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273
–dentificationLandLdetectionLofLmutationsLpotentiallyLassociatedLwithLdecreasedLsusceptibilityLtoL
macrolidesLandLlincomycinLinLıycoplasmaLanserisalpingitidisLisolates]]LVeterinarydMicrobiologyZL2022
ZLdhhZLcbkehd

3.3 1

272 sLnovelLgyrovirusLinLaLcommonLpheasantLUPhasianusLcolchicusVLwithLpoultLenteritisLandLmortalityL
syndrome]]LArchivesdofdVirologyZL2022ZLchiZLcefk 2.6 0

271 snLoutbreakLofLneonatalLenteritisLinLbuffaloLcalvesLassociatedLwithLastrovirus]LJournaldofdVeterinaryd
ScienceZL2021ZLddZLejf 1.6 0

270 ıultilocusLsequenceLtypingLofLtheLgooseLpathogenLıycoplasmaLanserisalpingitidis]LVeterinaryd
MicrobiologyZL2021ZLdgfZLcbjkid 3.3 3

269 RecombinationLwventsLShapeLtheLyenomicLwvolutionLofL–nfectiousLtronchitisLVirusLinLwurope]L
VirusesZL2021ZLceZL 6.2 2

268 yenomicLcharacterizationLofLavianLandLneoavianLorthoreovirusesLdetectedLinLpheasants]LVirusd
ResearchZL2021ZLdkiZLckjefk 6.4 0

267 yenomicLevolutionLofLavianLpolyomavirusesLwithLaLfocusLonLbudgerigarLfledglingLdiseaseLvirus]L
InfectionrdGeneticsdanddEvolutionZL2021ZLkbZLcbfihd 4.5 1

266 yeneticLheterogeneityLofLcanineLbufaviruses]LTransboundarydanddEmergingdDiseasesZL2021ZLhjZLjbd[jcd 4.2 4

265 PhylogenyLofLzungarianLwtäV[cLstrainsLusingLwhole[genomeLsequenceLdata]LTransboundarydandd
EmergingdDiseasesZL2021ZLhjZLcede[ceec 4.2 0

264 yenomeLsequencingLofLaLnovelLvariantLofLfowlLadenovirusLtLrevealsLmosaicismLinLtheLpatternLofL
homologousLrecombinationLevents]LArchivesdofdVirologyZL2021ZLchhZLcfii[cfjb 2.6 0

263 yenomicLviversityLofLuRwSSLvNsLVirusesLinLtheLwukaryoticLViromeLofLSwineLxeces]LMicroorganismsZL
2021ZLkZL 4.9 1

262
vevelopmentLofLaLmolecularLbiologicalLassayLforLtheLdetectionLofLmarkersLrelatedLtoLdecreasedL
susceptibilityLtoLmacrolidesLandLlincomycinLinLıycoplasmaLhyorhinis]LActadVeterinariadHungaricaZL
2021ZLhkZLccb[ccg

1 1

261 yenomicLwpidemiologyLandLwvolutionLofLvuckLzepatitisLsLVirus]LVirusesZL2021ZLceZL 6.2 2

260 ViralLgeneLexpressionLprofileLofLgooseLhaemorrhagicLpolyomavirusLinLsusceptibleLprimaryLcells]L
AviandPathologyZL2021ZLgbZLffi[fgd 2.4 0

259 ıolecularLepidemiologyLandLphylodynamicsLofLgooseLhaemorrhagicLpolyomavirus]LTransboundaryd
anddEmergingdDiseasesZL2020ZLhiZLdhbd[dhbj 4.2 4

258
OccurrenceLandLspreadLofLaLreassortantLveryLvirulentLgenotypeLofLinfectiousLbursalLdiseaseLvirusL
withLalteredLVPdLaminoLacidLprofileLandLpathogenicityLinLsomeLwuropeanLcountries]LVeterinaryd
MicrobiologyZL2020ZLdfgZLcbjhhe

3.3 10

257 OccurrenceLandLgeneticLdiversityLofLuRwSSLvNsLvirusesLinLwildLbirdslLaLzungarianLstudy]LScientificd
ReportsZL2020ZLcbZLibeh 4.9 5
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256 TheLcoreLgenomeLmulti[locusLsequenceLtypingLofLıycoplasmaLanserisalpingitidis]LBMCdGenomicsZL
2020ZLdcZLfbe 4.5 6

255 –solationLofLıycoplasmaLanserisalpingitidisLfromLswanLgooseLUsnserLcygnoidesVLinLuhina]LBMCd
VeterinarydResearchZL2020ZLchZLcij 2.7 10

254 vevelopmentLofLmismatchLamplificationLmutationLassayLforLtheLrapidLdifferentiationLofLKLvaccineL
strainLfromLfieldLisolates]LAviandPathologyZL2020ZLfkZLeci[edf 2.4

253 RepositioningLPsRPLinhibitorsLforLSsRS[uoV[dLinfectionUuOV–v[ckVmLaLnewLmulti[prongedLtherapyL
forLacuteLrespiratoryLdistressLsyndromeq]LBritishdJournaldofdPharmacologyZL2020ZLciiZLeheg[ehfg 8.6 29

252 uompleteLgenomeLanalysisLconfirmsLthatLtheLpygmyLmarmosetLadenovirusLisLaLvariantLofLtheLskunkL
adenovirusLcL[LShortLcommunication]LActadVeterinariadHungaricaZL2020ZLhjZLede[edi 1 2

251 uoding[completeLgenomeLsequencingLsuggestsLthatLNewcastleLdiseaseLvirusLchallengeLstrainL
zertsTeeLU–VıPVLmayLrepresentLaLdistinctLgenotype]LArchivesdofdVirologyZL2020ZLchgZLdfg[dfj 2.6

250 ıutationsLpotentiallyLassociatedLwithLdecreasedLsusceptibilityLtoLfluoroquinolonesZLmacrolidesLandL
lincomycinLinLıycoplasmaLsynoviae]LVeterinarydMicrobiologyZL2020ZLdfjZLcbjjcj 3.3 5

249 RetractionlLNovelLOrthobunyavirusLuausingLSevereLKidneyLviseaseLinLtroilerLuhickensZLıalaysiaZL
dbcf[dbci]LEmergingdInfectiousdDiseasesZL2020ZLdhZLckhf 10.2

248 snimalLRotaviruses]LLivestockdDiseasesdanddManagementZL2020ZLche[dbd 0.5

247 ıetagenomicsLrevealingLnewLvirusLspeciesLinLfarmLandLpetLanimalsLandLaquacultureL2020ZLdk[ie 0

246 –dentificationLofLastrovirusesLinLbovineLandLbuffaloLcalvesLwithLenteritis]LResearchdindVeterinaryd
ScienceZL2020ZLcecZLgk[hj 2.5 4

245 yenomicLsnalysisLofLanL–ndianLyjP[c]LuaprineLRotavirus[sLStrainLRevealingLsrtiodactylLandL
vS[c[äikeLzumanLıultispeciesLReassortment]LFrontiersdindVeterinarydScienceZL2020ZLiZLhbhhhc 3.1 1

244 sdvancesLinLviagnosticLspproachesLforLViralLwtiologiesLofLviarrhealLxromLtheLäabLtoLtheLxield]L
FrontiersdindMicrobiologyZL2019ZLcbZLckgi 5.7 21

