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178 UniformityKofKrotavirusKstrainKnomenclatureKproposedKbyKtheKRotavirusKtlassificationKWorkingK
xroupKTRtWxU[KArchivesloflVirologyYK2011YKbfgYKbdjhZebd 2.6 699

177
wullKgenomeZbasedKclassificationKofKrotavirusesKrevealsKaKcommonKoriginKbetweenKhumanKWaZñikeK
andKporcineKrotavirusKstrainsKandKhumanKuSZbZlikeKandKbovineKrotavirusKstrains[KJournalloflVirologyYK
2008YKicYKdcaeZbj

6.6 661

176 RecommendationsKforKtheKclassificationKofKgroupKrKrotavirusesKusingKallKbbKgenomicKRNrKsegments[K
ArchivesloflVirologyYK2008YKbfdYKbgcbZj 2.6 523

175 ZoonoticKaspectsKofKrotaviruses[KVeterinarylMicrobiologyYK2010YKbeaYKcegZff 3.3 411

174 RotatkKaKwebZbasedKtoolKforKtheKcompleteKgenomeKclassificationKofKgroupKrKrotaviruses[KBMCl
MicrobiologyYK2009YKjYKcdi 4.5 322

173 VPgZsequenceZbasedKcutoffKvaluesKasKaKcriterionKforKrotavirusKspeciesKdemarcation[KArchiveslofl
VirologyYK2012YKbfhYKbbhhZic 2.6 292

172 vvolutionaryKhistoryKandKglobalKspreadKofKtheKemergingKgbcKhumanKrotaviruses[KJournalloflVirologyYK
2007YKibYKcdicZja 6.6 254

171 RotavirusKdiseaseKandKvaccinationkKimpactKonKgenotypeKdiversity[KFuturelMicrobiologyYK2009YKeYKbdadZbg 2.9 248

170 xenotypeKconstellationKandKevolutionKofKgroupKrKrotavirusesKinfectingKhumans[KCurrentlOpinionlinl
VirologyYK2012YKcYKecgZdd 7.5 218

169 PhylodynamicKanalysesKofKrotavirusKgenotypesKxjKandKxbcKunderscoreKtheirKpotentialKforKswiftK
globalKspread[KMolecularlBiologylandlEvolutionYK2010YKchYKcedbZg 8.3 207

168 rreKhumanKP[be]KrotavirusKstrainsKtheKresultKofKinterspeciesKtransmissionsKfromKsheepKorKotherK
ungulatesKthatKbelongKtoKtheKmammalianKorderKrrtiodactylap[KJournalloflVirologyYK2009YKidYKcjbhZcj 6.6 185

167
RotavirusKgenotypesKcoZcirculatingKinKvuropeKbetweenKcaagKandKcaajKasKdeterminedKbyK
vuroRotaNetYKaKpanZvuropeanKcollaborativeKstrainKsurveillanceKnetwork[KEpidemiologylandlInfectionYK
2011YKbdjYKijfZjaj

4.3 184

166 wullKgenomicKanalysisKofKhumanKrotavirusKstrainKsebagKandKlapineKrotavirusKstrainKda]jgKprovidesK
evidenceKforKinterspeciesKtransmission[KJournalloflVirologyYK2006YKiaYKdiabZba 6.6 182

165 łodularKapproachKtoKcustomiseKsampleKpreparationKproceduresKforKviralKmetagenomicskKaK
reproducibleKprotocolKforKviromeKanalysis[KScientificlReportsYK2015YKfYKbgfdc 4.9 168

164 RotavirusKincidenceKandKgenotypeKdistributionKbeforeKandKafterKnationalKrotavirusKvaccineK
introductionKinKselgium[KVaccineYK2010YKciYKhfahZbd 4.1 165

163 vvolutionaryKdynamicsKofKhumanKrotaviruseskKbalancingKreassortmentKwithKpreferredKgenomeK
constellations[KPLoSlPathogensYK2009YKfYKebaaagde 7.6 153

