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i Paper IF Citations

141
HumanOcytomegalovirusOproteinORLhOdegradesOtheOantiviralOfactorOSLFNhhOviaOrecruitmentOofOtheO
CRLlOκkOubiquitinOligaseOcomplexeeOProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedg
StatesgofgAmericacO2022cOhhqcO

11.5 4

140 GenomeOSequencesOofOFiveOyrenavirusesOfromOPygmyOMiceOXMusOminutoidesZOinOSierraOLeoneeeO
MicrobiologygResourcegAnnouncementscO2022cOegggqmii 1.3 0

139
HumanOcytomegalovirusOmultipledstrainOinfectionsOandOviralOpopulationOdiversityOinOhaematopoieticO
stemOcellOtransplantOrecipientsOanalysedObyOhighdthroughputOsequencingeOMedicalgMicrobiologygandg
ImmunologycO2021cOihgcOiqhdkgl

4 1

138 GRyCyrOyOtoolOforOanalysingOhumanOcytomegalovirusOsequenceOdataeOVirusgEvolutioncO2021cOocOveaagqq 3.7 1

137
PostdHSCTOgraftOfailureOdueOtoOrefractoryOhumanOcytomegalovirusOsuccessfullyOtreatedOwithO
haploidenticalOdonordderivedOimmunoglobulinsOandOstemOcellOgraftOinfusionrOyOcaseOreporteOAntiviralg
ResearchcO2021cOhppcOhgmgil

10.8 1

136 HumanOCytomegalovirusOGenomeOαiversityOinOLongitudinallyOCollectedOzreastOMilkOSampleseO
FrontiersgingCellulargandgInfectiongMicrobiologycO2021cOhhcOnnlilo 5.9 1

135 GenomesOofOynguillidOHerpesvirusOhOStrainsORevealOκvolutionaryOαisparitiesOandOLowOGeneticO
αiversityOinOtheOGenuseOMicroorganismscO2021cOqcO 4.9 2

134 LoReTTycOaOuserdfriendlyOtoolOforOassemblingOviralOgenomesOfromOPaczioOsequenceOdataeOVirusg
EvolutioncO2021cOocOveabgli 3.7 3

133 MonoclonalOantibodiesOtargetingOnonstructuralOviralOantigensOcanOactivateOyαCCOagainstOhumanO
cytomegaloviruseOJournalgofgClinicalgInvestigationcO2021cOhkhcO 15.9 3

132
ChangesOtoOvirusOtaxonomyOandOtoOtheOInternationalOCodeOofOVirusOClassificationOandONomenclatureO
ratifiedObyOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesOXigihZeOArchivesgofgVirologycO2021cO
hnncOinkkdinlp

2.6 52

131 VariationOinOhumanOherpesvirusOnzOtelomericOintegrationcOexcisioncOandOtransmissionObetweenO
tissuesOandOindividualseOELifecO2021cOhgcO 8.9 2

130 HumanOCytomegalovirusORNyieoOIsORequiredOforOUpregulatingOMultipleOCellularOGenesOToOPromoteO
CellOMotilityOandOViralOSpreadOLateOinOLyticOInfectioneOJournalgofgVirologycO2021cOqmcOeggnqpih 6.6 1

129 WholedGenomeOypproachOtoOyssessingOHumanOCytomegalovirusOαynamicsOinOTransplantOPatientsO
UndergoingOyntiviralOTherapyeOFrontiersgingCellulargandgInfectiongMicrobiologycO2020cOhgcOino 5.9 5

128 ylcelaphineOherpesvirusOhOgenesOyoOandOypOregulateOviralOspreadOandOareOessentialOforOmalignantO
catarrhalOfevereOPLoSgPathogenscO2020cOhncOehggplgm 7.6 1

127 TheOlatencydassociatedOtranscriptOlocusOofOherpesOsimplexOvirusOhOisOaOvirulenceOdeterminantOinO
humanOskineOPLoSgPathogenscO2020cOhncOehggqhnn 7.6 7

126 zinomialOnomenclatureOforOvirusOspeciesrOaOconsultationeOArchivesgofgVirologycO2020cOhnmcOmhqdmim 2.6 27