243 ıolecularLdetectionLofLcanineLbufavirusesLinLwildLcanids]LArchivesdofdVirologyZL2019ZLchfZLdecg[dedb 2.6 5

242 NovelLOrthobunyavirusLuausingLSevereLKidneyLviseaseLinLtroilerLuhickensZLıalaysiaZLdbcf[dbci]L
EmergingdInfectiousdDiseasesZL2019ZLdgZLcccb[ccci 10.2 5

241 Vaccine[associatedLrabiesLinLredLfoxZLzungary]LVaccineZL2019ZLeiZLegeg[egej 4.1 2

240 vevelopmentLofLıolecularLıethodsLforLRapidLvifferentiationLofLıycoplasmaLgallisepticumLVaccineL
StrainsLfromLxieldL–solates]LJournaldofdClinicaldMicrobiologyZL2019ZLgiZL 9.7 6

239 snalysisLofLy––]PiLandLy––]hLnorovirusesLcirculatingLinL–talyLduringLdbcc[dbchLrevealsLaLreplacementL
ofLlineagesLandLcomplexLrecombinationLhistory]LInfectionrdGeneticsdanddEvolutionZL2019ZLigZLcbekkc 4.5 5

(2019-2020)
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238 uoding[completeLsequenceLofLaLvaccine[derivedLrecombinantLporcineLreproductiveLandLrespiratoryL
syndromeLvirusLstrainLisolatedLinLzungary]LArchivesdofdVirologyZL2019ZLchfZLdhbg[dhbj 2.6 7

237 PhylogeneticLsnalysisLofLäednice]LMicroorganismsZL2019ZLiZL 4.9 1

236 uompleteLyenomeLSequencesLofLThreeLULsp]LcddbVLStrains]LMicrobiologydResourcedAnnouncementsZL
2019ZLjZL 1.3 5

235 sLSimpleLıethodLforLSampleLPreparationLtoLxacilitateLwfficientLWhole[yenomeLSequencingLofL
sfricanLSwineLxeverLVirus]LVirusesZL2019ZLccZL 6.2 18

234 –dentificationLofLaLnovelLparvovirusLinLdomesticLcats]LVeterinarydMicrobiologyZL2019ZLddjZLdfh[dgc 3.3 19

233 ıethylationLStatusLofLtheLsdeno[sssociatedLVirusLTypeLdLUssVdV]LVirusesZL2019ZLccZL 6.2 8

232 xirstLreportLandLgeneticLcharacterizationLofLporcineLastrovirusesLofLlineageLfLandLdLinLdiarrhoeicL
pigsLinL–ndia]LTransboundarydanddEmergingdDiseasesZL2019ZLhhZLfi[ge 4.2 11

231 Tick[torneLxlavivirusesZLwithLaLxocusLonLPowassanLVirus]LClinicaldMicrobiologydReviewsZL2019ZLedZL 34 33

230
ıolecularLcharacterizationLofLunusualLbovineLrotavirusLsLstrainsLhavingLhighLgeneticLrelatednessL
withLhumanLrotaviruslLevidenceLforLzooanthroponoticLtransmission]LZoonosesdanddPublicdHealthZL
2018ZLhgZLfec[ffd

2.9 13

229 uharacterizationLofLtheLgenomicLsequenceLofLaLnovelLuRwSSLvNsLvirusLidentifiedLinLwurasianLjayL
UyarrulusLglandariusV]LArchivesdofdVirologyZL2018ZLcheZLdjg[djk 2.6 5

228 ıolecularLevolutionaryLanalysisLofLtype[cLhumanLastrovirusesLidentifiesLputativeLsitesLunderL
selectionLpressureLonLtheLcapsidLprotein]LInfectionrdGeneticsdanddEvolutionZL2018ZLgjZLckk[dbj 4.5 4

227 ResurgenceLofLrabiesLinLzungaryLduringLdbce[dbcflLsnLattemptLtoLtrackLtheLoriginLofLidentifiedL
strains]LTransboundarydanddEmergingdDiseasesZL2018ZLhgZLecf[edf 4.2 4

226 NovelLParvovirusLRelatedLtoLPrimateLtufavirusesLinLvogs]LEmergingdInfectiousdDiseasesZL2018ZLdfZLcbhc[cbhj10.2 22

225
yenotypingLıycoplasmaLhyopneumoniaeLisolatesLbasedLonLmulti[locusLsequenceLtypingZL
multiple[locusLvariable[numberLtandemLrepeatLanalysisLandLanalysingLgeneLpcfh]LVeterinaryd
MicrobiologyZL2018ZLdddZLjg[kb

3.3 13

224 uompleteLyenomeLSequencesLofLıycoplasmaLanatisZLı]LanserisZLandLı]LcloacaleLTypeLStrains]L
MicrobiologydResourcedAnnouncementsZL2018ZLiZL 1.3 4

223 StudyLofLKarolinskaL–nstitutetLandLWashingtonLUniversityLpolyomavirusesLinLtonsilZLadenoidZLthroatL
swabLandLmiddleLearLfluidLsamples]LFuturedMicrobiologyZL2018ZLceZLcick[cieb 2.9 6

222
yenotypingLıycoplasmaLsynoviaelLvevelopmentLofLaLmulti[locusLvariableLnumberLofL
tandem[repeatsLanalysisLandLcomparisonLwithLcurrentLmolecularLtypingLmethods]LVeterinaryd
MicrobiologyZL2018ZLddhZLfc[fk

3.3 5

221 snalysisLofLstructure[functionLrelationshipLinLporcineLrotavirusLsLenterotoxinLgene]LJournaldofd
VeterinarydScienceZL2018ZLckZLeg[fe 1.6 3
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220 yenomicLsequenceLandLphylogeneticLanalysesLofLtwoLnovelLorthoreovirusLstrainsLisolatedLfromL
PekinLducksLinLdbcfLinLyermany]LVirusdResearchZL2018ZLdgiZLgi[hd 6.4 12

219 ıolecularLepidemiologyLandLcharacterizationLofLpicobirnavirusesLinLsmallLruminantLpopulationsLinL
–ndia]LInfectionrdGeneticsdanddEvolutionZL2018ZLheZLek[fd 4.5 12

218 ViralLgastroenteritis]LLancetrdTheZL2018ZLekdZLcig[cjh 40 152

217 NovelLykLrotavirusLstrainsLco[circulateLinLchildrenLandLpigsZLTaiwan]LScientificdReportsZL2017ZLiZLfbiec 4.9 21

216 yenomeLanalysisLofLcanineLastrovirusesLrevealsLgeneticLheterogeneityLandLsuggestsLpossibleL
inter[speciesLtransmission]LVirusdResearchZL2017ZLdedZLchd[cib 6.4 19

215 SeroprevalenceLforLdcci[likeLvesivirusesLinL–talianLhouseholdLdogs]LVeterinarydMicrobiologyZL2017ZL
dbcZLcf[ci 3.3 4

214 PutativeLvaccineLbreakthroughLeventLassociatedLwithLheterotypicLrotavirusLinfectionLinLnewbornL
calvesZLTurkeyZLdbcg]LVeterinarydMicrobiologyZL2017ZLdbcZLi[ce 3.3 12

213 –dentificationLofLaLnovelLcanineLnorovirus]LInfectionrdGeneticsdanddEvolutionZL2017ZLgdZLig[jc 4.5 14

