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onIpacterialIodhesionIandIpiofilmItormationWISensorsUI2021UI_ZUI 3.8 2

173 svolutionaryIrynamicsIpasedIonIqomparativeIuenomicsIofIPathogenicIsscherichiaIcoliIzineagesI
varboringIPolyketideIΦynthaseIQRIwslandWIMBioUI2021UIZ_UI 7.8 3
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ïutbreakIwnvestigationsWIFrontierscincMicrobiologyUI2021UIZ_UIea_ZYd 5.7 1
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qomprehensiveIintegratedINuΦVbasedIsurveillanceIandIcontactVnetworkImodelingIunravelsI
transmissionIdynamicsIofIvancomycinVresistantIenterococciIinIaIhighVriskIpopulationIwithinIaI
tertiaryIcareIhospitalWIPLoScONEUI2020UIZcUIeY_acZdY

3.7 10

170 wnfluenzaVassociatedIpneumoniaIasIreferenceItoIassessIseriousnessIofIcoronavirusIdiseaseI
QqïVwrVZgRWIEurosurveillanceUI2020UI_cUI 19.8 33

169 vighVZincIΦupplementationIofIWeanedIPigletsIoffectsItrequenciesIofIVirulenceIandIpacteriocinI
ossociatedIuenesIomongIwntestinalIPopulationsWIFrontierscincVeterinarycScienceUI2020UIeUIdZbcZa 3.1 4

168 ïneIvealthI2020UIbcVbg
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wntestinalIcolonizationIwithIextendedVspectrumIbetaVlactamaseIproducingIsnterobacteralesI
QsΦpzVPsRIduringIlongIdistanceItravelhIoIcohortIstudyIinIaIuermanItravelIclinicIQ_YZdV_YZeRWITravelc
MedicinecandcInfectiouscDiseaseUI2020UIaaUIZYZc_Z

8.4 7

166 NovelIovianIPathogenicIsscherichiaIcoliIuenesIΔesponsibleIforIodhesionItoIqhickenIandIvumanI
qellIzinesWIAppliedcandcEnvironmentalcMicrobiologyUI2020UIfdUI 4.8 4

165 ΦilenceIasIaIwayIofInicheIadaptationhImecqV—ΔΦoIwithIvariationsIinItheIaccessoryIgeneIregulatorI
QagrRIfunctionalityIexpressIkaleidoscopicIphenotypesWIScientificcReportsUI2020UIZYUIZbefe 4.9 4

164 uenomicIandItunctionalIonalysisIofIsmergingIVirulentIandI—ultidrugVΔesistantIzineageIΦequenceI
αypeIdbfWIAntimicrobialcAgentscandcChemotherapyUI2019UIdaUI 5.9 41

163 odaptationIofIhostItransmissionIcycleIduringIqlostridiumIdifficileIspeciationWINaturecGeneticsUI2019UI
cZUIZaZcVZa_Y 36.3 25

162 αheIgutImicrobiomeIofIhorseshIcurrentIresearchIonIequineIenteralImicrobiotaIandIfutureI
perspectivesWIAnimalcMicrobiomeUI2019UIZUIZb 4.1 23

161 qomparisonIofIdifferentItechnologiesIforItheIdeciphermentIofItheIwholeIgenomeIsequenceIofI
pfΔVqoVZbbaYWIGutcPathogensUI2019UIZZUIcg 5.4 1
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159
uenomicIandItunctionalIqharacterizationIofIPoultryItromIwndiaIΔevealedIriverseI
sxtendedVΦpectrumI˛†VzactamaseVProducingIzineagesIWithIΦharedIVirulenceIProfilesWIFrontierscinc
MicrobiologyUI2019UIZYUI_edd

5.7 15

158 oIqoreIuenomeI—ultilocusIΦequenceIαypingIΦchemeIforIsnterococcusIfaecalisWIJournalcofcClinicalc
MicrobiologyUI2019UIceUI 9.7 22