125 κpidemiologyOandObiologyOofOaOherpesvirusOinOrabiesOendemicOvampireObatOpopulationseONatureg
CommunicationscO2020cOhhcOmqmh 17.4 5
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124 HumanOcytomegalovirusOproteinOpULknrOyOdualOcellOdeathOpathwayOinhibitoreOProceedingsgofgtheg
NationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericacO2020cOhhocOhpoohdhpooq 11.5 22

123
HumanOCytomegalovirusOLongONondcodingORNyheiOSuppressesOκxtracellularOReleaseOofOtheO
ProdinflammatoryOCytokineOILdnObyOzlockingONFd˛”zOyctivationeOFrontiersgingCellulargandgInfectiong
MicrobiologycO2020cOhgcOknh

5.9 5

122 HumanOcytomegalovirusOlongOnoncodingORNyleqOregulatesOviralOαNyOreplicationeOPLoSgPathogenscO
2020cOhncOehggpkqg 7.6 14

121 HumanOcytomegalovirusOlongOnoncodingORNyleqOregulatesOviralOαNyOreplicationO2020cOhncOehggpkqg

120 HumanOcytomegalovirusOlongOnoncodingORNyleqOregulatesOviralOαNyOreplicationO2020cOhncOehggpkqg

119 HumanOcytomegalovirusOlongOnoncodingORNyleqOregulatesOviralOαNyOreplicationO2020cOhncOehggpkqg

118 HumanOcytomegalovirusOlongOnoncodingORNyleqOregulatesOviralOαNyOreplicationO2020cOhncOehggpkqg

117 ylcelaphineOherpesvirusOhOgenesOyoOandOypOregulateOviralOspreadOandOareOessentialOforOmalignantO
catarrhalOfeverO2020cOhncOehggplgm

116 ylcelaphineOherpesvirusOhOgenesOyoOandOypOregulateOviralOspreadOandOareOessentialOforOmalignantO
catarrhalOfeverO2020cOhncOehggplgm

115 ylcelaphineOherpesvirusOhOgenesOyoOandOypOregulateOviralOspreadOandOareOessentialOforOmalignantO
catarrhalOfeverO2020cOhncOehggplgm

114 ylcelaphineOherpesvirusOhOgenesOyoOandOypOregulateOviralOspreadOandOareOessentialOforOmalignantO
catarrhalOfeverO2020cOhncOehggplgm

113 TheOlatencydassociatedOtranscriptOlocusOofOherpesOsimplexOvirusOhOisOaOvirulenceOdeterminantOinO
humanOskinO2020cOhncOehggqhnn

112 TheOlatencydassociatedOtranscriptOlocusOofOherpesOsimplexOvirusOhOisOaOvirulenceOdeterminantOinO
humanOskinO2020cOhncOehggqhnn

111 TheOlatencydassociatedOtranscriptOlocusOofOherpesOsimplexOvirusOhOisOaOvirulenceOdeterminantOinO
humanOskinO2020cOhncOehggqhnn

110 TheOlatencydassociatedOtranscriptOlocusOofOherpesOsimplexOvirusOhOisOaOvirulenceOdeterminantOinO
humanOskinO2020cOhncOehggqhnn

109 TheOlatencydassociatedOtranscriptOlocusOofOherpesOsimplexOvirusOhOisOaOvirulenceOdeterminantOinO
humanOskinO2020cOhncOehggqhnn

108 ydditionalOchangesOtoOtaxonomyOratifiedOinOaOspecialOvoteObyOtheOInternationalOCommitteeOonO
TaxonomyOofOVirusesOXOctoberOighpZeOArchivesgofgVirologycO2019cOhnlcOqlkdqln 2.6 66

107 MichaelOydamsrOnewOlifeOmemberOofOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesOXICTVZeO
ArchivesgofgVirologycO2019cOhnlcOiiih 2.6 1

(2019-2020)
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106
ChangesOtoOvirusOtaxonomyOandOtheOInternationalOCodeOofOVirusOClassificationOandONomenclatureO
ratifiedObyOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesOXighqZeOArchivesgofgVirologycO2019cO
hnlcOilhodiliq