212 ıutationsLsssociatedLwithLvecreasedLSusceptibilityLtoLSevenLsntimicrobialLxamiliesLinLxieldLandL
äaboratory[verivedLıycoplasmaLbovisLStrains]LAntimicrobialdAgentsdanddChemotherapyZL2017ZLhcZL 5.9 36

211 uandidateLnewLrotavirusLspeciesLinLSchreiberTsLbatsZLSerbia]LInfectionrdGeneticsdanddEvolutionZL2017ZL
fjZLck[dh 4.5 127

210 ıolecularLtracesLofLaLputativeLnovelLinsectLflavivirusLfromLsnophelesLhyrcanusLmosquitoLspeciesLinL
zungary]LActadVirologicaZL2017ZLhcZLcdi[cdk 2.2 1

209 yenomeLsequenceLofLaLmallardLduckLoriginLcyclovirusZLvusuyV[c]LArchivesdofdVirologyZL2017ZLchdZLekdg[ekdk2.6 4

208 UnexpectedLdetectionLofLporcineLrotavirusLuLstrainsLcarryingLhumanLoriginLVPhLgene]LVeterinaryd
QuarterlyZL2017ZLeiZLdgd[dhc 8 16

207 NovelLadenovirusLdetectedLinLkowariLUvasyuroidesLbyrneiVLwithLpneumonia]LActadMicrobiologicadEtd
ImmunologicadHungaricaZL2017ZLhfZLjc[kb 1.8 4

206 –solationLandLcompleteLgenomeLcharacterizationLofLnovelLreassortantLorthoreovirusLfromLcommonL
voleLUıicrotusLarvalisV]LVirusdGenesZL2017ZLgeZLebi[ecc 2.3 12

205 WholeLgenomeLsequencingLofLaLrareLrotavirusLfromLarchivedLstoolLsampleLdemonstratesL
independentLzoonoticLoriginLofLhumanLyjP[cf]LstrainsLinLzungary]LVirusdResearchZL2017ZLddiZLkh[cbe 6.4 10

204 SequenceLanalysisLofLSchmallenbergLvirusLgenomesLdetectedLinLzungary]LActadMicrobiologicadEtd
ImmunologicadHungaricaZL2017ZLhfZLeie[ejf 1.8 7

203 NorovirusLy––]ciLasLıajorLwpidemicLStrainLinL–talyZLWinterLdbcg[ch]LEmergingdInfectiousdDiseasesZL
2017ZLdeZLcdbh[cdbj 10.2 10

(2017-2018)
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202 svianLyroupLvLRotaviruseslLStructureZLwpidemiologyZLviagnosisZLandLPerspectivesLonLxutureL
ResearchLuhallenges]LPathogensZL2017ZLhZL 4.5 7

201 ıultilocusLSequencingLofLtiotypeLOvisLStrains]LBioMeddResearchdInternationalZL2017ZLdbciZLcihdchd 3 2

200 yenomeLsequenceLofLaLclusterLsceLmycobacteriophageLdetectedLinLıycobacteriumLphleiLoverLaL
halfLcenturyLago]LArchivesdofdVirologyZL2016ZLchcZLdbk[cd 2.6 2

199 RoleLforLmigratoryLwildLbirdsLinLtheLglobalLspreadLofLavianLinfluenzaLzgNj]LScienceZL2016ZLegfZLdce[dci 33.3 252

198 äineageLdiversificationZLhomo[LandLheterologousLreassortmentLandLrecombinationLshapeLtheL
evolutionLofLchickenLorthoreoviruses]LScientificdReportsZL2016ZLhZLehkhb 4.9 16

197 yeneticLuharacterizationLofLProvidenceLVirusL–solatedLfromLtatLyuanoLinLzungary]LGenomed
AnnouncementsZL2016ZLfZL 5

196 NeuroinvasiveLinfluenzaLvirusLsUzgNjVLinLfatteningLducksZLzungaryZLdbcg]LInfectionrdGeneticsdandd
EvolutionZL2016ZLfeZLfcj[de 4.5 12

195 vetectionLandLmolecularLcharacterizationLofLsapovirusesLinLdogs]LInfectionrdGeneticsdanddEvolutionZL
2016ZLejZLj[cd 4.5 7

194 WholeLgenomeLsequencingLrevealsLgeneticLheterogeneityLofLyeP[j]LrotavirusesLcirculatingLinL–taly]L
InfectionrdGeneticsdanddEvolutionZL2016ZLfbZLdge[dhc 4.5 14

193 snalysisLofLtheLfullLgenomeLofLhumanLgroupLuLrotavirusesLrevealsLlineageLdiversificationLandL
reassortment]LJournaldofdGeneraldVirologyZL2016ZLkiZLcjjj[cjkj 4.9 2

192 uompleteLyenomeLSequenceLofLaLVariantLPyrrhulaLpyrrhulaLpolyomavirusLcLStrainL–solatedLfromL
White[zeadedLıuniaLUäonchuraLmajaV]LGenomedAnnouncementsZL2016ZLfZL 6

191 –nLVitroLandLinLVivoLwvaluationLofLıutationsLinLtheLNSLRegionLofLäineageLdLWestLNileLVirusL
sssociatedLwithLNeuroinvasivenessLinLaLıammalianLıodel]LVirusesZL2016ZLjZL 6.2 6

190 ıolecularLwpidemiologyLandLwvolutionLofLRotavirusesL2016ZLdik[dkk 1

189 Peptide[RecombinantLVPhLProteinLtasedLwnzymeL–mmunoassayLforLtheLvetectionLofLyroupLsL
RotavirusesLinLıultipleLzostLSpecies]LPLoSdONEZL2016ZLccZLebcgkbdi 3.7 8

188 uompleteLgenomeLanalysisLofLcontemporaryLycdP[j]LrotavirusesLrevealsLheterogeneityLwithinL
Wa[likeLgenomicLconstellation]LInfectionrdGeneticsdanddEvolutionZL2016ZLffZLjg[ke 4.5 3

187 wquine[likeLyeLrotavirusLinLzungaryZLdbcgL[L–sLitLaLnovelLintergenogroupLreassortantLpandemicL
strainq]LActadMicrobiologicadEtdImmunologicadHungaricaZL2016ZLheZLdfe[gg 1.8 45

186 ıolecularLgeneticLinvestigationsLonLtalantidiumLctenopharyngodoniLuhenZLckggZLaLparasiteLofLtheL
grassLcarpLUutenopharyngodonLidellaV]LActadVeterinariadHungaricaZL2016ZLhfZLdce[dc 1 2

185 –ntroductionLandLprolongedLcirculationLofLycdLrotavirusesLinLSicily]LEpidemiologydanddInfectionZL2016
ZLcffZLckfe[gb 4.3 5
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184 ıultispeciesLreassortantLbovineLrotavirusLstrainLcarriesLaLnovelLsimianLye[likeLVPiLgenotype]L
InfectionrdGeneticsdanddEvolutionZL2016ZLfcZLhe[id 4.5 12

183 vetectionLandLsequencingLofLWestLNileLvirusLRNsLfromLhumanLurineLandLserumLsamplesLduringLtheL
dbcfLseasonalLperiod]LArchivesdofdVirologyZL2016ZLchcZLciki[jbh 2.6 16