162 ReviewKofKgroupKrKrotavirusKstrainsKreportedKinKswineKandKcattle[KVeterinarylMicrobiologyYK2013YK
bgfYKbjaZj 3.3 150
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161 PrevalenceKofKxcP[e]KandKxbcP[g]KrotavirusYKsangladesh[KEmerginglInfectiouslDiseasesYK2007YKbdYKbiZce 10.2 141

160 STrTcKsignalingKrestrictsKviralKdisseminationKbutKdrivesKsevereKpneumoniaKinKSrRSZtoVZcKinfectedK
hamsters[KNaturelCommunicationsYK2020YKbbYKfidi 17.4 122

159
xeneticKanalysesKrevealKdifferencesKinKtheKVPhKandKVPeKantigenicKepitopesKbetweenKhumanK
rotavirusesKcirculatingKinKselgiumKandKrotavirusesKinKRotarixKandKRotaTeq[KJournalloflClinicall
MicrobiologyYK2012YKfaYKjggZhg

9.7 117

158 vffectivenessKofKrotavirusKvaccinationKinKpreventionKofKhospitalKadmissionsKforKrotavirusK
gastroenteritisKamongKyoungKchildrenKinKselgiumkKcaseZcontrolKstudy[KBMJxlTheYK2012YKdefYKeehfc 5.9 112

157 tharacterizationKofKaKnovelKP[cf]YxbbKhumanKgroupKaKrotavirus[KJournalloflClinicallMicrobiologyYK
2005YKedYKdcaiZbc 9.7 112

156 łolecularKandKbiologicalKcharacterizationKofKtheKfKhumanZbovineKrotavirusKTWtdUZbasedKreassortantK
strainsKofKtheKpentavalentKrotavirusKvaccineYKRotaTeq[KVirologyYK2010YKeadYKbbbZch 3.6 102

155 xiKrotavirusKstrainsKisolatedKinKtheKuemocraticKRepublicKofKtongoKbelongKtoKtheKuSZbZlikeK
genogroup[KJournalloflClinicallMicrobiologyYK2006YKeeYKbiabZj 9.7 101

154
łultipleKreassortmentKandKinterspeciesKtransmissionKeventsKcontributeKtoKtheKdiversityKofKfelineYK
canineKandKfeline]canineZlikeKhumanKgroupKrKrotavirusKstrains[KInfectionxlGeneticslandlEvolutionYK
2011YKbbYKbdjgZeag

4.5 88

153 ReassortmentKofKhumanKrotavirusKgeneKsegmentsKintoKxbbKrotavirusKstrains[KEmerginglInfectiousl
DiseasesYK2010YKbgYKgcfZda 10.2 80

152 TwoKoutKofKtheKbbKgenesKofKanKunusualKhumanKxgP[g]KrotavirusKisolateKareKofKbovineKorigin[KJournall
oflGenerallVirologyYK2008YKijYKcgdaZcgdf 4.9 78

151 rKsingleZdoseKliveZattenuatedKYwbhuZvectoredKSrRSZtoVZcKvaccineKcandidate[KNatureYK2021YKfjaYKdcaZdcf50.4 74

150 PredominanceKofKrotavirusKxjKgenotypeKinKchildrenKhospitalizedKforKrotavirusKgastroenteritisKinK
selgiumKduringKbjjjZcaad[KJournalloflClinicallVirologyYK2005YKddYKbZg 14.5 72

149 rKproposalKforKnewKcriteriaKforKtheKclassificationKofKhantavirusesYKbasedKonKSKandKłKsegmentKproteinK
sequences[KInfectionxlGeneticslandlEvolutionYK2009YKjYKibdZca 4.5 65

148 WholeKgenomeKsequencingKandKphylogeneticKanalysisKofKaKzoonoticKhumanKxiP[be]KrotavirusKstrain[K
InfectionxlGeneticslandlEvolutionYK2010YKbaYKbbeaZe 4.5 62

147 tompleteKgenomeKsequenceKofKaKporcineKepidemicKdiarrheaKvirusKfromKaKnovelKoutbreakKinKbelgiumYK
januaryKcabf[KGenomelAnnouncementsYK2015YKdYK 60

146 uetectionKofKsubstantialKporcineKgroupKsKrotavirusKgeneticKdiversityKinKtheKUnitedKStatesYKresultingK
inKaKmodifiedKclassificationKproposalKforKxKgenotypes[KVirologyYK2012YKeddYKifZjg 3.6 59

