accommodatingIphylogeneticIuncertaintyWIMolecularcBiologycandcEvolutionUI2012UI[eUI[ZacVbc 8.3 779

109 πatesIofIviralIevolutionIareIlinkedItoIhostIgeographyIinIbatIrabiesWIPLoScPathogensUI2012UIdUIeZYY[c[Y 7.6 62

108 mIcountingIrenaissancefIcombiningIstochasticImappingIandIempiricalInayesItoIquicklyIdetectIaminoI
acidIsitesIunderIpositiveIselectionWIBioinformaticsUI2012UI[dUI][_dVab 7.2 54

107 yolecularIdatingIofIhumanVtoVbovidIhostIjumpsIbyIStaphylococcusIaureusIrevealsIanIassociationI
withItheIspreadIofIdomesticationWIBiologycLettersUI2012UIdUId[eV][ 3.6 63

106 πeconstructingItheIhistoryIofImaizeIstreakIvirusIstrainIaIdispersalItoIrevealIdiversificationIhotIspotsI
andIitsIoriginIinIsouthernImfricaWIJournalcofcVirologyUI2011UIdaUIeb[]V]b 6.6 52

105 TowardIaIquantitativeIunderstandingIofIviralIphylogeographyWICurrentcOpinioncincVirologyUI2011UIZUI_[]Ve7.5 56

104 mnalysingIrecombinationIinInucleotideIsequencesWIMolecularcEcologycResourcesUI2011UIZZUIe_]Vaa 8.4 85
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103 TimeVmeasuredIphylogeniesIofIgagUIpolIandIenvIsequenceIdataIrevealItheIdirectionIandItimeI
intervalIofItuVVZItransmissionWIAidsUI2011UI[aUIZY]aVe 3.5 13

102 tnVIsubgenotypeImisclassificationIexpandsIquasiVsubgenotypeIm]WIClinicalcMicrobiologycandc
InfectionUI2011UIZcUIe_cVe 9.5 20

101 mncientIhybridizationIandIanIurishIoriginIforItheImodernIpolarIbearImatrilineWICurrentcBiologyUI2011UI
[ZUIZ[aZVd 6.3 203

100 mIlargeIrinnishIechovirusI]YIoutbreakIwasIprecededIbyIsilentIcirculationIofItheIsameIgenotypeWI
ViruscGenesUI2011UI_[UI[dV]b 2.3 35

99 TheImodeIandItempoIofIhepatitisIoIvirusIevolutionIwithinIandIamongIhostsWIBMCcEvolutionaryc
BiologyUI2011UIZZUIZ]Z 3 107

98 yolecularIcharacterizationIofIhepatitisInIvirusIstrainsIcirculatingIinInelgianIpatientsIcoVinfectedI
withItuVIandItnVfIovertIandIoccultIinfectionWIJournalcofcMedicalcVirologyUI2011UId]UIZdcbVd_ 19.7 22

97 tighVthroughputItuVIsequencingfIevolutionIinI[pWIFuturecVirologyUI2011UIbUI_ZcV_[Y 2.4 1

96 S πqmpfIspatialIphylogeneticIreconstructionIofIevolutionaryIdynamicsWIBioinformaticsUI2011UI[cUI[eZYV[ 7.2 369

95 oompleteInucleotideIsequenceIandIevolutionaryIanalysisIofIaIgorillaIfoamyIvirusWIJournalcofcGeneralc
VirologyUI2011UIe[UIad[Vb 4.9 11

94 tighIfrequencyIofItuVVZIdualIinfectionsIinIoameroonUIWestIoentralImfricaWIJournalcofcAcquiredc
ImmunecDeficiencycSyndromesclu999mUI2011UIacUIe[aVc 3.1 3

93
umpactIofIooπadelta][IhostIgeneticIbackgroundIandIdiseaseIprogressionIonItuVVZIintrahostI
evolutionaryIprocessesfIefficientIhypothesisItestingIthroughIhierarchicalIphylogeneticImodelsWI
MolecularcBiologycandcEvolutionUI2011UI[dUIZbYaVZb

8.3 37

92 SpatialIdynamicsIofIhumanVoriginItZIinfluenzaImIvirusIinIzorthImmericanIswineWIPLoScPathogensUI
2011UIcUIeZYY[Ycc 7.6 101

91 senomicIanalysisIofIhepatitisInIvirusIrevealsIantigenIstateIandIgenotypeIasIsourcesIofIevolutionaryI
rateIvariationWIVirusesUI2011UI]UId]VZYZ 6.2 42

90 qvolutionaryItrajectoryIofItheIV ZIgeneIofIhumanIenterovirusIcZIgenogroupInIandIoIvirusesWI
JournalcofcGeneralcVirologyUI2010UIeZUIZe_eVZead 4.9 50