2.6 171

105 HumanOCytomegalovirusOGenomesOSequencedOαirectlyOFromOClinicalOMaterialrOVariationcO
MultipledStrainOInfectioncORecombinationcOandOGeneOLosseOJournalgofgInfectiousgDiseasescO2019cOiigcOophdoqh7 43

104
MultipledStrainOInfectionsOofOHumanOCytomegalovirusOWithOHighOGenomicOαiversityOyreOCommonOinO
zreastOMilkOFromOHumanOImmunodeficiencyOVirusdInfectedOWomenOinOZambiaeOJournalgofgInfectiousg
DiseasescO2019cOiigcOoqidpgh

7 23

103 CompleteOGenomeOSequenceOofOanOIctaluridOHerpesvirusOhOStrainOIsolatedOfromOzlueOCatfishO
XIctalurusOfurcatusZeOMicrobiologygResourcegAnnouncementscO2019cOpcO 1.3 4

102 ynalysisOofOParamyxovirusOTranscriptionOandOReplicationObyOHighdThroughputOSequencingeOJournalg
ofgVirologycO2019cOqkcO 6.6 15

101 HumanOcytomegalovirusOinteractomeOanalysisOidentifiesOdegradationOhubscOdomainOassociationsOandO
viralOproteinOfunctionseOELifecO2019cOpcO 8.9 32

100 TheOswitchObetweenOacuteOandOpersistentOparamyxovirusOinfectionOcausedObyOsingleOaminoOacidO
substitutionsOinOtheORNyOpolymeraseOPOsubuniteOPLoSgPathogenscO2019cOhmcOehggomnh 7.6 15

99 ViCTreerOanOautomatedOframeworkOforOtaxonomicOclassificationOfromOproteinOsequenceseO
BioinformaticscO2018cOklcOihqmdiigg 7.2 5

98 ziocontrolOofOinvasiveOcarprORisksOaboundeOSciencecO2018cOkmqcOpoo 33.3 17

97
SuppressionOofOcostimulationObyOhumanOcytomegalovirusOpromotesOevasionOofOcellularOimmuneO
defenseseOProceedingsgofgthegNationalgAcademygofgSciencesgofgthegUnitedgStatesgofgAmericacO2018cO
hhmcOlqqpdmggk

11.5 36

96 GeneticOdiversityOofOequineOherpesvirusOhOisolatedOfromOneurologicalcOabortigenicOandOrespiratoryO
diseaseOoutbreakseOTransboundarygandgEmerginggDiseasescO2018cOnmcOphodpki 4.2 23

95 GenomicOandObiologicOcomparisonsOofOcyprinidOherpesvirusOkOstrainseOVeterinarygResearchcO2018cOlqcOlg 3.8 18

94 HighdαefinitionOynalysisOofOHostOProteinOStabilityOduringOHumanOCytomegalovirusOInfectionORevealsO
yntiviralOFactorsOandOViralOκvasionOMechanismseOCellgHostgandgMicrobecO2018cOilcOllodlngeehh 23.4 47

93 ChangesOtoOtaxonomyOandOtheOInternationalOCodeOofOVirusOClassificationOandONomenclatureOratifiedO
byOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesOXighpZeOArchivesgofgVirologycO2018cOhnkcOinghdinkh2.6 187

92 ConservedOFeverOPathwaysOacrossOVertebratesrOyOHerpesvirusOκxpressedOαecoyOTNFd˛–OReceptorO
αelaysOzehavioralOFeverOinOFisheOCellgHostgandgMicrobecO2017cOihcOilldimk 23.4 38

91 GenomicOanalysisOofOchimericOhumanOcytomegalovirusOvaccineOcandidatesOderivedOfromOstrainsO
TowneOandOToledoeOVirusgGenescO2017cOmkcOnmgdnmm 2.3 7

90 mgOyearsOofOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesrOprogressOandOprospectseOArchivesg
ofgVirologycO2017cOhnicOhllhdhlln 2.6 53

89 ChangesOtoOtaxonomyOandOtheOInternationalOCodeOofOVirusOClassificationOandONomenclatureOratifiedO
byOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesOXighoZeOArchivesgofgVirologycO2017cOhnicOimgmdimkp2.6 398