145 tameroonianKfruitKbatsKharborKdivergentKvirusesYKincludingKrotavirusKyYKbastrovirusesYKandK
picobirnavirusesKusingKanKalternativeKgeneticKcode[KViruslEvolutionYK2018YKeYKveyaai 3.7 58

144 rKrobustKhumanKnorovirusKreplicationKmodelKinKzebrafishKlarvae[KPLoSlPathogensYK2019YKbfYKebaaiaaj 7.6 57

(2019-2007)

3



143 RapidKdetectionKandKhighKoccurrenceKofKporcineKrotavirusKrYKsYKandKtKbyKRTZqPtRKinKdiagnosticK
samples[KJournalloflVirologicallMethodsYK2014YKcajYKdaZe 2.6 57

142 ReassortmentKamongKbovineYKporcineKandKhumanKrotavirusKstrainsKresultsKinKxiP[h]KandKxgP[h]K
strainsKisolatedKfromKcattleKinKSouthK™orea[KVeterinarylMicrobiologyYK2011YKbfcYKffZgg 3.3 54

141 SimianKrotavirusesKpossessKdivergentKgeneKconstellationsKthatKoriginatedKfromKinterspeciesK
transmissionKandKreassortment[KJournalloflVirologyYK2010YKieYKcabdZcg 6.6 54

140 zdentificationYKphylogeneticKanalysisKandKclassificationKofKporcineKgroupKtKrotavirusKVPhKsequencesK
fromKtheKUnitedKStatesKandKtanada[KVirologyYK2013YKeegYKbijZji 3.6 53

139 wullKgenomeKcharacterizationKofKaKporcineZlikeKhumanKxjP[g]KrotavirusKstrainKisolatedKfromKanK
infantKinKselgium[KInfectionxlGeneticslandlEvolutionYK2012YKbcYKbejcZfaa 4.5 51

138 ZoonoticKtransmissionKofKreassortantKporcineKxeP[g]KrotavirusesKinKyungarianKpediatricKpatientsK
identifiedKsporadicallyKoverKaKbfKyearKperiod[KInfectionxlGeneticslandlEvolutionYK2013YKbjYKhbZia 4.5 50

137 tharacterizationKofKaKnovelKxdP[d]KrotavirusKisolatedKfromKaKlesserKhorseshoeKbatkKaKdistantKrelativeK
ofKfeline]canineKrotaviruses[KJournalloflVirologyYK2013YKihYKbcdfhZgg 6.6 50

136 xroupKrKrotavirusKuniversalKmassKvaccinationkKhowKandKtoKwhatKextentKwillKselectiveKpressureK
influenceKprevalenceKofKrotavirusKgenotypesp[KExpertlReviewloflVaccinesYK2012YKbbYKbdehZfe 5.2 49

135 StableKdistinctKcoreKeukaryoticKviromesKinKdifferentKmosquitoKspeciesKfromKxuadeloupeYKusingK
singleKmosquitoKviralKmetagenomics[KMicrobiomeYK2019YKhYKbcb 16.6 48

134
tompleteKmolecularKgenomeKanalysesKofKequineKrotavirusKrKstrainsKfromKdifferentKcontinentsK
revealKseveralKnovelKgenotypesKandKaKlargelyKconservedKgenotypeKconstellation[KJournalloflGenerall
VirologyYK2012YKjdYKiggZihf

4.9 48

133
yigherKproportionKofKxcP[e]KrotavirusesKinKvaccinatedKhospitalizedKcasesKcomparedKwithK
unvaccinatedKhospitalizedKcasesYKdespiteKhighKvaccineKeffectivenessKagainstKheterotypicKxcP[e]K
rotaviruses[KClinicallMicrobiologylandlInfectionYK2014YKcaYKOhacZba

9.5 45

132 tompleteKgenomeKcharacterizationKofKrecentKandKancientKselgianKpigKgroupKrKrotavirusesKandK
assessmentKofKtheirKevolutionaryKrelationshipKwithKhumanKrotaviruses[KJournalloflVirologyYK2015YKijYKbaedZfh6.6 39