157
PerceptionsIandIattitudesIregardingIantibioticIresistanceIinIuermanyhIaIcrossVsectoralIsurveyI
amongstIphysiciansUIveterinariansUIfarmersIandItheIgeneralIpublicWIJournalcofcAntimicrobialc
ChemotherapyUI2018UIeaUIZgfbVZgff

5.1 18

156 uermanyPsIexpandingIroleIinIglobalIhealthWILancetpcTheUI2018UIagZUIdce 40 4

155 PresenceIofIqlostridiumIdifficileIinIpoultryIandIpoultryImeatIinIsgyptWIAnaerobeUI2018UIcZUI_ZV_c 2.8 19

154 onalysisIofImutationsIinIpncoIrevealsInonVoverlappingIpatternsIamongIvariousIlineagesIofI
—ycobacteriumItuberculosisWIScientificcReportsUI2018UIfUIbd_f 4.9 4

153
zysogenicIconversionIofIatypicalIenteropathogenicIsscherichiaIcoliIQasPsqRIfromIhumanUImurineUI
andIbovineIoriginIwithIbacteriophageI˛ƒacafI˛�stxhhcatIprovesItheirIenterohemorrhagicIsWIcoliI
QsvsqRIprogenyWIInternationalcJournalcofcMedicalcMicrobiologyUI2018UIaYfUIfgYVfgf

3.7 9

152 sΦpzVplasmidIcarriageIinIenhancesIinIvitroIbacterialIcompetitionIfitnessIandIserumIresistanceIinI
someIstrainsIofIpandemicIsequenceItypesIwithoutIoverallIfitnessIcostWIGutcPathogensUI2018UIZYUI_b 5.4 18

151 qlinicallyIΔelevantIsΦpzVProducingIΦαaYeIandIΦαafIinIanIβrbanIWestIofricanIΔatIPopulationWI
FrontierscincMicrobiologyUI2018UIgUIZcY 5.7 26

150 ΦmearI—icroscopyIforIriagnosisIofIPulmonaryIαuberculosisIinIsasternIΦudanWITuberculosiscResearchc
andcTreatmentUI2018UI_YZfUIfYafZae 2.1 2

149 —icroevolutionIofIepidemiologicalIhighlyIrelevantInonVïZceIenterohemorrhagicIsscherichiaIcoliIofI
serogroupsIï_dIandIïZZZWIInternationalcJournalcofcMedicalcMicrobiologyUI2018UIaYfUIZYfcVZYgc 3.7 2

148 vighIdietaryIzincIfeedingIpromotesIpersistenceIofImultiVresistantIsWIcoliIinItheIswineIgutWIPLoScONEUI
2018UIZaUIeYZgZddY 3.7 33
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146 αheIzoonoticIpotentialIofIqlostridiumIdifficileIfromIsmallIcompanionIanimalsIandItheirIownersWI
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145 ontibioticIresistanceUItheIaosIandItheIroadIaheadWIGutcPathogensUI2018UIZYUIc_ 5.4 6
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FrontierscincMicrobiologyUI2018UIgUI_daZ 5.7 10

143 reterminationIofIvirulenceIandIfitnessIgenesIassociatedIwithItheIUIandIintegrationIsitesIofI
zssVnegativeIfoodVborneIΦhigaItoxinVproducingIstrainsWIGutcPathogensUI2018UIZYUIba 5.4 2

142 qhromosomallyIencodedIsΦpzIgenesIinIsscherichiaIcoliIofIΦαafIfromI—ongolianIwildIbirdsWIJournalc
ofcAntimicrobialcChemotherapyUI2017UIe_UIZaZYVZaZa 5.1 47
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141 sffectsIofIsxIVivoIwnfectionIwithIsαsqIonIxejunalIparrierIPropertiesIandIqytokineIsxpressionIinI
ProbioticVΦupplementedIPigsWIDigestivecDiseasescandcSciencesUI2017UId_UIg__Vgaa 4 13

140 tirstIreportIofItwoIcompleteIqlostridiumIchauvoeiIgenomeIsequencesIandIdetailedIinIsilicoI
genomeIanalysisWIInfectionpcGeneticscandcEvolutionUI2017UIcbUI_feV_gf 4.5 14