Andrew Davison

4



88
CharacterizationOofOHumanOCytomegalovirusOGenomeOαiversityOinOImmunocompromisedOHostsObyO
WholedGenomeOSequencingOαirectlyOFromOClinicalOSpecimenseOJournalgofgInfectiousgDiseasescO2017cO
ihmcOhnokdhnpk

7 58

87 ConsensusOstatementrOVirusOtaxonomyOinOtheOageOofOmetagenomicseONaturegReviewsgMicrobiologycO
2017cOhmcOhnhdhnp 22.2 375

86 InheritedOChromosomallyOIntegratedOHumanOHerpesvirusOnOGenomesOyreOyncientcOIntactcOandO
PotentiallyOybleOToOReactivateOfromOTelomereseOJournalgofgVirologycO2017cOqhcO 6.6 29

85 ProteomicOandOFunctionalOynalysesOofOtheOVirionOTransmembraneOProteomeOofOCyprinidO
HerpesvirusOkeOJournalgofgVirologycO2017cOqhcO 6.6 17

84 IdentificationOofOanOessentialOvirulenceOgeneOofOcyprinidOherpesvirusOkeOAntiviralgResearchcO2017cOhlmcOngdnq10.8 12

83 ControlOofOimmuneOligandsObyOmembersOofOaOcytomegalovirusOgeneOexpansionOsuppressesOnaturalO
killerOcellOactivationeOELifecO2017cOncO 8.9 46

82 yuthorOresponserOControlOofOimmuneOligandsObyOmembersOofOaOcytomegalovirusOgeneOexpansionO
suppressesOnaturalOkillerOcellOactivationO2017cO 2

81 RatificationOvoteOonOtaxonomicOproposalsOtoOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesO
XighnZeOArchivesgofgVirologycO2016cOhnhcOiqihdlq 2.6 195

80 κricOCarstensrOnewOlifeOmemberOofOtheOInternationalOCommitteeOonOTaxonomyOofOVirusesOXICTVZeO
ArchivesgofgVirologycO2016cOhnhcOkngh 2.6 1

79 GenomeOSequenceOofOtheOParainfluenzaOVirusOmOStrainOThatOPersistentlyOInfectsOyGSOCellseOGenomeg
AnnouncementscO2016cOlcO 4

78 GeneticOStabilityOofOzacterialOyrtificialOChromosomedαerivedOHumanOCytomegalovirusOduringO
CultureOInOVitroeOJournalgofgVirologycO2016cOqgcOkqiqdlk 6.6 43

77 zioinformaticsOtoolsOforOanalysingOviralOgenomicOdataeOOIEgRevuegScientifiquegEtgTechniquecO2016cOkmcOiohdpm2.5 7

76 GenomeOSequenceOofOCanineOHerpesviruseOPLoSgONEcO2016cOhhcOeghmnghm 3.7 10

75 GenomicOduplicationOandOtranslocationOofOreactivationOtransactivatorOandObZIPdhomologOgenesOisOaO
conservedOeventOinOalcelaphineOherpesvirusOheOScientificgReportscO2016cOncOkpngo 4.9 3

74
HHVdpdunrelatedOprimaryOeffusiondlikeOlymphomaOassociatedOwithOclonalOlossOofOinheritedO
chromosomallydintegratedOhumanOherpesvirusdnyOfromOtheOtelomereOofOchromosomeOhqqeOScientificg
ReportscO2016cOncOiiokg

4.9 18

73 GenomeOSequencesOofOTwoOPseudorabiesOVirusOStrainsOIsolatedOinOGreeceeOGenomegAnnouncementscO
2016cOlcO 7

72 RationalOdevelopmentOofOanOattenuatedOrecombinantOcyprinidOherpesvirusOkOvaccineOusingO
prokaryoticOmutagenesisOandOinOvivoObioluminescentOimagingeOPLoSgPathogenscO2015cOhhcOehgglnqg 7.6 35

71 PlasmaOmembraneOprofilingOdefinesOanOexpandedOclassOofOcellOsurfaceOproteinsOselectivelyOtargetedO
forOdegradationObyOHCMVOUSiOinOcooperationOwithOULhlheOPLoSgPathogenscO2015cOhhcOehgglphh 7.6 55