131 NanoporeKsequencingKasKaKrevolutionaryKdiagnosticKtoolKforKporcineKviralKentericKdiseaseKcomplexesK
identifiesKporcineKkobuvirusKasKanKimportantKentericKvirus[KScientificlReportsYK2018YKiYKjida 4.9 39

130 UnusualKassortmentKofKsegmentsKinKcKrareKhumanKrotavirusKgenomes[KEmerginglInfectiouslDiseasesYK
2010YKbgYKifjZgc 10.2 39

129 xeneticKheterogeneityKinKhumanKxgP[be]KrotavirusKstrainsKdetectedKinKyungaryKsuggestsK
independentKzoonoticKorigin[KJournalloflInfectionYK2009YKfjYKcbdZf 18.9 39

128 rKfelineKrotavirusKxdP[j]KcarriesKtracesKofKmultipleKreassortmentKeventsKandKresemblesKrareKhumanK
xdP[j]Krotaviruses[KJournalloflGenerallVirologyYK2011YKjcYKbcbeZbccb 4.9 39

127 xenomicKcharacterizationKofKaKnovelKgroupKrKlambKrotavirusKisolatedKinKZaragozaYKSpain[KViruslGenesYK
2008YKdhYKcfaZgf 2.3 38

126 vvolutionKofKuSZbZlikeKhumanKxcP[e]KrotavirusesKassessedKbyKcompleteKgenomeKanalyses[KJournallofl
GenerallVirologyYK2014YKjfYKjbZbaj 4.9 36
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125 xutKViromeKrnalysisKofKtamerooniansKRevealsKyighKuiversityKofKvntericKVirusesYKzncludingKPotentialK
znterspeciesKTransmittedKViruses[KMSphereYK2019YKeYK 5 35

124 WidespreadKrotavirusKyKinKcommerciallyKraisedKpigsYKUnitedKStates[KEmerginglInfectiouslDiseasesYK
2014YKcaYKbbjfZi 10.2 35

123 xenomeZWideKvvolutionaryKrnalysesKofKxbP[i]KStrainsKzsolatedKseforeKandKrfterKRotavirusKVaccineK
zntroduction[KGenomelBiologylandlEvolutionYK2015YKhYKcehdZid 3.9 34

122 NovelKhighlyKdivergentKreassortantKbatKrotavirusesKinKtameroonYKwithoutKevidenceKofKzoonosis[K
ScientificlReportsYK2016YKgYKdecaj 4.9 34

121 ñowKeukaryoticKviralKrichnessKisKassociatedKwithKfaecalKmicrobiotaKtransplantationKsuccessKinK
patientsKwithKUt[KGutYK2018YKghYKbffiZbffj 19.2 33

120 wullZlengthKgenomicKanalysisKofKporcineKxjP[cd]KandKxjP[h]KrotavirusKstrainsKisolatedKfromKpigsKwithK
diarrheaKinKSouthK™orea[KInfectionxlGeneticslandlEvolutionYK2012YKbcYKbechZdf 4.5 33

119 vquineKxdP[d]KrotavirusKstrainKvdbjiKrelatedKtoKsimianKRRVKandKfeline]canineZlikeKrotavirusesKbasedK
onKcompleteKgenomeKanalyses[KVeterinarylMicrobiologyYK2013YKbgbYKcdjZeg 3.3 33

118 yighlyKdiverseKpopulationKofKPicornaviridaeKandKotherKmembersKofKtheKPicornaviralesYKinK
tameroonianKfruitKbats[KBMClGenomicsYK2017YKbiYKcej 4.5 32

117 uidKñargeZScaleKVaccinationKuriveKthangesKinKtheKtirculatingKRotavirusKPopulationKinKselgiump[K
ScientificlReportsYK2015YKfYKbifif 4.9 31

116 WhatKisKTnotUKknownKaboutKtheKdynamicsKofKtheKhumanKgutKviromeKinKhealthKandKdisease[KCurrentl
OpinionlinlVirologyYK2019YKdhYKfcZfh 7.5 30

115 xlobalKdistributionKofKgroupKrKrotavirusKstrainsKinKhorseskKaKsystematicKreview[KVaccineYK2013YKdbYKfgchZdd4.1 30