139 PersistentIanthraxIasIaImajorIdriverIofIwildlifeImortalityIinIaItropicalIrainforestWINatureUI2017UIcbfUIf_Vfd50.4 63

138 qomparativeIuenomicsIofIwsolatedIfromIΦkinIandIΦoftIαissueIandIïtherIsxtraintestinalIwnfectionsWI
MBioUI2017UIfUI 7.8 21

137 qomparativeIuenomicIonalysisIofIuloballyIrominantIΦαZaZIqloneIwithIïtherIspidemiologicallyI
ΦuccessfulIsxtraintestinalIPathogenicIQsxPsqRIzineagesWIMBioUI2017UIfUI 7.8 53

136 svidenceIforIqontemporaryIΦwitchingIofItheIïVontigenIueneIqlusterIbetweenIΦhigaI
αoxinVProducingIΦtrainsIqolonizingIqattleWIFrontierscincMicrobiologyUI2017UIfUIb_b 5.7 7

135 ΔiskIofIαransmissionIofIontimicrobialIΔesistantIfromIqommercialIproilerIandItreeVΔangeIΔetailI
qhickenIinIwndiaWIFrontierscincMicrobiologyUI2017UIfUI_Z_Y 5.7 42

134 vighlyIdiverseIandIantimicrobialIsusceptibleIsscherichiaIcoliIdisplayIaInaˆflveIbacterialIpopulationIinI
fruitIbatsIfromItheIΔepublicIofIqongoWIPLoScONEUI2017UIZ_UIeYZefZbd 3.7 19

133 Φzw——hIspeciesIlevelIidentificationIofImicroorganismsIfromImetagenomesWIPeerJUI2017UIcUIeaZaf 3.1 20

132 petaVhemolyticIΦtreptococcusIdysgalactiaeIstrainsIisolatedIfromIhorsesIareIaIgeneticallyIdistinctI
populationIwithinItheIΦtreptococcusIdysgalactiaeItaxonWIScientificcReportsUI2016UIdUIaZead 4.9 8

131 qlonalIspreadIandIinterspeciesItransmissionIofIclinicallyIrelevantIsΦpzVproducingIsscherichiaIcoliIofI
ΦαbZYVVanotherIsuccessfulIpandemicIclonemWIFEMScMicrobiologycEcologyUI2016UIg_UI 4.3 77

130 qarriageIofIsxtendedVΦpectrumIpetaVzactamaseVPlasmidsIroesINotIΔeduceItitnessIbutIsnhancesI
VirulenceIinIΦomeIΦtrainsIofIPandemicIsWIcoliIzineagesWIFrontierscincMicrobiologyUI2016UIeUIaad 5.7 61

129 qombinedIonalysisIofIVariationIinIqoreUIoccessoryIandIΔegulatoryIuenomeIΔegionsIProvidesIaI
ΦuperVΔesolutionIViewIintoItheIsvolutionIofIpacterialIPopulationsWIPLoScGeneticsUI2016UIZ_UIeZYYd_fY 6 117

128 oIzookIintoItheI—eltingIPothIαheImecqVvarboringIΔegionIwsIaIΔecombinationIvotIΦpotIinI
ΦtaphylococcusIstepanoviciiWIPLoScONEUI2016UIZZUIeYZbeZcY 3.7 10

127 αheIoccessoryIuenomeIofIΦhigaIαoxinVProducingIsscherichiaIcoliIrefinesIaIPersistentIqolonizationI
αypeIinIqattleWIAppliedcandcEnvironmentalcMicrobiologyUI2016UIf_UIcbccVdb 4.8 21

126
vighIcarriageIrateIofIsΦpzVproducingIsnterobacteriaceaeIatIpresentationIandIfollowVupIamongI
travellersIwithIgastrointestinalIcomplaintsIreturningIfromIwndiaIandIΦoutheastIosiaWIJournalcofc
TravelcMedicineUI2016UI_aUItavY_b