182 WholeLgenomeLcharacterizationLofLaLchelonianLorthoreovirusLstrainLidentifiesLsignificantLgeneticL
diversityLandLmayLclassifyLreptileLorthoreovirusesLintoLdistinctLspecies]LVirusdResearchZL2016ZLdcgZLkf[j 6.4 9

181 TaxonomyLofLtheLorderLıononegaviraleslLupdateLdbch]LArchivesdofdVirologyZL2016ZLchcZLdegc[hb 2.6 324

180 xirstLmolecularLidentificationLofLvirofilariaLspp]LUOnchocercidaeVLinLmosquitoesLfromLSerbia]L
ParasitologydResearchZL2016ZLccgZLedgi[hb 2.4 11

179 TemporalLvariationLinLtheLdistributionLofLtype[cLhumanLastrovirusLlineagesLinLaLsettledLpopulationL
overLcf´ years]LArchivesdofdVirologyZL2016ZLchcZLchee[i 2.6 8

178 uompleteLyenomeLSequenceLofLaLyenotypeLydeP[ei]LPheasantLRotavirusLStrainL–dentifiedLinL
zungary]LGenomedAnnouncementsZL2016ZLfZL 3

177 vevelopmentLofLaLconsensusLreverseLtranscriptionLPuRLassayLforLtheLspecificLdetectionLofLtortoiseL
picornaviruses]LJournaldofdVeterinarydDiagnosticdInvestigationZL2016ZLdjZLebk[cf 1.5 5

176 SequencingLandLmolecularLmodelingLidentifiesLcandidateLmembersLofLualiciviridaeLfamilyLinLbats]L
InfectionrdGeneticsdanddEvolutionZL2016ZLfcZLddi[ded 4.5 12

175 PhylogeneticLanalysisLofLaLnovelLreassortantLorthoreovirusLstrainLdetectedLinLpartridgeLUPerdixL
perdixV]LVirusdResearchZL2016ZLdcgZLkk[cbe 6.4 7

174
WholeLgenomeLsequencingLandLphylogeneticLcharacterizationLofLbrownLbullheadLUsmeiurusL
nebulosusVLoriginLranavirusLstrainsLfromLindependentLdiseaseLoutbreaks]LInfectionrdGeneticsdandd
EvolutionZL2016ZLfgZLfbd[fbi

4.5 1

173 yenomicLcharacterizationLofLWestLNileLvirusLstrainsLderivedLfromLmosquitoLsamplesLobtainedL
duringLdbceLSerbianLoutbreak]LJournaldofdVectordBornedDiseasesZL2016ZLgeZLeik[eje 0.7 2

172 SequencingLandLphylogeneticLanalysisLidentifiesLcandidateLmembersLofLaLnewLpicornavirusLgenusLinL
terrestrialLtortoiseLspecies]LArchivesdofdVirologyZL2015ZLchbZLjcc[h 2.6 16

171 SequenceLandLphylogeneticLanalysisLidentifiesLaLputativeLnovelLgyrovirusLeLgenotypeLinLferretLfeces]L
VirusdGenesZL2015ZLgbZLcei[fc 2.3 17

170 –dentificationLofLaLmulti[reassortantLycdP[k]LrotavirusLwithLnovelLVPcZLVPdZLVPeLandLNSPdL
genotypesLinLaLchildLwithLacuteLgastroenteritis]LInfectionrdGeneticsdanddEvolutionZL2015ZLegZLef[i 4.5 7

169 ReassortantLhumanLgroupLuLrotavirusesLinLzungary]LInfectionrdGeneticsdanddEvolutionZL2015ZLefZLfcb[f 4.5 8

168 snalysisLofLcodonLusageLpatternLevolutionLinLavianLrotavirusesLandLtheirLpreferredLhost]LInfectionrd
GeneticsdanddEvolutionZL2015ZLefZLci[dg 4.5 17

167 xull[genomeLsequencingLofLaLzungarianLcanineLyeP[e]LRotavirusLsLstrainLrevealsLhighLgeneticL
relatednessLwithLaLhistoricL–talianLhumanLstrain]LVirusdGenesZL2015ZLgbZLecb[g 2.3 9

(2015-2016)
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166 yeneticLheterogeneityLandLrecombinationLinLtype[eLhumanLastroviruses]LInfectionrdGeneticsdandd
EvolutionZL2015ZLedZLcgh[hb 4.5 20

165 wmergenceLofLmultireassortantLbluetongueLvirusLserotypeLfLinLzungary]LInfectionrdGeneticsdandd
EvolutionZL2015ZLeeZLh[cb 4.5 10

164 ZoonoticLtransmissionLofLrotaviruslLsurveillanceLandLcontrol]LExpertdReviewdofdAntisInfectivedTherapyZL
2015ZLceZLceei[gb 5.5 66

163 xirstLisolationLandLcharacterizationLofLtrucellaLmicrotiLfromLwildLboar]LBMCdVeterinarydResearchZL
2015ZLccZLcfi 2.7 20

162 uandidateLnewLrotavirusLspeciesLinLshelteredLdogsZLzungary]LEmergingdInfectiousdDiseasesZL2015ZLdcZLhhb[e10.2 149

161 SerologicLsurveyLofLorthopoxvirusLinfectionLamongLrodentsLinLhungary]LVectorsBornedanddZoonoticd
DiseasesZL2015ZLcgZLeci[dd 2.4 10

160 uoding[completeLsequencingLclassifiesLparrotLbornavirusLgLintoLaLnovelLvirusLspecies]LArchivesdofd
VirologyZL2015ZLchbZLdihe[j 2.6 6

159 UniqueLgenomicLorganizationLofLaLnovelLsvipoxvirusLdetectedLinLturkeyLUıeleagrisLgallopavoV]L
InfectionrdGeneticsdanddEvolutionZL2015ZLegZLddc[k 4.5 29

158 yeneticLcharacterizationLofLaLnovelLpicornavirusLdetectedLinLıiniopterusLschreibersiiLbats]LJournald
ofdGeneraldVirologyZL2015ZLkhZLjcg[jdc 4.9 20

157 xull[lengthLgenomeLsequenceLanalysisLofLaLzungarianLporcineLreproductiveLandLrespiratoryL
syndromeLvirusLisolatedLfromLaLpigLwithLsevereLrespiratoryLdisease]LArchivesdofdVirologyZL2015ZLchbZLfci[dd2.6 7

156
UbiquiterLcircovirusLsequencesLraiseLchallengesLinLlaboratoryLdiagnosislLtheLcaseLofLhoneyLbeeLandL
beeLmiteZLreptilesZLandLfreeLlivingLamoebae]LActadMicrobiologicadEtdImmunologicadHungaricaZL2015ZL
hdZLgi[ie

1.8 9

155 yenomeLSequencesLofLThreeLTurkeyLOrthoreovirusLStrainsL–solatedLinLzungary]LGenomed
AnnouncementsZL2015ZLeZL 2

154 vetectionLandLxull[äengthLyenomeLuharacterizationLofLNovelLuanineLVesiviruses]LEmergingd
InfectiousdDiseasesZL2015ZLdcZLcfee[h 10.2 16

153 wpidemiologicalLdynamicsLofLnorovirusLy––]fLvariantLNewLOrleansLdbbk]LJournaldofdGeneraldVirologyZL
2015ZLkhZLdkck[dkdi 4.9 6