114
RotavirusKsurveillanceKinK™isanganiYKtheKuemocraticKRepublicKofKtheKtongoYKrevealsKaKhighKnumberKofK
unusualKgenotypesKandKgeneKsegmentsKofKanimalKoriginKinKnonZvaccinatedKsymptomaticKchildren[K
PLoSlONEYK2014YKjYKebaajfd

3.7 30

113 STrTcKsignalingKasKdoubleZedgedKswordKrestrictingKviralKdisseminationKbutKdrivingKsevereK
pneumoniaKinKSrRSZtoVZcKinfectedKhamsters 30

112 PhylogeneticKanalysesKofKtypicalKbovineKrotavirusKgenotypesKxgYKxbaYKP[f]KandKP[bb]KcirculatingKinK
rrgentineanKbeefKandKdairyKherds[KInfectionxlGeneticslandlEvolutionYK2013YKbiYKbiZda 4.5 27

111 xeneticKtharacterizationKofKtheKselgianKNephropathogenicKznfectiousKsronchitisKVirusKTNzsVUK
ReferenceKStrainKsbgei[KVirusesYK2015YKhYKeeiiZfag 6.2 27

110 vpidemiologyKandKphylogeneticKanalysisKofKVPhKandKVPeKgenesKofKrotavirusesKcirculatingKinK
RawalpindiYKPakistanKduringKcaba[KInfectionxlGeneticslandlEvolutionYK2013YKbeYKbgbZi 4.5 27

109 tomparativeKanalysisKofKpentavalentKrotavirusKvaccineKstrainsKandKxiKrotavirusesKidentifiedKduringK
vaccineKtrialKinKrfrica[KScientificlReportsYK2015YKfYKbegfi 4.9 27

108 NovelKhighlyKdivergentKsapovirusesKdetectedKbyKmetagenomicsKanalysisKinKstrawZcoloredKfruitKbatsK
inKtameroon[KEmerginglMicrobeslandlInfectionsYK2017YKgYKedi 18.9 26

(2017-2019)
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107
SequenceKandKphylogeneticKanalysesKofKhumanKrotavirusKstrainskKcomparisonKofKVPhKandKVPiTVUK
antigenicKepitopesKbetweenKTunisianKandKvaccineKstrainsKbeforeKnationalKrotavirusKvaccineK
introduction[KInfectionxlGeneticslandlEvolutionYK2013YKbiYKbdcZee

4.5 26

106 TypingKofKhumanKrotaviruseskKnucleotideKmismatchesKbetweenKtheKVPhKgeneKandKprimerKareK
associatedKwithKgenotypingKfailure[KVirologylJournalYK2005YKcYKce 6.1 26

105 ñoopKmodelkKmechanismKtoKexplainKpartialKgeneKduplicationsKinKsegmentedKdsRNrKviruses[K
BiochemicallandlBiophysicallResearchlCommunicationsYK2006YKdeaYKbeaZe 3.4 26

104 uiscoveryKandKmolecularKcharacterizationKofKaKgroupKrKrotavirusKstrainKdetectedKinKanKrrgentineanK
vicuˆ–aKTVicugnaKvicugnaU[KVeterinarylMicrobiologyYK2013YKbgbYKcehZfe 3.3 25

103 vxperimentalKfelineKentericKcoronavirusKinfectionKrevealsKanKaberrantKinfectionKpatternKandK
sheddingKofKmutantsKwithKimpairedKinfectivityKinKenterocyteKcultures[KScientificlReportsYK2016YKgYKcaacc 4.9 25

102 PresenceKandKcharacterizationKofKpigKgroupKrKandKtKrotavirusesKinKfecesKofKselgianKdiarrheicK
sucklingKpiglets[KViruslResearchYK2016YKcbdYKbhcZbid 6.4 24

101 TheKcompleteKgenomeKsequenceKofKaKxdP[ba]KthineseKbatKrotavirusKsuggestsKmultipleKbatKrotavirusK
interZhostKspeciesKtransmissionKevents[KInfectionxlGeneticslandlEvolutionYK2014YKciYKbZe 4.5 24