(2015-2017)
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70 HumanOcytomegalovirusrOtakingOtheOstraineOMedicalgMicrobiologygandgImmunologycO2015cOiglcOiokdpl 4 76

69 CyprinidOHerpesvirusOkrOynOyrchetypeOofOFishOylloherpesviruseseOAdvancesgingVirusgResearchcO2015cO
qkcOhnhdimn 10.7 43

68 GenomeOsequencesOofOequidOherpesvirusesOiOandOmeOGenomegAnnouncementscO2015cOkcO 11

67 κvolutionOandOdiversityOinOhumanOherpesOsimplexOvirusOgenomeseOJournalgofgVirologycO2014cOppcOhigqdio 6.6 141

66 HCMVOpULhkmOremodelsOtheOactinOcytoskeletonOtoOimpairOimmuneOrecognitionOofOinfectedOcellseOCellg
HostgandgMicrobecO2014cOhncOighdihl 23.4 46

65 FirstOfatalityOassociatedOwithOelephantOendotheliotropicOherpesvirusOmOinOanOysianOelephantrO
pathologicalOfindingsOandOcompleteOviralOgenomeOsequenceeOScientificgReportscO2014cOlcOniqq 4.9 41

64 StabilityOofOtheOparainfluenzaOvirusOmOgenomeOrevealedObyOdeepOsequencingOofOstrainsOisolatedOfromO
differentOhostsOandOfollowingOpassageOinOcellOcultureeOJournalgofgVirologycO2014cOppcOkpindkn 6.6 31

63 TwoOnovelOhumanOcytomegalovirusONKOcellOevasionOfunctionsOtargetOMICyOforOlysosomalO
degradationeOPLoSgPathogenscO2014cOhgcOehgglgmp 7.6 96

62 ComparativeOgenomicsOofOcarpOherpesviruseseOJournalgofgVirologycO2013cOpocOiqgpdii 6.6 86

61 ImpactOofOsequenceOvariationOinOtheOULhipOlocusOonOproductionOofOhumanOcytomegalovirusOinO
fibroblastOandOepithelialOcellseOJournalgofgVirologycO2013cOpocOhglpqdmgg 6.6 60

60 CompleteOgenomeOsequencesOofOelephantOendotheliotropicOherpesvirusesOhyOandOhzOdeterminedO
directlyOfromOfatalOcaseseOJournalgofgVirologycO2013cOpocOnoggdhi 6.6 43

59 zacterialOartificialOchromosomeOclonesOofOvirusesOcomprisingOtheOtowneOcytomegalovirusOvaccineeO
JournalgofgBiomedicinegandgBiotechnologycO2012cOighicOliplqp 24

58 HumanOcytomegalovirusOULlgOsignalOpeptideOregulatesOcellOsurfaceOexpressionOofOtheONKOcellO
ligandsOHLydκOandOgpULhpeOJournalgofgImmunologycO2012cOhppcOioqldpgl 5.3 61

57 ynguillidOherpesvirusOhOtranscriptomeeOJournalgofgVirologycO2012cOpncOhghmgdnh 6.6 12

56 κvolutionOofOsexuallyOtransmittedOandOsexuallyOtransmissibleOhumanOherpesviruseseOAnnalsgofgtheg
NewgYorkgAcademygofgSciencescO2011cOhikgcOκkodlq 6.5 51

55 HighdresolutionOhumanOcytomegalovirusOtranscriptomeeOProceedingsgofgthegNationalgAcademygofg
SciencesgofgthegUnitedgStatesgofgAmericacO2011cOhgpcOhqommdng 11.5 161

54 HerpesvirusOsystematicseOVeterinarygMicrobiologycO2010cOhlkcOmidnq 3.3 227

53 ReconstructionOofOtheOcompleteOhumanOcytomegalovirusOgenomeOinOaOzyCOrevealsORLhkOtoObeOaO
potentOinhibitorOofOreplicationeOJournalgofgClinicalgInvestigationcO2010cOhigcOkhqhdigp 15.9 168
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52 SequencesOofOcompleteOhumanOcytomegalovirusOgenomesOfromOinfectedOcellOculturesOandOclinicalO
specimenseOJournalgofgGeneralgVirologycO2010cOqhcOngmdhm 4.9 91