152 yeneticLdiversityLandLrecombinationLwithinLbufaviruseslLvetectionLofLaLnovelLstrainLinLzungarianL
bats]LInfectionrdGeneticsdanddEvolutionZL2015ZLeeZLdjj[kd 4.5 31

151 uirculationLofLvirofilariaLrepensZLSetariaLtundraZLandLOnchocercidaeLspeciesLinLzungaryLduringLtheL
periodLdbcc[dbce]LVeterinarydParasitologyZL2015ZLdcfZLcbj[ce 2.8 27

150 vraftLyenomeLSequenceLofLaLzighlyLVirulentLRabbitLStaphylococcusLaureusLStrain]LGenomed
AnnouncementsZL2015ZLeZL 2

149 –dentificationLofLaLtovineLwntericLualicivirusZLK˜–rklareliLVirusZLvistantlyLRelatedLtoLNebovirusesZLinL
ualvesLwithLwnteritisLinLTurkey]LJournaldofdClinicaldMicrobiologyZL2015ZLgeZLehcf[i 9.7 15
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148 NovelLbocaparvovirusesLinLrabbits]LVeterinarydJournalZL2015ZLdbhZLcec[g 2.5 18

147 sntibodiesLforLstrainLdcci[likeLvesivirusesLUcalicivirusesVLinLhumans]LVirusdResearchZL2015ZLdcbZLdik[jd 6.4 5

146 xullLgenomeLsequenceLanalysisLofLaLwildZLnon[ıäV[relatedLtypeLdLzungarianLPRRSVLvariantLisolatedL
inLwurope]LVirusdResearchZL2015ZLdbbZLc[j 6.4 10

145 uanineLrotavirusLuLstrainLdetectedLinLzungaryLshowsLmarkedLgenotypeLdiversity]LJournaldofdGenerald
VirologyZL2015ZLkhZLebgk[ebic 4.9 14

144 TheLcompleteLgenomeLsequenceLofLaLwuropeanLgooseLreovirusLstrain]LArchivesdofdVirologyZL2014ZL
cgkZLdchg[k 2.6 7

143 TheLfecalLviromeLofLdomesticatedLanimals]LVirusDiseaseZL2014ZLdgZLcgb[i 3.4 8

142 ıolecularLanalysisLofLnonLstructuralLrotavirusLgroupLsLenterotoxinLgeneLofLbovineLoriginLfromL–ndia]L
InfectionrdGeneticsdanddEvolutionZL2014ZLdgZLdb[i 4.5 10

141 wvolutionLofLvS[c[likeLhumanLydP[f]LrotavirusesLassessedLbyLcompleteLgenomeLanalyses]LJournaldofd
GeneraldVirologyZL2014ZLkgZLkc[cbk 4.9 36

140 PutativeLnovelLlineageLofLWestLNileLvirusLinLUranotaeniaLunguiculataLmosquitoZLzungary]L
VirusDiseaseZL2014ZLdgZLgbb[e 3.4 15

139 ulassificationLandLcharacterizationLofLaLlaboratoryLchickenLrotavirusLstrainLcarryingLyiP[eg]L
neutralizationLantigensLonLtheLgenotypeLfLbackboneLgeneLconfiguration]LBiologicalsZL2014ZLfdZLdkk[ebf 1.8 2

138 ıonitoringLofLWestLNileLvirusLinLmosquitoesLbetweenLdbcc[dbcdLinLzungary]LVectorsBornedandd
ZoonoticdDiseasesZL2014ZLcfZLhfj[gg 2.4 13

137 vetectionLofLsharedLgenesLamongLssianLandLwuropeanLwaterfowlLreovirusesLinLtheLwholeLgenomeL
constellations]LInfectionrdGeneticsdanddEvolutionZL2014ZLdjZLgg[i 4.5 10

136 vistributionLofLrotavirusLstrainsLandLstrain[specificLeffectivenessLofLtheLrotavirusLvaccineLafterLitsL
introductionlLaLsystematicLreviewLandLmeta[analysis]LLancetdInfectiousdDiseasesrdTheZL2014ZLcfZLjfi[gh 25.5 146

135
ReviewLofLglobalLrotavirusLstrainLprevalenceLdataLfromLsixLyearsLpostLvaccineLlicensureLsurveillancelL
isLthereLevidenceLofLstrainLselectionLfromLvaccineLpressureq]LInfectionrdGeneticsdanddEvolutionZL2014ZL
djZLffh[hc

4.5 131

134 ıolecularLepidemiologyLofLhumanLydP[f]LrotavirusesLinLTaiwanZLdbbf[dbcc]LInfectionrdGeneticsdandd
EvolutionZL2014ZLdjZLgeb[h 4.5 9

133 RotavirusLstrainsLinLneglectedLanimalLspeciesLincludingLlambsZLgoatsLandLcamelids]LVirusDiseaseZL
2014ZLdgZLdcg[dd 3.4 18

132 yenomeLsequencingLidentifiesLgeneticLandLantigenicLdivergenceLofLporcineLpicobirnaviruses]L
JournaldofdGeneraldVirologyZL2014ZLkgZLddee[ddek 4.9 17

131 WholeLgenomeLsequenceLofLaLgooseLhaemorrhagicLpolyomavirusLdetectedLinLzungary]LActad
MicrobiologicadEtdImmunologicadHungaricaZL2014ZLhcZLddc[i 1.8 6

(2014-2015)
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130 wpidemiologyZLphylogenyZLandLevolutionLofLemergingLentericLPicobirnavirusesLofLanimalLoriginLandL
theirLrelationshipLtoLhumanLstrains]LBioMeddResearchdInternationalZL2014ZLdbcfZLijbigd 3 47

129 NovelLwuropeanLlineagesLofLbatLastrovirusesLidentifiedLinLzungary]LActadVirologicaZL2014ZLgjZLkg[j 2.2 12

128 hfkvistributionLofLrotavirusLstrainsLandLstrain[specificLeffectivenessLfollowingLvaccineLintroductionlL
aLglobalLreviewLandLmeta[analysis]LOpendForumdInfectiousdDiseasesZL2014ZLcZLSeg[Seg 1 78

127
snalysisLofLtheLORxdLofLhumanLastrovirusesLrevealsLlineageLdiversificationZLrecombinationLandL
rearrangementLandLprovidesLtheLbasisLforLaLnovelLsub[classificationLsystem]LArchivesdofdVirologyZL
2014ZLcgkZLecjg[kh

2.6 25

126 SerosurveyLofLpathogenicLhantavirusesLamongLforestryLworkersLinLzungary]LInternationaldJournaldofd
OccupationaldMedicinedanddEnvironmentaldHealthZL2014ZLdiZLihh[ie 1.5 5

125 uompleteLgenomeLanalysisLidentifiesLTvˆ⁄rminneLavianLvirusLasLaLcandidateLnewLspeciesLwithinLtheL
genusLOrthoreovirus]LJournaldofdGeneraldVirologyZL2014ZLkgZLjkj[kbf 4.9 17

124 ıolecularLsurveyLofLRNsLvirusesLinLzungarianLbatslLdiscoveringLnovelLastrovirusesZLcoronavirusesZL
andLcaliciviruses]LVectorsBornedanddZoonoticdDiseasesZL2014ZLcfZLjfh[gg 2.4 45