89 YellowIfeverIvirusImaintenanceIinITrinidadIandIitsIdispersalIthroughoutItheImmericasWIJournalcofc
VirologyUI2010UId_UIeebcVcc 6.6 47

88 oharacterizationIofIaIputativeIancestorIofIcoxsackievirusInaWIJournalcofcVirologyUI2010UId_UIebeaVcYd 6.6 29

87
mncientIpzmIanalysesIexcludeIhumansIasItheIdrivingIforceIbehindIlateI leistoceneImuskIoxIQ—vibosI
moschatusRIpopulationIdynamicsWIProceedingscofcthecNationalcAcademycofcSciencescofcthecUnitedc
StatescofcAmericaUI2010UIZYcUIabcaVdY

11.5 175

86  hylodynamicIreconstructionIrevealsInorovirusIsuuW_IepidemicIexpansionsIandItheirImolecularI
determinantsWIPLoScPathogensUI2010UIbUIeZYYYdd_ 7.6 114

(2010-2011)
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85  hylodynamicsIandIhumanVmediatedIdispersalIofIaIzoonoticIvirusWIPLoScPathogensUI2010UIbUIeZYYZZbb 7.6 102

84 TheIspreadIofItomatoIyellowIleafIcurlIvirusIfromItheIyiddleIqastItoItheIworldWIPLoScPathogensUI
2010UIbUIeZYYZZb_ 7.6 197

83 zovelIhepatitisInIvirusIsubgenotypeImbIinImfricanVnelgianIpatientsWIJournalcofcClinicalcVirologyUI
2010UI_cUIe]Vb 14.5 38

82 mreIhepatitisInIvirusIKsubgenotypesKIdefinedIaccuratelykWIJournalcofcClinicalcVirologyUI2010UI_cUI]abVbY 14.5 49

81 ThreeIroadsIdivergedkIπoutesItoIphylogeographicIinferenceWITrendscincEcologycandcEvolutionUI2010UI
[aUIb[bV][ 10.9 81

80 πp ]fIaIflexibleIandIfastIcomputerIprogramIforIanalyzingIrecombinationWIBioinformaticsUI2010UI[bUI[_b[V]7.2 1392

79  hylogeographyItakesIaIrelaxedIrandomIwalkIinIcontinuousIspaceIandItimeWIMolecularcBiologycandc
EvolutionUI2010UI[cUIZdccVda 8.3 450

78  hylodynamicIanalysesIofIrotavirusIgenotypesIseIandIsZ[IunderscoreItheirIpotentialIforIswiftI
globalIspreadWIMolecularcBiologycandcEvolutionUI2010UI[cUI[_]ZVb 8.3 207

77
toVIgenotypeIdistributionIinIrlandersIandInrusselsIQnelgiumRfIunravellingItheIspreadIofIanI
uncommonItoVIgenotypeIaaIclusterWIEuropeancJournalcofcClinicalcMicrobiologycandcInfectiousc
DiseasesUI2010UI[eUIZ_[cV]_

5.3 5

76 qstimatingItheIindividualizedItuVVZIgeneticIbarrierItoIresistanceIusingIaInelfinavirIfitnessI
landscapeWIBMCcBioinformaticsUI2010UIZZUI_Ye 3.6 10

75
yolecularIevolutionaryIanalysisIandImutationalIpatternIofIfullVlengthIgenomesIofIhepatitisInIvirusI
isolatedIfromInelgianIpatientsIwithIdifferentIclinicalImanifestationsWIJournalcofcMedicalcVirologyUI
2010UId[UI]ceVde

19.7 30

74 tighIsUpIincidenceIinItheIearlyI[YIcenturyIcreatedIaIparticularlyIpermissiveItimeIwindowIforItheI
originIandIinitialIspreadIofIepidemicItuVIstrainsWIPLoScONEUI2010UIaUIeee]b 3.7 39

73 ooveringIallIbasesIinItuVIresearchfIunveilingIaIhiddenIworldIofIviralIevolutionWIAIDScReviewsUI2010UI
Z[UIdeVZY[ 1.5 21

72 qmergenceIofIprimaryIzzπTuIresistanceImutationsIwithoutIantiretroviralIselectiveIpressureIinIaI
tmmπTVtreatedIchildWIPLoScONEUI2009UI_UIe_dYb 3.7 5

71 QuantifyingIdifferencesIinItheItempoIofIhumanIimmunodeficiencyIvirusItypeIZIsubtypeIevolutionWI
JournalcofcVirologyUI2009UId]UIZ[eZcV[_ 6.6 77

70 nayesianIphylogeographyIfindsIitsIrootsWIPLoScComputationalcBiologyUI2009UIaUIeZYYYa[Y 5 1101

