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79 éenomebwideOexpressionOanalysesOofOxampylobacterOjejuniONxTxfffkmOrevealsOcoordinateO
regulationOofOmotilityOandOvirulenceObyOflhvcOJournaleofeBiologicaleChemistryaO2004aOglnaOgehglbhm 5.4 162

78 éenomeOevolutionOinOmajorOzscherichiaOcoliOOfjloHlOlineagescOBMCeGenomicsaO2007aOmaOfgf 4.5 123
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publicOsequenceOdatabasesOusingOtheOSalmonellaOinOsilicoOTypingOResourceOWSISTRYcOMicrobiale
GenomicsaO2018aOiaO

4.4 25
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genotypingOofOvrcobacterObutzlericOBMCeMicrobiologyaO2015aOfjaOni 4.5 16
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SubtypebSpecificOSelectionOforOResistanceOtoOFluoroquinolonesObutONotOtoOTetracyclinesOIsOzvidentOinO
xampylobacterOjejuniOIsolatesOfromOweefOxattleOinOxonfinedOFeedingOOperationsOinOSouthernO
vlbertaaOxanadacOAppliedeandeEnvironmentaleMicrobiologyaO2018aOmiaO
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36 zfficacyOofOwastewaterOtreatmentOonOvrcobacterObutzleriOdensityOandOstrainOdiversitycOWatere
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35
SubtypingOofOaOlargeOcollectionOofOhistoricalOListeriaOmonocytogenesOstrainsOfromOOntarioaOxanadaaO
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EnvironmentaleMicrobiologyaO2013aOlnaOkilgbme
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33 TheOIntegratedORapidOInfectiousOyiseaseOvnalysisOWIRIyvYOPlatform 13

32 MolecularOepidemiologyOofOxampylobacterOjejuniOhumanOandOchickenOisolatesOfromOtwoOhealthOunitscO
FoodborneePathogenseandeDiseaseaO2014aOffaOfjebj 3.8 12

31 éenomicOregionsOconservedOinOlineageOIIOzscherichiaOcoliOOfjloHlOstrainscOAppliedeandeEnvironmentale
MicrobiologyaO2009aOljaOhglfbme 4.8 12

30
zpidemiologyOofOxampylobacteraOSalmonellaOandOantimicrobialOresistantOzscherichiaOcoliOinO
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SalmonellaaOxampylobacteraOxlostridiumOdifficileaOandOantibmicrobialOresistantOzscherichiaOcoliOinOtheO
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4.8 8
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znhancedOmicrobiologicalOsurveillanceOrevealsOthatOtemporalOcaseOclustersOcontributeOtoOtheOhighO
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xampylobacterOxarriageOinOWildlifeOandOLivestockOfromOOntarioOFarmscOZoonoseseandePubliceHealthaO
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2.9 7

19 StudyingObacterialOgenomeOdynamicsOusingOmicroarraybbasedOcomparativeOgenomicOhybridizationcO
MethodseineMoleculareBiologyaO2007aOhnkaOgghbjh 1.4 7

18 RatesOofOfluoroquinoloneOresistanceOinOdomesticallyOacquiredOareOincreasingOinOpeopleOlivingOwithinOaO
modelOstudyOlocationOinOxanadacOCanadianeJournaleofeMicrobiologyaO2021aOklaOhlbjg 3.2 7

17 PrevalenceOandOdiversityOofOwaterborneOvrcobacterObutzleriOinOsouthwesternOvlbertaaOxanadacO
CanadianeJournaleofeMicrobiologyaO2017aOkhaOhhebhie 3.2 6

16 TherapeuticOadministrationOofOenrofloxacinOinOmiceOdoesOnotOselectOforOfluoroquinoloneOresistanceO
inOxampylobacterOjejunicOCanadianeJournaleofeMicrobiologyaO2018aOkiaOkmfbkni 3.2 6

15 StrainOyynamicsOinOaORaccoonOWYOPopulationOinOSouthernOOntarioaOxanadaoOHighOPrevalenceOandORapidO
SubtypeOTurnovercOFrontierseineVeterinaryeScienceaO2020aOlaOgl 3.1 5
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2.9 4
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vOrepeatedOcrossbsectionalOstudyOofOtheOepidemiologyOofOxampylobacterOandOantimicrobialOresistantO
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xarriageOofOxampylobacteraOSalmonellaaOandOvntimicrobialbResistantaONonspecificOzscherichiaOcoliObyO
WaterfowlOSpeciesOxollectedOfromOThreeOSourcesOinOSouthernOOntarioaOxanadacOJournaleofeWildlifee
DiseasesaO2019aOjjaOnfl

1.3 3

10 RapidOIdentificationOofOStableOxlustersOinOwacterialOPopulationsOUsingOtheOvdjustedOWallaceOxoefficient 3

9
vnalysisOofOxampylobacterOjejuniOSubtypeOyistributionOinOtheOxhickenOwroilerOProductionO
xontinuumoOaOLongitudinalOzxaminationOToOIdentifyOPrimaryOxontaminationOPointscOAppliedeande
EnvironmentaleMicrobiologyaO2021aOmlaO

4.8 3

8 RapidOandOaccurateOSNPOgenotypingOofOclonalObacterialOpathogensOwithOwioHanselcOMicrobiale
GenomicsaO2021aOlaO 4.4 3

7 TheOzpiQuantOFrameworkOforOxomputingOzpidemiologicalOxoncordanceOofOMicrobialOSubtypingO
yatacOJournaleofeClinicaleMicrobiologyaO2017aOjjaOfhhibfhin 9.7 2

6
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yetectedOinOéroundOweefcOMicroorganismsaO2019aOmaO

4.9 2

5 SystematicOzvaluationOofOWholebéenomeOSequencingOwasedOPredictionOofOvntimicrobialOResistanceO
inOandcOFrontierseineMicrobiologyaO2021aOfgaOllknkl 5.7 1

4 RapidOandOaccurateOSNPOgenotypingOofOclonalObacterialOpathogensOwithOwioHansel 1
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2 xampylobacterOcoliOisolatedOinOwrazilOtypedObyOcoreOgenomeOMultilocusOSequenceOTypingOshowsOhighO
genomicOdiversityOinOaOglobalOcontextcOInfectionteGeneticseandeEvolutionaO2021aOnjaOfejefm 4.5 0
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