51 SequentialOmutationsOassociatedOwithOadaptationOofOhumanOcytomegalovirusOtoOgrowthOinOcellO
cultureeOJournalgofgGeneralgVirologycO2010cOqhcOhmkmdln 4.9 140

50 PatternsOofOdivergenceOinOtheOvCXCLOandOvGPCROgeneOclustersOinOprimateOcytomegalovirusOgenomeseO
VirologycO2009cOkqmcOihdki 3.6 23

49 TheOorderOHerpesviraleseOArchivesgofgVirologycO2009cOhmlcOhohdo 2.6 655

48 PhylogeneticOrelationshipsOinOtheOfamilyOylloherpesviridaeeODiseasesgofgAquaticgOrganismscO2009cOplcOhoqdql1.7 97

47 HighdthroughputOsequenceOanalysisOofOvariantsOofOhumanOcytomegalovirusOstrainsOTowneOandO
yαhnqeOJournalgofgGeneralgVirologycO2009cOqgcOikomdikpg 4.9 86

46 ModulationOofOnaturalOkillerOcellsObyOhumanOcytomegaloviruseOJournalgofgClinicalgVirologycO2008cOlhcOigndhi14.5 196

45 MolecularOκvolutionOofOtheOHerpesviralesO2008cOllodlom 12

44 GenotypicOanalysisOofOtwoOhypervariableOhumanOcytomegalovirusOgeneseOJournalgofgMedicalgVirologycO
2008cOpgcOhnhmdik 19.7 48

43 GenomeOsequencesOofOthreeOkoiOherpesvirusOisolatesOrepresentingOtheOexpandingOdistributionOofOanO
emergingOdiseaseOthreateningOkoiOandOcommonOcarpOworldwideeOJournalgofgVirologycO2007cOphcOmgmpdnm 6.6 195

42 KaposiWsOsarcomadassociatedOherpesvirusOimmuneOmodulationrOanOovervieweOJournalgofgGeneralg
VirologycO2006cOpocOhophdhpgl 4.9 105

41 GenomeOsequencesOofOtwoOfrogOherpesviruseseOJournalgofgGeneralgVirologycO2006cOpocOkmgqdkmhl 4.9 43

40 TopicsOinOherpesvirusOgenomicsOandOevolutioneOVirusgResearchcO2006cOhhocOqgdhgl 6.4 369

39 yOnovelOclassOofOherpesvirusOwithObivalveOhostseOJournalgofgGeneralgVirologycO2005cOpncOlhdmk 4.9 201

38 αownregulationOofOnaturalOkillerOcelldactivatingOligandOCαhmmObyOhumanOcytomegalovirusOULhlheO
NaturegImmunologycO2005cOncOhphdp 19.1 207

37 NewOgenesOfromOoldrOredeploymentOofOdUTPaseObyOherpesviruseseOJournalgofgVirologycO2005cOoqcOhippgdqi6.6 58

36 KoiOherpesvirusOrepresentsOaOthirdOcyprinidOherpesvirusOXCyHVdkZOinOtheOfamilyOHerpesviridaeeO
JournalgofgGeneralgVirologycO2005cOpncOhnmqdhnno 4.9 152

35 CompleteOgenomeOsequenceOofOsimianOadenovirusOhrOanOOldOWorldOmonkeyOadenovirusOwithOtwoO
fiberOgeneseOJournalgofgGeneralgVirologycO2005cOpncOhnphdhnpn 4.9 28

(2005-2010)
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34 GeneticOcontentOofOwilddtypeOhumanOcytomegaloviruseOJournalgofgGeneralgVirologycO2004cOpmcOhkghdhkhi 4.9 439

33 CharacterizationOandOmanipulationOofOtheOhumanOadenovirusOlOgenomeeOJournalgofgGeneralgVirologycO
2004cOpmcOkknhdkknn 4.9 13

32 ynalysisOofOtheOfirstOcompleteOgenomeOsequenceOofOanOOldOWorldOmonkeyOadenovirusOrevealsOaO
lineageOdistinctOfromOtheOsixOhumanOadenovirusOspecieseOJournalgofgGeneralgVirologycO2004cOpmcOioqqdipgo4.9 32