69 qvolutionaryIdynamicsIofIhumanIrotavirusesfIbalancingIreassortmentIwithIpreferredIgenomeI
constellationsWIPLoScPathogensUI2009UIaUIeZYYYb]_ 7.6 153

68 udentifyingIrecombinantsIinIhumanIandIprimateIimmunodeficiencyIvirusIsequenceIalignmentsIusingI
quartetIscanningWIBMCcBioinformaticsUI2009UIZYUIZ[b 3.6 45
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67  hylogeneticIanalysisIofIhepatitisInIvirusIfullVlengthIgenomesIrevealsIevidenceIforIaIlargeI
nosocomialIoutbreakIinInelgiumWIJournalcofcClinicalcVirologyUI2009UI_bUIbZVd 14.5 29

66
pynamicIfeaturesIofItheIselectiveIpressureIonItheIhumanIimmunodeficiencyIvirusItypeIZIQtuVVZRI
gpZ[YIop_VbindingIsiteIinIaIgroupIofIlongItermInonIprogressorIQxTz RIsubjectsWIRetrovirologyUI2009
UIbUI_

3.6 15

65 seneticIhistoryIofIhepatitisIoIvirusIinIqastImsiaWIJournalcofcVirologyUI2009UId]UIZYcZVd[ 6.6 169

64 mIcomparativeIstudyIofItuVVZIcladeIoIenvIevolutionIinIaIZambianIinfantIwithIanIinfectedIrhesusI
macaqueIduringIdiseaseIprogressionWIAidsUI2009UI[]UIZdZcV[d 3.5 7

63 πeconstructingItheIinitialIglobalIspreadIofIaIhumanIinfluenzaIpandemicfIaInayesianI
spatialVtemporalImodelIforItheIglobalIspreadIofItZzZpdmWIPLOScCurrentsUI2009UIZUIππzZY]Z 74

62 TheIepidemicIhistoryIofIhepatitisIoIamongIinjectingIdrugIusersIinIrlandersUInelgiumWIJournalcofcViralc
HepatitisUI2008UIZaUI]eeV_Yd 3.4 14

61 senomicIcharacterizationIofInovelIdolphinIpapillomavirusesIprovidesIindicationsIforIrecombinationI
withinItheI apillomaviridaeWIVirologyUI2008UI]cdUIZaZVbZ 3.6 51

60 qstimationIofIanIinIvivoIfitnessIlandscapeIexperiencedIbyItuVVZIunderIdrugIselectiveIpressureI
usefulIforIpredictionIofIdrugIresistanceIevolutionIduringItreatmentWIBioinformaticsUI2008UI[_UI]_V_Z 7.2 23

59 qvidenceIforIaIcomplexImosaicIgenomeIpatternIinIaIfullVlengthIhepatitisIoIvirusIsequenceWI
EvolutionarycBioinformaticsUI2008UI_UI[_eVa_ 1.9 15

58 seneticIvariationIinImotherVchildIacuteIseroconverterIpairsIfromIZambiaWIAidsUI2008UI[[UIdZcV[_ 3.5 12

57 qstimatingItheIrelativeIcontributionIofIdzT IpoolIimbalanceIandIm —nqo]sX]rIeditingItoItuVI
evolutionIinIvivoWIJournalcofcComputationalcBiologyUI2007UIZ_UIZZYaVZ_ 1.7 26

56 SynonymousIsubstitutionIratesIpredictItuVIdiseaseIprogressionIasIaIresultIofIunderlyingIreplicationI
dynamicsWIPLoScComputationalcBiologyUI2007UI]UIe[e 5 138

55 πecombinationIconfoundsItheIearlyIevolutionaryIhistoryIofIhumanIimmunodeficiencyIvirusItypeIZfI
subtypeIsIisIaIcirculatingIrecombinantIformWIJournalcofcVirologyUI2007UIdZUIda_]VaZ 6.6 75

54 mncientIpapillomavirusVhostIcoVspeciationIinIrelidaeWIGenomecBiologyUI2007UIdUIπac 18.3 124

53 ximitationsItoIcontactItracingIandIphylogeneticIanalysisIinIestablishingItuVItypeIZItransmissionI
networksIinIoubaWIAIDScResearchcandcHumancRetrovirusesUI2007UI[]UI]_cVab 1.6 32

52 seneticIanalysesIrevealIstructuredItuVVZIpopulationsIinIseriallyIsampledITIlymphocytesIofIpatientsI
receivingItmmπTWIVirologyUI2006UI]_dUI]aV_b 3.6 26

51
qvolutionaryIhistoryIofItheIcloselyIrelatedIgroupI[IcoronavirusesfIporcineIhemagglutinatingI
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