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36 ECTypersQserotypeQandQspeciesQpredictionQfromQrawQandQassembledQwholefgenomeQsequenceQdatagQ
MicrobiallGenomicseQ2021eQpeQ 4.4 2

35 RapidQandQaccurateQSNPQgenotypingQofQclonalQbacterialQpathogensQwithQBioHanselgQMicrobiall
GenomicseQ2021eQpeQ 4.4 3

34 zssessingQtheQgenomicQrelatednessQandQevolutionaryQratesQofQpersistentQverotoxigenicQserotypesQ
withinQaQclosedQbeefQherdQinQCanadagQMicrobiallGenomicseQ2020eQoeQ 4.4 1

33
ElevenQHighfQualityQReferenceQGenomeQSequencesQandQloiQDraftQzssembliesQofQShigaQ
ToxinfProducingQEscherichiaQcoliQIsolatesQfromQHumaneQFoodeQznimaleQandQEnvironmentalQSourcesQinQ
CanadagQMicrobiologylResourcelAnnouncementseQ2019eQqeQ

1.3 1

32 TargetingQdiscriminatoryQSNPsQinQSalmonellaQentericaQserovarQHeidelbergQgenomesQusingQRNaseQ
HkfdependentQPCRgQJournalloflMicrobiologicallMethodseQ2019eQjnpeQqjfqp 2.8 3

31 PhylogeographicQznalysisQRevealsQMultipleQInternationalQtransmissionQEventsQHaveQDrivenQtheQ
GlobalQEmergenceQofQEscherichiaQcoliQOjnpsHpgQClinicallInfectiouslDiseaseseQ2019eQoreQmkqfmlp 11.6 16

30
SpfysQanQintegratedQgraphQdatabaseQforQrealftimeQpredictionQofQbacterialQphenotypesQandQ
downstreamQcomparativeQanalysesgQDatabase:lthelJournalloflBiologicallDatabaseslandlCurationeQ
2018eQkijqeQjfji

5 3

29 MultifYearQPersistenceQofQVerotoxigenicQaVTECbQinQaQClosedQCanadianQBeefQHerdsQzQCohortQStudygQ
FrontierslinlMicrobiologyeQ2018eQreQkimi 5.7 7

28 GenomicQznalysisQofQThirdQGenerationQCephalosporinQResistantQEscherichiaQcoliQfromQDairyQCowQ
ManuregQVeterinarylScienceseQ2017eQmeQ 2.4 6

27 PanfgenomeQznalysesQofQtheQSpeciesQeQandQIdentificationQofQGenomicQMarkersQPredictiveQforQSpecieseQ
SubspecieseQandQSerovargQFrontierslinlMicrobiologyeQ2017eQqeQjlmn 5.7 38

26 PhylotypersQinQsilicoQpredictorQofQgeneQsubtypesgQBioinformaticseQ2017eQlleQlolqflomj 7.2 3

25 GenotypesQzssociatedQwithQIsolatesQDisplayingQImpairedQorQEnhancedQTolerancesQtoQColdeQSalteQzcideQ
orQDesiccationQStressgQFrontierslinlMicrobiologyeQ2017eQqeQlor 5.7 73

24 SuperPhysQpredictiveQgenomicsQforQtheQbacterialQpathogenQEscherichiaQcoligQBMClMicrobiologyeQ2016eQ
joeQon 4.5 9

23 TheQSalmonellaQInQSilicoQTypingQResourceQaSISTRbsQznQOpenQWebfzccessibleQToolQforQRapidlyQTypingQ
andQSubtypingQDraftQSalmonellaQGenomeQzssembliesgQPLoSlONEeQ2016eQjjeQeijmpjij 3.7 235

22 ComparativeQGenomicQznalysisQofQMannheimiaQhaemolyticaQfromQBovineQSourcesgQPLoSlONEeQ2016eQ
jjeQeijmrnki 3.7 30

21
PhenotypicQandQGenotypicQCharacteristicsQofQShigaQToxinfProducingQEscherichiaQcoliQIsolatedQfromQ
SurfaceQWatersQandQSedimentsQinQaQCanadianQUrbanfzgriculturalQLandscapegQFrontierslinlCellularlandl
InfectionlMicrobiologyeQ2016eQoeQlo

5.9 11

20 ComparativeQGenomicQznalysisQofQEscherichiaQcoliQOjnpsHpQIsolatedQfromQSuperfShedderQandQ
LowfShedderQCattlegQPLoSlONEeQ2016eQjjeQeijnjopl 3.7 10
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19 zQnewQpyrosequencingQassayQforQrapidQdetectionQandQgenotypingQofQShigaQtoxineQintiminQandQ
OjnpfspecificQrfbEQgenesQofQEscherichiaQcoligQJournalloflMicrobiologicallMethodseQ2015eQjireQjopfpr 2.8 7