12.9 49

125
—olecularIspidemiologyIandIuenomeIrynamicsIofINewIrelhiI—etalloV˛†VzactamaseVProducingI
sxtraintestinalIPathogenicIsscherichiaIcoliIΦtrainsIfromIwndiaWIAntimicrobialcAgentscandc
ChemotherapyUI2016UIdYUIdegcVdfYc

5.9 43

124
vighlyIVirulentINonVïZceIsnterohemorrhagicIsscherichiaIcoliIQsvsqRIΦerotypesIΔeflectIΦimilarI
PhylogeneticIzineagesUIProvidingINewIwnsightsIintoItheIsvolutionIofIsvsqWIAppliedcandc
EnvironmentalcMicrobiologyUI2015UIfZUIeYbZVe

4.8 33
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123 uenomicIandItunctionalIPortraitIofIaIvighlyIVirulentUIqαXV—VZcVProducingIvaYVΔxIΦubcloneIofI
sscherichiaIcoliIΦequenceIαypeIZaZWIAntimicrobialcAgentscandcChemotherapyUI2015UIcgUIdYfeVgc 5.9 19

122 wnactivationIofIΦhigaItoxinVproducingIsscherichiaIcoliIïZYbhvbIusingIcoldIatmosphericIpressureI
plasmaWIJournalcofcBiosciencecandcBioengineeringUI2015UIZ_YUI_ecVg 3.3 32

121 YjjQIΔepressesIαranscriptionIofIflhrqIandIodditionalIzociIinIsscherichiaIcoliWIJournalcofcBacteriology
UI2015UIZgeUI_eZaV_Y 3.5 12

120
qomparativeIstudyIonItheIhighIpressureIinactivationIbehaviorIofItheIΦhigaItoxinVproducingI
sscherichiaIcoliIïZYbhvbIandIïZcehveIoutbreakIstrainsIandIaInonVpathogenicIsurrogateWIFoodc
MicrobiologyUI2015UIbdUIZfbVZgb

6 16

119
PutativeIconnectionIbetweenIzoonoticImultiresistantIextendedVspectrumIbetaVlactamaseI
QsΦpzRVproducingIsscherichiaIcoliIinIdogIfecesIfromIaIveterinaryIcampusIandIclinicalIisolatesIfromI
dogsWIInfectioncEcologycandcEpidemiologyUI2015UIcUI_caab

4.3 28

118 zivestockVossociatedI—ΔΦohIαheIwmpactIonIvumansWIAntibioticsUI2015UIbUIc_ZVba 4.9 156

117 ΦpeciesVwideIwholeIgenomeIsequencingIrevealsIhistoricalIglobalIspreadIandIrecentIlocalI
persistenceIinIΦhigellaIflexneriWIELifeUI2015UIbUIeYeaac 8.9 65

116
ProbioticIsscherichiaIcoliINissleIZgZeIreducesIgrowthUIΦhigaItoxinIexpressionUIreleaseIandIthusI
cytotoxicityIofIenterohemorrhagicIsscherichiaIcoliWIInternationalcJournalcofcMedicalcMicrobiologyUI
2015UIaYcUI_YVd

3.7 26

115 wnfectionsIWithI—ultidrugVΔesistantIpacteriaâ��vasItheIPostVontibioticIsraIorrivedIinIqompanionI
onimalsmI2015UIbaaVbc_ 1

114
qαXV—VZcVrVΦαdbfIsscherichiaIcoliIfromIcompanionIanimalsIandIhorseshIanotherIpandemicIcloneI
combiningImultiresistanceIandIextraintestinalIvirulencemWIJournalcofcAntimicrobialcChemotherapyUI
2014UIdgUIZ__bVaY

5.1 124

113 wdentificationIofIenterotoxigenicIsscherichiaIcoliIQsαsqRIcladesIwithIlongVtermIglobalIdistributionWI
NaturecGeneticsUI2014UIbdUIZa_ZVd 36.3 134