123 ıätcLastrovirusLinLchildrenLwithLgastroenteritisZL–taly]LEmergingdInfectiousdDiseasesZL2014ZLdbZLchk[ib 10.2 13

122 ıolecularLdetectionLandLphylogeneticLanalysisLofLtick[borneLencephalitisLvirusLinLrodentsLcapturedL
inLtheLtransdanubianLregionLofLzungary]LVectorsBornedanddZoonoticdDiseasesZL2014ZLcfZLhdc[f 2.4 7

121 Tembusu[likeLflavivirusLUPerakLvirusVLasLtheLcauseLofLneurologicalLdiseaseLoutbreaksLinLyoungLPekinL
ducks]LAviandPathologyZL2014ZLfeZLggd[hb 2.4 62

120 ıolecularLdetectionLandLcharacterizationLofLhumanLgyrovirusesLidentifiedLinLtheLferretLfecalL
virome]LArchivesdofdVirologyZL2014ZLcgkZLefbc[h 2.6 25

119
xullLgenomeLcharacterizationLofLhumanLRotavirusLsLstrainsLisolatedLinLuameroonZLdbcb[dbcclL
diverseLcombinationsLofLtheLyLandLPLgenesLandLlackLofLreassortmentLofLtheLbackboneLgenes]L
InfectionrdGeneticsdanddEvolutionZL2014ZLdjZLgei[hb

4.5 24

118 äarge[scaleLwholeLgenomeLsequencingLidentifiesLcountry[wideLspreadLofLanLemergingLykP[j]L
rotavirusLstrainLinLzungaryZLdbcd]LInfectionrdGeneticsdanddEvolutionZL2014ZLdjZLfkg[gcd 4.5 19

117 snalysisLofLearlyLstrainsLofLtheLnorovirusLpandemicLvariantLy––]fLSydneyLdbcdLidentifiesLmutationsLinL
adaptiveLsitesLofLtheLcapsidLprotein]LVirologyZL2014ZLfgb[fgcZLegg[j 3.6 18

116 –dentificationLofLhantavirusLinfectionLbyLWesternLblotLassayLandLTaqıanLPuRLinLpatientsL
hospitalizedLwithLacuteLkidneyLinjury]LDiagnosticdMicrobiologydanddInfectiousdDiseaseZL2014ZLikZLchh[ib 2.9 5

115 Whole[genomeLsequencingLofLaLgreenLbushLviperLreovirusLrevealsLaLsharedLevolutionaryLhistoryL
betweenLreptilianLandLunusualLmammalianLorthoreoviruses]LArchivesdofdVirologyZL2014ZLcgkZLcge[j 2.6 21

114 WestLNileLvirusLsurveillanceLinLmosquitoesZLsprilLtoLOctoberLdbceZLVojvodinaLprovinceZLSerbialL
implicationsLforLtheLdbcfLseason]LEurosurveillanceZL2014ZLckZLdbiik 19.8 19

113 ReviewLofLgroupLsLrotavirusLstrainsLreportedLinLswineLandLcattle]LVeterinarydMicrobiologyZL2013ZL
chgZLckb[k 3.3 150
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112 –dentificationLofLtick[borneLencephalitisLvirusLinLticksLcollectedLinLsoutheasternLzungary]LTicksdandd
TicksbornedDiseasesZL2013ZLfZLfdi[ec 3.6 9

111 vetectionLandLcharacterizationLofLaLdivergentLavianLreovirusLstrainLfromLaLbroilerLchickenLwithL
centralLnervousLsystemLdisease]LArchivesdofdVirologyZL2013ZLcgjZLdgje[j 2.6 24

110 ıolecularLcharacterizationLofLvobravaLandLKurkinoLgenotypesLofLvobrava[telgradeLhantavirusL
detectedLinLzungaryLandLNorthernLuroatia]LVirusdGenesZL2013ZLfiZLgfh[k 2.3 4

109 –ntegratedLcircoviralLrep[likeLsequencesLinLtheLgenomeLofLcyprinidLfish]LVirusdGenesZL2013ZLfiZLeif[i 2.3 11

108 ylobalLdistributionLofLgroupLsLrotavirusLstrainsLinLhorseslLaLsystematicLreview]LVaccineZL2013ZLecZLghdi[ee4.1 30

107 äineageLdiversificationLandLrecombinationLinLtype[fLhumanLastroviruses]LInfectionrdGeneticsdandd
EvolutionZL2013ZLdbZLeeb[g 4.5 26

106 vetectionLofLnovelLporcineLbocavirusesLinLfecalLsamplesLofLasymptomaticLpigsLinLuameroon]L
InfectionrdGeneticsdanddEvolutionZL2013ZLciZLdii[jd 4.5 22

105 ZoonoticLtransmissionLofLreassortantLporcineLyfP[h]LrotavirusesLinLzungarianLpediatricLpatientsL
identifiedLsporadicallyLoverLaLcgLyearLperiod]LInfectionrdGeneticsdanddEvolutionZL2013ZLckZLic[jb 4.5 50

104 zumanLykP[j]LrotavirusLstrainsLcirculatingLinLuameroonZLckkk[dbbblLyeneticLrelationshipsLwithL
otherLykLstrainsLandLdetectionLofLaLnewLykLsubtype]LInfectionrdGeneticsdanddEvolutionZL2013ZLcjZLecg[df 4.5 16

103 wmergenceLandLcharacterisationLofLpandemicLzcNcLinfluenzaLvirusesLinLzungarianLswineLherds]L
ActadVeterinariadHungaricaZL2013ZLhcZLcdg[ef 1 2

102 SerologicLevidenceLofLurimean[uongoLhemorrhagicLfeverLvirusLinfectionLinLzungary]LVectorsBorned
anddZoonoticdDiseasesZL2013ZLceZLdib[d 2.4 13

101 OneLyearLsurveyLofLhumanLrotavirusLstrainsLsuggestsLtheLemergenceLofLgenotypeLycdLinLuameroon]L
JournaldofdMedicaldVirologyZL2013ZLjgZLcfjg[kb 19.7 33

100 SharedLycdLVPiLgeneLamongLhumanLandLbovineLrotavirusesLdetectedLinLuameroonianLvillages]LActad
MicrobiologicadEtdImmunologicadHungaricaZL2013ZLhbZLdc[j 1.8 5

99 viversityLandLzoonoticLpotentialLofLrotavirusesLinLswineLandLcattleLacrossLwurope]LVeterinaryd
MicrobiologyZL2012ZLcghZLdej[fg 3.3 87

98 vetectionLandLmolecularLcharacterizationLofLporcineLpicobirnavirusLinLfecesLofLdomesticLpigsLfromL
kolkataZL–ndia]LIndiandJournaldofdVirology:dandOfficialdOrgandofdIndiandVirologicaldSocietyZL2012ZLdeZLeji[kc 16

97 PutativeLcanineLoriginLofLrotavirusLstrainLdetectedLinLaLchildLwithLdiarrheaZLTaiwan]LVectorsBornedandd
ZoonoticdDiseasesZL2012ZLcdZLcib[e 2.4 9

96
SystematicLreviewLofLregionalLandLtemporalLtrendsLinLglobalLrotavirusLstrainLdiversityLinLtheLpreL
rotavirusLvaccineLeralLinsightsLforLunderstandingLtheLimpactLofLrotavirusLvaccinationLprograms]L
VaccineZL2012ZLebLSupplLcZLscdd[eb