31 TranscriptionOmappingOofOhumanOherpesvirusOpOgenesOencodingOviralOinterferonOregulatoryOfactorseO
JournalgofgGeneralgVirologycO2003cOplcOhlohdhlpk 4.9 59

30 TwoOnovelOsplicedOgenesOinOhumanOcytomegaloviruseOJournalgofgGeneralgVirologycO2003cOplcOhhhodhhii 4.9 116

29 GeneticOcontentOandOevolutionOofOadenoviruseseOJournalgofgGeneralgVirologycO2003cOplcOipqmdiqgp 4.9 403

28 TheOhumanOcytomegalovirusOgenomeOrevisitedrOcomparisonOwithOtheOchimpanzeeOcytomegalovirusO
genomeeOJournalgofgGeneralgVirologycO2003cOplcOhodip 4.9 326

27 HomologyObetweenOtheOhumanOcytomegalovirusORLhhOgeneOfamilyOandOhumanOadenovirusOκkOgeneseO
JournalgofgGeneralgVirologycO2003cOplcOnmodnnk 4.9 69

26 FundamentalOandOaccessoryOsystemsOinOherpesviruseseOAntiviralgResearchcO2002cOmncOhdhh 10.8 45

25 CommentsOonOtheOphylogeneticsOandOevolutionOofOherpesvirusesOandOotherOlargeOαNyOviruseseOVirusg
ResearchcO2002cOpicOhiodki 6.4 16

24 RecombinationOinOhumanOherpesvirusdpOstrainsOfromOUgandaOandOevolutionOofOtheOKhmOgeneeOJournalg
ofgGeneralgVirologycO2001cOpicOikqkdilgl 4.9 50

23 VariabilityOandOevolutionOofOKaposiWsOsarcomadassociatedOherpesvirusOinOκuropeOandOyfricaeO
InternationalOCollaborativeOGroupeOAidscO1999cOhkcOhhnmdon 3.5 89

22
IdentificationOofOaOsplicedOgeneOfromOKaposiWsOsarcomadassociatedOherpesvirusOencodingOaOproteinO
withOsimilaritiesOtoOlatentOmembraneOproteinsOhOandOiyOofOκpsteindzarrOviruseOJournalgofgVirologycO
1999cOokcOnqmkdnk

6.6 121

21 TheOhumanOherpesvirusdpOORFOmoOgeneOandOitsOpropertieseOJournalgofgGeneralgVirologycO1999cOpgOXOPtO
hiZcOkigodkihm 4.9 65

20 TheOgenomeOofOsalmonidOherpesvirusOheOJournalgofgVirologycO1998cOoicOhqoldpi 6.6 37

19
TheOcapsidOarchitectureOofOchannelOcatfishOviruscOanOevolutionarilyOdistantOherpesviruscOisOlargelyO
conservedOinOtheOabsenceOofOdiscernibleOsequenceOhomologyOwithOherpesOsimplexOviruseOVirologycO
1996cOihmcOhkldlh

3.6 53

18 IdentificationOofOstructuralOproteinsOofOchannelOcatfishOvirusObyOmassOspectrometryeOVirologycO1995cO
igncOhgkmdlk 3.6 64

17 TheOαNyOsequenceOofOequineOherpesvirusOieOJournalgofgMoleculargBiologycO1995cOilqcOmigdp 6.5 173
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16 TheOαNyOsequenceOofOadenovirusOtypeOlgeOJournalgofgMoleculargBiologycO1993cOiklcOhkgpdhn 6.5 91

15 HerpesvirusOGeneseOReviewsgingMedicalgVirologycO1993cOkcOikodill 11.7 22

14 κquineOherpesvirusesOiOandOmOareOgammadherpesviruseseOVirologycO1993cOhqmcOlqidq 3.6 71

13 ChannelOcatfishOvirusrOaOnewOtypeOofOherpesviruseOVirologycO1992cOhpncOqdhl 3.6 206

12 TheOαNyOsequenceOofOequineOherpesvirusdheOVirologycO1992cOhpqcOkgldhn 3.6 482
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