112 retectionIofIΦhigaItoxinVIandIextendedVspectrumI˛†VlactamaseVproducingIsscherichiaIcoliIïZbchN—I
andIïnthN—IfromIcalvesIwithIdiarrhoeaWIJournalcofcAntimicrobialcChemotherapyUI2014UIdgUI_YYcVe 5.1 12

111
sxtraintestinalIpathogenicIsscherichiaIcoliIQsxPsqRIofIhumanIandIavianIoriginIbelongingItoI
sequenceItypeIcomplexIgcIQΦαqgcRIportrayIindistinguishableIvirulenceIfeaturesWIInternationalc
JournalcofcMedicalcMicrobiologyUI2014UIaYbUIfacVb_

3.7 43

110 ΔelevanceIofIqampylobacterItoIpublicIhealthVVtheIneedIforIaIïneIvealthIapproachWIInternationalc
JournalcofcMedicalcMicrobiologyUI2014UIaYbUIfZeV_a 3.7 49

109 ΔiskIfactorsIforI—ΔΦoIinfectionIinIcompanionIanimalshIresultsIfromIaIcaseVcontrolIstudyIwithinI
uermanyWIInternationalcJournalcofcMedicalcMicrobiologyUI2014UIaYbUIefeVga 3.7 15

108 oItransgenicIprobioticIsecretingIaIparasiteIimmunomodulatorIforIsiteVdirectedItreatmentIofIgutI
inflammationWIMolecularcTherapyUI2014UI__UIZeaYVbY 11.7 47

107 qyclicVdiVu—PIsignallingIandIbiofilmVrelatedIpropertiesIofItheIΦhigaItoxinVproducingI_YZZIuermanI
outbreakIsscherichiaIcoliIïZYbhvbWIEMBOcMolecularcMedicineUI2014UIdUIZd__Vae 12 48

106 olarmingIproportionsIofImethicillinVresistantIΦtaphylococcusIaureusIQ—ΔΦoRIinIwoundIsamplesI
fromIcompanionIanimalsUIuermanyI_YZYV_YZ_WIPLoScONEUI2014UIgUIefcdcd 3.7 71
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105 ˛–VvaemolysinIofIsscherichiaIcoliIinIwprhIaIpotentiatorIofIinflammatoryIactivityIinItheIcolonWIGutUI
2014UIdaUIZfgaVgYZ 19.2 43

104
ΔoleIofItZqIfimbriaeUIflagellaUIandIsecretedIbacterialIcomponentsIinItheIinhibitoryIeffectIofI
probioticIsscherichiaIcoliINissleIZgZeIonIatypicalIenteropathogenicIsWIcoliIinfectionWIInfectioncandc
ImmunityUI2014UIf_UIZfYZVZ_

3.7 27

103 qlonalIspreadIofIhighlyIsuccessfulIΦαZcVqαXV—VZcIylebsiellaIpneumoniaeIinIcompanionIanimalsIandI
horsesWIJournalcofcAntimicrobialcChemotherapyUI2014UIdgUI_dedVfY 5.1 69

102
qorrelationIbetweenItheIgenomicIobcbVnlprIregionIpolymorphismsUIvirulenceIgeneIequipmentIandI
phylogeneticIgroupIofIextraintestinalIsscherichiaIcoliIQsxPsqRIenablesIpathotypingIirrespectiveIofI
hostUIdiseaseIandIsourceIofIisolationWIGutcPathogensUI2014UIdUIae

5.4 5

101 PhylogeneticIanalysisIofIΦtaphylococcusIaureusIqqagfIrevealsIaIsubVlineageIepidemiologicallyI
associatedIwithIinfectionsIinIhorsesWIPLoScONEUI2014UIgUIeffYfa 3.7 30

100
teedingItheIprobioticIsnterococcusIfaeciumIstrainINqw—pIZYbZcItoIpigletsIspecificallyIreducesItheI
numberIofIsscherichiaIcoliIpathotypesIthatIadhereItoItheIgutImucosaWIAppliedcandcEnvironmentalc
MicrobiologyUI2013UIegUIefgdVgYb