100 wecalKviromeKanalysisKofKthreeKcarnivoresKrevealsKaKnovelKnodavirusKandKmultipleK
gemycircularviruses[KVirologylJournalYK2015YKbcYKhj 6.1 24

99 łolecularKcharacterizationKofKgenotypeKxgKhumanKrotavirusKstrainsKdetectedKinKztalyKfromKbjigKtoK
caaj[KInfectionxlGeneticslandlEvolutionYK2011YKbbYKbeejZff 4.5 24

98 yumanKinfectionKwithKaKP[be]YKxdKlapineKrotavirus[KVirologyYK2004YKdcfYKbbZh 3.6 24

97 xeneticKdiversityKinKthreeKbovineZlikeKhumanKxiP[be]KandKxbaP[be]KrotavirusesKsuggestsK
independentKinterspeciesKtransmissionKevents[KJournalloflGenerallVirologyYK2015YKjgYKbbgbZbbgi 4.9 23

96 xenomicKevolutionYKhostZspeciesKbarrierYKreassortmentKandKclassificationKofKrotaviruses[KFuturel
VirologyYK2010YKfYKdifZdja 2.4 23

95 ViralKgutKmetagenomicsKofKsympatricKwildKandKdomesticKcanidsYKandKmonitoringKofKviruseskKznsightsK
fromKanKendangeredKwolfKpopulation[KEcologylandlEvolutionYK2017YKhYKebdfZebeg 2.8 22

94 uistinctKevolutionaryKoriginsKofKxbcP[i]KandKxbcP[j]KgroupKrKrotavirusKstrainsKcirculatingKinKsrazil[K
InfectionxlGeneticslandlEvolutionYK2014YKciYKdifZi 4.5 22

93 PorcineKgroupKrKrotavirusesKwithKheterogeneousKVPhKandKVPeKgenotypeKcombinationsKcanKbeK
foundKtogetherKwithKentericKbacteriaKonKselgianKswineKfarms[KVeterinarylMicrobiologyYK2014YKbhcYKcdZde 3.3 22

92 zntestinalKandKextraZintestinalKpathogenicityKofKaKbovineKreassortantKrotavirusKinKcalvesKandKpiglets[K
VeterinarylMicrobiologyYK2011YKbfcYKcjbZdad 3.3 22

91
tompleteKgenomicKanalysisKofKaKsangladeshiKxbP[i]KrotavirusKstrainKdetectedKinKcaadKrevealsKaK
closeKevolutionaryKrelationshipKwithKcontemporaryKhumanKWaZlikeKstrains[KInfectionxlGeneticslandl
EvolutionYK2010YKbaYKhegZfe

4.5 22

90 xroupKrKRotavirusesKinKthineseKsatskKxeneticKtompositionYKSerologyYKandKvvidenceKforK
satZtoZyumanKTransmissionKandKReassortment[KJournalloflVirologyYK2017YKjbYK 6.6 21
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89 ReassortmentKamongKpicobirnavirusesKfoundKinKwolves[KArchivesloflVirologyYK2016YKbgbYKcifjZgc 2.6 21

88 łolecularKcharacterizationKofKhumanKgroupKrKrotavirusKgenotypesKcirculatingKinKRawalpindiYK
zslamabadYKPakistanKduringKcabfZcabg[KPLoSlONEYK2019YKbeYKeaccadih 3.7 21

87 RabbitKcolonyKinfectedKwithKaKbovineZlikeKxgP[bb]KrotavirusKstrain[KVeterinarylMicrobiologyYK2013YK
bggYKbfeZge 3.3 21

86 tompleteKgeneticKcharacterizationKofKhumanKxcP[g]KandKxdP[g]KrotavirusKstrains[KInfectionxlGeneticsl
andlEvolutionYK2013YKbdYKchZdf 4.5 21

85 PrevalenceKandKgenomicKcharacterizationKofKxcP[e]KgroupKrKrotavirusKstrainsKduringKmonovalentK
vaccineKintroductionKinKsrazil[KInfectionxlGeneticslandlEvolutionYK2014YKciYKeigZje 4.5 21