4.1 305

95 –dentificationLofLporcineLrotavirus[likeLgenotypeLP[h]LstrainsLinLTaiwaneseLchildren]LJournaldofd
MedicaldMicrobiologyZL2012ZLhcZLkkb[kki 3.2 21

(2012-2013)
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94 SurveillanceLofLhumanLrotavirusesLinLdbbi[dbccZLzungarylLexploringLtheLgeneticLrelatednessL
betweenLvaccineLandLfieldLstrains]LJournaldofdClinicaldVirologyZL2012ZLggZLcfb[h 14.5 19

93 vetectionLofLrareLreassortantLygP[h]LrotavirusZLtulgaria]LInfectionrdGeneticsdanddEvolutionZL2012ZLcdZLchih[jf4.5 21

92 NovelLNSPfLgenotypeLinLaLcamelLycbP[cg]LrotavirusLstrain]LActadMicrobiologicadEtdImmunologicad
HungaricaZL2012ZLgkZLfcc[dc 1.8 31

91 –dentificationLofLaLyjP[cf]LRotavirusL–solateLObtainedLfromLaLTaiwaneseLuhildlLwvidenceLforLaL
RelationshipLwithLtovineLRotaviruses]LJapanesedJournaldofdInfectiousdDiseasesZL2012ZLhgZLfgg[fgi 2.7 12

90 PutativeLnovelLgenotypeLofLavianLhepatitisLwLvirusZLzungaryZLdbcb]LEmergingdInfectiousdDiseasesZL
2012ZLcjZLcehg[j 10.2 29

89 PicobirnavirusLinfectionslLviralLpersistenceLandLzoonoticLpotential]LReviewsdindMedicaldVirologyZL2012
ZLddZLdfg[gh 11.7 46

88 SimianLgenogroupL–LpicobirnaviruseslLprevalenceZLgeneticLdiversityZLandLzoonoticLpotential]LJournald
ofdClinicaldMicrobiologyZL2012ZLgbZLdiik[jd 9.7 18

87
uompleteLmolecularLgenomeLanalysesLofLequineLrotavirusLsLstrainsLfromLdifferentLcontinentsL
revealLseveralLnovelLgenotypesLandLaLlargelyLconservedLgenotypeLconstellation]LJournaldofdGenerald
VirologyZL2012ZLkeZLjhh[jig

4.9 48

86 yenomeLsequenceLofLaLmonoreassortantLzcNcLswineLinfluenzaLvirusLisolatedLfromLaLpigLinLzungary]L
JournaldofdVirologyZL2012ZLjhZLcecee 6.6 9

85 yeneticLheterogeneityLandLrecombinationLinLhumanLtypeLdLastroviruses]LJournaldofdClinicald
MicrobiologyZL2012ZLgbZLeihb[f 9.7 28

84 wntericLdiseaseLinLdogsLnaturallyLinfectedLbyLaLnovelLcanineLastrovirus]LJournaldofdClinicald
MicrobiologyZL2012ZLgbZLcbhh[k 9.7 34

83 wpidemiologyLofLrotavirusLdiarrheaLinLchildrenLunderLgLyearsLinLNorthernLuameroon]LPandAfricand
MedicaldJournalZL2012ZLccZLie 1.2 15

82 –dentificationLofLaLyjP[cf]LrotavirusLisolateLobtainedLfromLaLTaiwaneseLchildlLevidenceLforLaL
relationshipLwithLbovineLrotaviruses]LJapanesedJournaldofdInfectiousdDiseasesZL2012ZLhgZLfgg[i 2.7 5

81 ıonitoringLofLgroupLsLrotavirusesLinLwild[livingLbirdsLinLzungary]LAviandDiseasesZL2011ZLggZLcde[i 1.6 14

80 äightsLandLshadesLonLanLhistoricalLvaccineLcanineLdistemperLvirusZLtheLRockbornLstrain]LVaccineZL
2011ZLdkZLcddd[i 4.1 38

79 sstrovirusesLinLrabbits]LEmergingdInfectiousdDiseasesZL2011ZLciZLddji[ke 10.2 34

78 zumanLinfectionLwithLnovelLyeP[dg]LrotavirusLstrainLinLTaiwan]LClinicaldMicrobiologydanddInfectionZL
2011ZLciZLcgib[e 9.5 15

77 yenogroupL–LpicobirnavirusLinLdiarrhoeicLfoalslLcanLtheLhorseLserveLasLaLnaturalLreservoirLforLhumanL
infectionq]LVeterinarydResearchZL2011ZLfdZLgd 3.8 25
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76 TheLgenomicLconstellationLofLaLnovelLavianLorthoreovirusLstrainLassociatedLwithLrunting[stuntingL
syndromeLinLbroilers]LVirusdGenesZL2011ZLfdZLjd[k 2.3 38

75 UniformityLofLrotavirusLstrainLnomenclatureLproposedLbyLtheLRotavirusLulassificationLWorkingL
yroupLURuWyV]LArchivesdofdVirologyZL2011ZLcghZLceki[fce 2.6 699

74
vetectionLofLvobrava[telgradeLhantavirusLusingLrecombinant[nucleocapsid[basedLenzyme[linkedL
immunosorbentLassayLandLSYtRLyreen[basedLreal[timeLreverseLtranscriptase[polymeraseLchainL
reaction]LArchivesdofdVirologyZL2011ZLcghZLchgg[hb

2.6 9

73 SevereLgastroenteritisLassociatedLwithLyeP[k]LrotavirusLinLTaiwan]LInfectionZL2011ZLekZLdic[g 5.8 9

72
SequencingLandLphylogeneticLanalysisLofLtheLcodingLregionLofLsixLcommonLrotavirusLstrainslL
evidenceLforLintragenogroupLreassortmentLamongLco[circulatingLycP[j]LandLydP[f]LstrainsLfromL
theLUnitedLStates]LJournaldofdMedicaldVirologyZL2011ZLjeZLged[k

19.7 30

71 viverseLoriginLofLP[ck]LrotavirusesLinLchildrenLwithLacuteLdiarrheaLinLTaiwanlLvetectionLofLnovelL
lineagesLofLtheLyeZLygZLandLykLVPiLgenes]LJournaldofdMedicaldVirologyZL2011ZLjeZLcdik[ji 19.7 27

70 yenomicLcharacterizationLofLhumanLrotavirusLycbLstrainsLfromLtheLsfricanLRotavirusLNetworklL
relationshipLtoLanimalLrotaviruses]LInfectionrdGeneticsdanddEvolutionZL2011ZLccZLdei[fc 4.5 27

69 yenomeLsequenceLbasedLmolecularLepidemiologyLofLunusualLUSLRotavirusLsLykLstrainsLisolatedL
fromLOmahaZLUSsLbetweenLckkiLandLdbbb]LInfectionrdGeneticsdanddEvolutionZL2011ZLccZLgdd[i 4.5 29

68
ıultipleLreassortmentLandLinterspeciesLtransmissionLeventsLcontributeLtoLtheLdiversityLofLfelineZL
canineLandLfelineacanine[likeLhumanLgroupLsLrotavirusLstrains]LInfectionrdGeneticsdanddEvolutionZL
2011ZLccZLcekh[fbh