4.8 48

99 αimelyIapproachesItoIidentifyIprobioticIspeciesIofItheIgenusIzactobacillusWIGutcPathogensUI2013UIcUI_e 5.4 37

98
αheIbroaderIcontextIofIantibioticIresistancehIzincIfeedIsupplementationIofIpigletsIincreasesItheI
proportionIofImultiVresistantIsscherichiaIcoliIinIvivoWIInternationalcJournalcofcMedicalcMicrobiologyUI
2013UIaYaUIagdVbYa

3.7 106

97 PhylogeneticIandImolecularIanalysisIofIfoodVborneIshigaItoxinVproducingIsscherichiaIcoliWIAppliedc
andcEnvironmentalcMicrobiologyUI2013UIegUI_eaZVbY 4.8 33

96 PorcineIsWIcolihIvirulenceVassociatedIgenesUIresistanceIgenesIandIadhesionIandIprobioticIactivityI
testedIbyIaInewIscreeningImethodWIPLoScONEUI2013UIfUIecg_b_ 3.7 14

95 sΦpzVplasmidsIcarryingItoxinVantitoxinIsystemsIcanIbeIKcuredKIofIwildVtypeIsscherichiaIcoliIusingIaI
heatItechniqueWIGutcPathogensUI2013UIcUIab 5.4 15

94 wsIfecalIcarriageIofIextendedVspectrumV˛†VlactamaseVproducingIsscherichiaIcoliIinIurbanIratsIaIriskI
forIpublicIhealthmWIAntimicrobialcAgentscandcChemotherapyUI2013UIceUI_b_bVc 5.9 15

93 uenomeIΦequenceIofIPorcineIsscherichiaIcoliIΦtrainIw—αfYeaUIanIotypicalIsnteropathogenicIsWIcoliI
ΦtrainIwsolatedIfromIaIPigletIwithIriarrheaWIGenomecAnnouncementsUI2013UIZUI 2

92 odhesionIofIhumanIandIanimalIsscherichiaIcoliIstrainsIinIassociationIwithItheirIvirulenceVassociatedI
genesIandIphylogeneticIoriginsWIAppliedcandcEnvironmentalcMicrobiologyUI2013UIegUIcfZbV_g 4.8 38

91
ΦequencingIandIfunctionalIannotationIofIavianIpathogenicIsscherichiaIcoliIserogroupIïefIstrainsI
revealItheIevolutionIofIsWIcoliIlineagesIpathogenicIforIpoultryIviaIdistinctImechanismsWIInfectioncandc
ImmunityUI2013UIfZUIfafVbg

3.7 64

90 PathotypingIblaIqαXV—IsscherichiaIcoliIfromINigeriaWIEuropeancJournalcofcMicrobiologycandc
ImmunologyUI2013UIaUIZ_YVc 4.6 4

89 onalysesIofIintestinalIcommensalIsscherichiaIcoliIstrainsIfromIwildIboarsIsuggestIadaptationItoI
conventionalIpigIproductionIconditionsWIVeterinarycMicrobiologyUI2012UIZdZUIZ__Vg 3.3 10

88 tktZUIlocatedIonIaInovelIpathogenicityIislandUIisIprevalentIinIavianIandIhumanIextraintestinalI
pathogenicIsscherichiaIcoliWIBMCcMicrobiologyUI2012UIZ_UIcZ 4.5 8
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87 ïnItheIqurrentIΦituationIofIulandersIinIVariousIristrictsIofItheIPakistaniIPunjabWIJournalcofcEquinec
VeterinarycScienceUI2012UIa_UIefaVefe 1.2 4

86 ΦharingImoreIthanIfriendshipVVnasalIcolonizationIwithIcoagulaseVpositiveIstaphylococciIQqPΦRIandI
coVhabitationIaspectsIofIdogsIandItheirIownersWIPLoScONEUI2012UIeUIeacZge 3.7 83

85 qomparableIhighIratesIofIextendedVspectrumVbetaVlactamaseVproducingIsscherichiaIcoliIinIbirdsIofI
preyIfromIuermanyIandI—ongoliaWIPLoScONEUI2012UIeUIecaYag 3.7 90