84 SymptomaticKandKsubclinicalKinfectionKwithKrotavirusKP[i]xjYKruralKvcuador[KEmerginglInfectiousl
DiseasesYK2007YKbdYKfheZia 10.2 21

83 vpidemiologyKandKgeneticKdiversityKofKhumanKastrovirusKinfectionKamongKhospitalizedKpatientsKwithK
acuteKdiarrheaKinKsangladeshKfromKcabaKtoKcabc[KJournalloflClinicallVirologyYK2013YKfiYKgbcZi 14.5 20

82 zdentificationKofKanKenterovirusKrecombinantKwithKaKtorovirusZlikeKgeneKinsertionKduringKaKdiarrheaK
outbreakKinKfatteningKpigs[KViruslEvolutionYK2017YKdYKvexace 3.7 20

81 xeneticKdiversityKofKtheKVPhYKVPeKandKVPgKgenesKofK™oreanKporcineKgroupKtKrotaviruses[KVeterinaryl
MicrobiologyYK2015YKbhgYKgbZj 3.3 20

80 SustainedKdeclineKinKcasesKofKrotavirusKgastroenteritisKpresentingKtoKtheKthildrenSsKyospitalKofK
PhiladelphiaKinKtheKnewKrotavirusKvaccineKera[KPediatriclInfectiouslDiseaselJournalYK2010YKcjYKgjjZhac 3.4 20

79 SequenceKanalysisKandKevolutionKofKgroupKsKrotaviruses[KViruslResearchYK2007YKbcfYKcbjZcf 6.4 20

78
znZseasonKandKoutZofZseasonKvariationKofKrotavirusKgenotypeKdistributionKandKageKofKinfectionKacrossK
bcKvuropeanKcountriesKbeforeKtheKintroductionKofKroutineKvaccinationYKcaah]aiKtoKcabc]bd[K
EurosurveillanceYK2016YKcbYK

19.8 20

77 łolecularKdetectionKofKbovineKNorovirusesKinKrrgentineanKdairyKcalveskKtirculationKofKaKtentativeK
newKgenotype[KInfectionxlGeneticslandlEvolutionYK2016YKeaYKbeeZbfa 4.5 19

76 VPgKgeneticKdiversityYKreassortmentYKintragenicKrecombinationKandKclassificationKofKrotavirusKsKinK
rmericanKandKJapaneseKpigs[KVeterinarylMicrobiologyYK2014YKbhcYKdfjZgg 3.3 19

75 xeneticKdiversityKofKxjP[i]KrotavirusKstrainsKcirculatingKinKztalyKinKcaahKandKcabaKasKdeterminedKbyK
wholeKgenomeKsequencing[KInfectionxlGeneticslandlEvolutionYK2013YKbgYKecgZdc 4.5 19

74 vmergingKOPdfeZñikeKP[i]KRotavirusesKyaveKRapidlyKuispersedKfromKrsiaKtoKOtherKtontinents[K
MolecularlBiologylandlEvolutionYK2015YKdcYKcagaZhb 8.3 18

73 xeneticKcharacterizationKofKaKrareKbovineZlikeKhumanKVPeKmonoZreassortantKxgP[i]KrotavirusKstrainK
detectedKfromKanKinfantKinKsangladesh[KInfectionxlGeneticslandlEvolutionYK2013YKbjYKbcaZg 4.5 18

72 thromatographyKpaperKstripKmethodKforKcollectionYKtransportationYKandKstorageKofKrotavirusKRNrKinK
stoolKsamples[KJournalloflClinicallMicrobiologyYK2004YKecYKbgafZi 9.7 18

(2004-2016)
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71
yoneyZbeeZassociatedKprokaryoticKviralKcommunitiesKrevealKwideKviralKdiversityKandKaKprofoundK
metabolicKcodingKpotential[KProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStateslofl
AmericaYK2020YKbbhYKbafbbZbafbj

11.5 16

70 tharacterizationKofKhumanKrotavirusesKcirculatingKinKzraqKinKcaaikKatypicalKxiKandKhighKprevalenceKofK
P[g]Kstrains[KInfectionxlGeneticslandlEvolutionYK2013YKbgYKcbcZh 4.5 16
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