4.5 88

67 ıolecularLcharacterizationLofLgenotypeLyhLhumanLrotavirusLstrainsLdetectedLinL–talyLfromLckjhLtoL
dbbk]LInfectionrdGeneticsdanddEvolutionZL2011ZLccZLcffk[gg 4.5 24

66 ıixedLinfectionLbyLxelineLastrovirusLandLxelineLpanleukopeniaLvirusLinLaLdomesticLcatLwithL
gastroenteritisLandLpanleukopenia]LJournaldofdVeterinarydDiagnosticdInvestigationZL2011ZLdeZLgjc[f 1.5 17

65
RotavirusLgenotypesLco[circulatingLinLwuropeLbetweenLdbbhLandLdbbkLasLdeterminedLbyL
wuroRotaNetZLaLpan[wuropeanLcollaborativeLstrainLsurveillanceLnetwork]LEpidemiologydanddInfectionZL
2011ZLcekZLjkg[kbk

4.3 184

64 sLfelineLrotavirusLyeP[k]LcarriesLtracesLofLmultipleLreassortmentLeventsLandLresemblesLrareLhumanL
yeP[k]Lrotaviruses]LJournaldofdGeneraldVirologyZL2011ZLkdZLcdcf[cddc 4.9 39

63 vetectionLandLcharacterizationLofLcanineLastroviruses]LJournaldofdGeneraldVirologyZL2011ZLkdZLcjjb[cjji 4.9 36

62 vetectionLofLnewlyLdescribedLastrovirusLıätcLinLstoolLsamplesLfromLchildren]LEmergingdInfectiousd
DiseasesZL2010ZLchZLchkmLauthorLreplyLchk[ib 10.2 18

61 UnusualLassortmentLofLsegmentsLinLdLrareLhumanLrotavirusLgenomes]LEmergingdInfectiousdDiseasesZL
2010ZLchZLjgk[hd 10.2 39

60 ReassortantLgroupLsLrotavirusLfromLstraw[coloredLfruitLbatLUwidolonLhelvumV]LEmergingdInfectiousd
DiseasesZL2010ZLchZLcjff[gd 10.2 76

59 ıolecularLcharacterizationLofLrotavirusesLinLmid[westernLTurkeyZLdbbhâ��dbbi]LOpendMedicined
mPolandnZL2010ZLgZLhfb[hfg 2.2 0

(2010-2011)
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58 ZoonoticLaspectsLofLrotaviruses]LVeterinarydMicrobiologyZL2010ZLcfbZLdfh[gg 3.3 411

57 ıolecularLdetectionLofLnovelLadenovirusesLinLfecalLspecimensLofLcaptiveLmonkeysLwithLdiarrheaLinL
uhina]LVeterinarydMicrobiologyZL2010ZLcfdZLfch[k 3.3 11

56 WholeLgenomeLsequencingLandLphylogeneticLanalysisLofLaLzoonoticLhumanLyjP[cf]LrotavirusLstrain]L
InfectionrdGeneticsdanddEvolutionZL2010ZLcbZLccfb[f 4.5 62

55 xrequentLrearrangementLmayLexplainLtheLstructuralLheterogeneityLinLtheLccthLgenomeLsegmentLofL
lapineLrotavirusesL[LshortLcommunication]LActadVeterinariadHungaricaZL2009ZLgiZLfge[hc 1 6

54
sssignmentLofLtheLgroupLsLrotavirusLNSPfLgeneLintoLgenotypesLusingLaLhemi[nestedLmultiplexLPuRL
assaylLaLrapidLandLreproducibleLassayLforLstrainLsurveillanceLstudies]LJournaldofdMedicaldMicrobiologyZL
2009ZLgjZLebe[ecc

3.2 9

53 yeneticLheterogeneityLandLrecombinationLinLcanineLnoroviruses]LJournaldofdVirologyZL2009ZLjeZLccekc[h 6.6 70

52 TrendsLinLtheLepidemiologyLofLhumanLycP[j]LrotaviruseslLaLhungarianLstudy]LJournaldofdInfectiousd
DiseasesZL2009ZLdbbLSupplLcZLSddd[i 7 22

51 sreLhumanLP[cf]LrotavirusLstrainsLtheLresultLofLinterspeciesLtransmissionsLfromLsheepLorLotherL
ungulatesLthatLbelongLtoLtheLmammalianLorderLsrtiodactylaq]LJournaldofdVirologyZL2009ZLjeZLdkci[dk 6.6 185

50 yLandLPLtypesLofLcirculatingLrotavirusLstrainsLinLtheLUnitedLStatesLduringLckkh[dbbglLnineLyearsLofL
prevaccineLdata]LJournaldofdInfectiousdDiseasesZL2009ZLdbbLSupplLcZLSkk[Scbg 7 55

49 yeneticLdiversityLandLzoonoticLpotentialLofLhumanLrotavirusLstrainsZLdbbe[dbbhZLzungary]LJournaldofd
MedicaldVirologyZL2009ZLjcZLehd[ib 19.7 68

48 sdenovirusLgastroenteritisLinLzungaryZLdbbe[dbbh]LEuropeandJournaldofdClinicaldMicrobiologydandd
InfectiousdDiseasesZL2009ZLdjZLkki[k 5.3 7

47 ıolecularLanalysisLofLtheLVPiLgeneLofLpheasantLrotavirusesLidentifiesLaLnewLgenotypeZLdesignatedL
yde]LArchivesdofdVirologyZL2009ZLcgfZLcehg[k 2.6 92

46 ıolecularLcharacterizationLofLaLrareZLhuman[porcineLreassortantLrotavirusLstrainZLyccP[h]ZLfromL
wcuador]LArchivesdofdVirologyZL2009ZLcgfZLcjde[k 2.6 42

45 xirstLdetectionLofLP[h]ZykLrotavirusesLinLzungary[[anLimportedLstrainLfromL–ndiaq]LJournaldofdTraveld
MedicineZL2009ZLchZLcfc[e 12.9 9

44 yeneticLheterogeneityLinLhumanLyhP[cf]LrotavirusLstrainsLdetectedLinLzungaryLsuggestsL
independentLzoonoticLorigin]LJournaldofdInfectionZL2009ZLgkZLdce[g 18.9 39

43 ZoonoticLbovineLrotavirusLstrainLinLaLdiarrheicLchildZLNicaragua]LJournaldofdClinicaldVirologyZL2009ZLfhZLekc[e14.5 30

42 RotavirusLdiseaseLandLvaccinationlLimpactLonLgenotypeLdiversity]LFuturedMicrobiologyZL2009ZLfZLcebe[ch 2.9 248

41 RotavirusLsurveillanceLinLeuropeZLdbbg[dbbjlLweb[enabledLreportingLandLreal[timeLanalysisLofL
genotypingLandLepidemiologicalLdata]LJournaldofdInfectiousdDiseasesZL2009ZLdbbLSupplLcZLSdcg[dc 7 94
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40 xrequencyLofLnorovirusLinLstoolLsamplesLfromLhospitalizedLchildrenLdueLtoLacuteLgastroenteritisLinL
snatoliaZLTurkeyZLdbbh[dbbi]LScandinaviandJournaldofdInfectiousdDiseasesZL2009ZLfcZLhjg[j 10

39 NovelLhumanLrotavirusLgenotypeLygP[i]LfromLchildLwithLdiarrheaZLuameroon]LEmergingdInfectiousd
DiseasesZL2009ZLcgZLje[h 10.2 50
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