84 —ΔΦoIvariantIinIcompanionIanimalsWIEmergingcInfectiouscDiseasesUI2012UIZfUI_YZeV_Y 10.2 55

83
—ultiresistantIuropathogenicIsscherichiaIcoliIfromIaIregionIinIwndiaIwhereIurinaryItractIinfectionsI
areIendemichIgenotypicIandIphenotypicIcharacteristicsIofIsequenceItypeIZaZIisolatesIofItheI
qαXV—VZcIextendedVspectrumV˛†VlactamaseVproducingIlineageWIAntimicrobialcAgentscandc
ChemotherapyUI2012UIcdUIdacfVdc

5.9 66

82 wnfectionsIwithIavianIpathogenicIandIfecalIsscherichiaIcoliIstrainsIdisplayIsimilarIlungI
histopathologyIandImacrophageIapoptosisWIPLoScONEUI2012UIeUIebZYaZ 3.7 37

81 trequentIcombinationIofIantimicrobialImultiresistanceIandIextraintestinalIpathogenicityIinI
sscherichiaIcoliIisolatesIfromIurbanIratsIQΔattusInorvegicusRIinIperlinUIuermanyWIPLoScONEUI2012UIeUIecYaaZ3.7 51

80
qompanionIanimalshIaIrelevantIsourceIofIextendedVspectrumI˛†VlactamaseVproducingI
fluoroquinoloneVresistantIqitrobacterIfreundiiWIInternationalcJournalcofcAntimicrobialcAgentsUI2011UI
aeUIfdVe

14.3 21

79
—ethicillinVresistantIstaphylococciIQ—ΔΦRIandIextendedVspectrumIbetaVlactamasesI
QsΦpzRVproducingIsnterobacteriaceaeIinIcompanionIanimalshInosocomialIinfectionsIasIoneIreasonI
forItheIrisingIprevalenceIofItheseIpotentialIzoonoticIpathogensIinIclinicalIsamplesWIInternationalc
JournalcofcMedicalcMicrobiologyUI2011UIaYZUIdacVbZ

3.7 115

78 VirulenceIcharacteristicsIandIgeneticIaffinitiesIofImultipleIdrugIresistantIuropathogenicIsscherichiaI
coliIfromIaIsemiIurbanIlocalityIinIwndiaWIPLoScONEUI2011UIdUIeZfYda 3.7 68

77 sxtendedVΦpectrumIpetaVzactamasesIProducingIsWIcoliIinIWildlifeUIyetIonotherItormIofI
snvironmentalIPollutionmWIFrontierscincMicrobiologyUI2011UI_UI_bd 5.7 239

76 ontimicrobialIsusceptibilitiesIandIoccurrenceIofIresistanceIgenesIinIbovineIvelcococcusIovisI
isolatesWIVeterinarycMicrobiologyUI2011UIZbgUIbffVgZ 3.3 4

75
NoIevidenceIofItheIΦhigaItoxinVproducingIsWIcoliIïZYbhvbIoutbreakIstrainIorIenteroaggregativeIsWI
coliIQsosqRIfoundIinIcattleIfaecesIinInorthernIuermanyUItheIhotspotIofItheI_YZZIvβΦIoutbreakIareaWI
GutcPathogensUI2011UIaUIZe

5.4 48

74 odherentVinvasiveIsscherichiaIcoliIphenotypeIdisplayedIbyIintestinalIpathogenicIsWIcoliIstrainsIfromI
catsUIdogsUIandIswineWIAppliedcandcEnvironmentalcMicrobiologyUI2011UIeeUIcfZaVe 4.8 19

73 sWIcoliINissleIZgZeIoffectsIΦalmonellaIadhesionItoIporcineIintestinalIepithelialIcellsWIPLoScONEUI2011
UIdUIeZbeZ_ 3.7 37

72 sxtendedVspectrumIbetaVlactamasesVproducingIgramVnegativeIbacteriaIinIcompanionIanimalshI
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