18 WholeQGenomeQSequencingQdemonstratesQthatQGeographicQVariationQofQEscherichiaQcoliQOjnpQ
GenotypesQDominatesQHostQzssociationgQScientificlReportseQ2015eQneQjmjmn 4.9 32

17
ExploitingQtheQexplosionQofQinformationQassociatedQwithQwholeQgenomeQsequencingQtoQtackleQShigaQ
toxinfproducingQEscherichiaQcoliQaSTECbQinQglobalQfoodQproductionQsystemsgQInternationallJournallofl
FoodlMicrobiologyeQ2014eQjqpeQnpfpk

5.8 58

16 CharacteristicsQofQclinicalQShigaQtoxinfproducingQEscherichiaQcoliQisolatedQfromQBritishQColumbiagQ
BioMedlResearchlInternationaleQ2013eQkijleQqpqrno 3 5

15 zQcomparisonQofQShigaftoxinQkQbacteriophageQfromQclassicalQenterohemorrhagicQEscherichiaQcoliQ
serotypesQandQtheQGermanQEgQcoliQOjimsHmQoutbreakQstraingQPLoSlONEeQ2012eQpeQelplok 3.7 43

14 SpatialQandQtemporalQdriversQofQzoonoticQpathogenQcontaminationQofQanQagriculturalQwatershedgQ
JournalloflEnvironmentallQualityeQ2012eQmjeQkmkfnk 3.4 42

13 IdentificationQofQaQnovelQprophageQregulatorQinQEscherichiaQcoliQcontrollingQtheQexpressionQofQtypeQIIIQ
secretiongQMolecularlMicrobiologyeQ2012eQqleQkiqfkl 4.1 28

12 IdentificationQofQSalmonellaQentericaQspeciesfQandQsubgroupfspecificQgenomicQregionsQusingQPanseqQ
kgigQInfection,lGeneticslandlEvolutioneQ2011eQjjeQkjnjfoj 4.5 9

11 EverythingQatQoncesQcomparativeQanalysisQofQtheQgenomesQofQbacterialQpathogensgQVeterinaryl
MicrobiologyeQ2011eQjnleQjlfko 3.3 11

10 LineageQandQhostQsourceQareQbothQcorrelatedQwithQlevelsQofQShigaQtoxinQkQproductionQbyQEscherichiaQ
coliQOjnpsHpQstrainsgQAppliedlandlEnvironmentallMicrobiologyeQ2010eQpoeQmpmfqk 4.8 48

9 PanfgenomeQsequenceQanalysisQusingQPanseqsQanQonlineQtoolQforQtheQrapidQanalysisQofQcoreQandQ
accessoryQgenomicQregionsgQBMClBioinformaticseQ2010eQjjeQmoj 3.6 200

8 GenomicQregionsQconservedQinQlineageQIIQEscherichiaQcoliQOjnpsHpQstrainsgQAppliedlandlEnvironmentall
MicrobiologyeQ2009eQpneQlkpjfqi 4.8 12

7 InQsilicoQgenomicQanalysesQrevealQthreeQdistinctQlineagesQofQEscherichiaQcoliQOjnpsHpeQoneQofQwhichQisQ
associatedQwithQhyperfvirulencegQBMClGenomicseQ2009eQjieQkqp 4.5 59

6
TwoQdistinctQgroupsQofQporcineQenteropathogenicQEscherichiaQcoliQstrainsQofQserogroupQOmnQareQ
revealedQbyQcomparativeQgenomicQhybridizationQandQvirulenceQgeneQmicroarraygQBMClGenomicseQ
2009eQjieQmik

4.5 8

5 GenotypicQcharacterizationQandQprevalenceQofQvirulenceQfactorsQamongQCanadianQEscherichiaQcoliQ
OjnpsHpQstrainsgQAppliedlandlEnvironmentallMicrobiologyeQ2008eQpmeQmljmfkl 4.8 46

4 RapidQdeterminationQofQEscherichiaQcoliQOjnpsHpQlineageQtypesQandQmolecularQsubtypesQbyQusingQ
comparativeQgenomicQfingerprintinggQAppliedlandlEnvironmentallMicrobiologyeQ2008eQpmeQooiofjn 4.8 29

3 GenomeQevolutionQinQmajorQEscherichiaQcoliQOjnpsHpQlineagesgQBMClGenomicseQ2007eQqeQjkj 4.5 123

2 RapidQandQaccurateQSNPQgenotypingQofQclonalQbacterialQpathogensQwithQBioHansel 1

(-2015)
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1 InsightsQfromQGenomicQStudiesQofQtheQFoodborneQandQWaterborneQPathogenQEscherichiaQcoliQOjnpsHpjfkj
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