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88 ReducingMassemblyMcomplexityMofMmicrobialMgenomesMwithMsinglecmoleculeMsequencingdMGenomeo
BiologybM2013bMgjbMRgfg 18.3 286

87 wnimalctocanimalMvariationMinMfecalMmicrobialMdiversityMamongMbeefMcattledMAppliedoandoEnvironmentalo
MicrobiologybM2010bMmlbMjnknclh 4.8 118

86
GreaterMdiversityMofMShigaMtoxincencodingMbacteriophageMinsertionMsitesMamongMEscherichiaMcoliM
OgkmpHmMisolatesMfromMcattleMthanMinMthoseMfromMhumansdMAppliedoandoEnvironmentaloMicrobiologybM
2007bMmibMlmgco

4.8 95

85 ShigactoxigenicMEscherichiaMcoliMOgkmMinMagriculturalMfairMlivestockbMUnitedMStatesdMEmergingo
InfectiousoDiseasesbM2006bMghbMmnfcl 10.2 85

84
xiofilmMformationMbyMShigaMtoxincproducingMEscherichiaMcoliMOgkmpHmMandMNoncOgkmMstrainsMandM
theirMtoleranceMtoMsanitizersMcommonlyMusedMinMtheMfoodMprocessingMenvironmentdMJournaloofoFoodo
ProtectionbM2012bMmkbMgjgnchn

2.5 80

83 VirulencecassociatedMandMantibioticMresistanceMgenesMofMmicrobialMpopulationsMinMcattleMfecesM
analyzedMusingMaMmetagenomicMapproachdMJournaloofoMicrobiologicaloMethodsbM2011bMnjbMhmncnh 2.8 71

82 VariableMtickMproteinMinMtwoMgenomicMgroupsMofMtheMrelapsingMfeverMspirocheteMxorreliaMhermsiiMinM
westernMNorthMwmericadMInfectionoandoImmunitybM2005bMmibMlljmckn 3.7 63

81 OuterMsurfaceMproteinMwMprotectsMLymeMdiseaseMspirochetesMfromMacquiredMhostMimmunityMinMtheMtickM
vectordMInfectionoandoImmunitybM2008bMmlbMkhhncim 3.7 61

80 wssociationMofMEscherichiaMcoliMOgkmpHmMtirMpolymorphismsMwithMhumanMinfectiondMBMCoInfectiouso
DiseasesbM2007bMmbMon 4 58

79
EffectMofMproximityMtoMaMcattleMfeedlotMonMEscherichiaMcoliMOgkmpHmMcontaminationMofMleafyMgreensM
andMevaluationMofMtheMpotentialMforMairborneMtransmissiondMAppliedoandoEnvironmentaloMicrobiologybM
2015bMngbMggfgcgf

4.8 55

78
xgpbMaMsecretedMglycosaminoglycancbindingMproteinMofMxorreliaMburgdorferiMstrainMNjfbMdisplaysM
nucleosidaseMactivityMandMisMnotMessentialMforMinfectionMofMimmunodeficientMmicedMInfectionoando
ImmunitybM2006bMmjbMifglchf

3.7 50

77 PhylogenyMofMShigaMtoxincproducingMEscherichiaMcoliMOgkmMisolatedMfromMcattleMandMclinicallyMillM
humansdMMolecularoBiologyoandoEvolutionbM2012bMhobMhfjmclh 8.3 47

76 SupportMvectorMmachineMappliedMtoMpredictMtheMzoonoticMpotentialMofMEdMcoliMOgkmMcattleMisolatesdM
ProceedingsoofotheoNationaloAcademyoofoSciencesoofotheoUnitedoStatesoofoAmericabM2016bMggibMggighcggigm11.5 44

75 yomparativeMgenomicsMofMtheMyampylobacterMlariMgroupdMGenomeoBiologyoandoEvolutionbM2014bMlbMihkhcll3.9 44

74 PhylogeneticMclassificationMofMEscherichiaMcoliMOgkmpHmMstrainsMofMhumanMandMbovineMoriginMusingMaM
novelMsetMofMnucleotideMpolymorphismsdMGenomeoBiologybM2009bMgfbMRkl 18.3 42

73 yharacterizationMofMEscherichiaMcoliMOgkmpHmMstrainsMisolatedMfromMsupersheddingMcattledMAppliedo
andoEnvironmentaloMicrobiologybM2013bMmobMjhojcifi 4.8 37

72 PrevalenceMandMenumerationMofMEscherichiaMcoliMOgkmpHmMandMSalmonellaMinMUdSdMabattoirsMthatM
processMfewerMthanMgfffMheadMofMcattleMperMdaydMJournaloofoFoodoProtectionbM2009bMmhbMghmhcn 2.5 35
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71
GenomicMsignaturesMofMMannheimiaMhaemolyticaMthatMassociateMwithMtheMlungsMofMcattleMwithM
respiratoryMdiseasebManMintegrativeMconjugativeMelementbMandMantibioticMresistanceMgenesdMBMCo
GenomicsbM2016bMgmbMonh

4.5 33

70 EvaluationMofMrealMtimeMPyRMassaysMforMtheMdetectionMandMenumerationMofMenterohemorrhagicM
EscherichiaMcoliMdirectlyMfromMcattleMfecesdMJournaloofoMicrobiologicaloMethodsbM2014bMgfkbMmhco 2.8 30

69
wssociationMofMnucleotideMpolymorphismsMwithinMtheMOcantigenMgeneMclusterMofMEscherichiaMcoliMOhlbM
OjkbMOgfibMOgggbMOghgbMandMOgjkMwithMserogroupsMandMgeneticMsubtypesdMAppliedoando
EnvironmentaloMicrobiologybM2012bMmnbMllnocmfi

4.8 28

68 yomparisonMofMeffectsMofMantimicrobialMinterventionsMonMmultidrugcresistantMSalmonellabM
susceptibleMSalmonellabMandMEscherichiaMcoliMOgkmpHmdMJournaloofoFoodoProtectionbM2008bMmgbMhgmmcng 2.5 27

67 ziverseMgeneticMmarkersMconcordantlyMidentifyMbovineMoriginMEscherichiaMcoliMOgkmMgenotypesM
underrepresentedMinMhumanMdiseasedMAppliedoandoEnvironmentaloMicrobiologybM2010bMmlbMilgck 4.8 26

66 zistributionMofMShigactoxigenicMEscherichiaMcoliMOgkmMinMtheMgastrointestinalMtractMofMnaturallyM
OgkmcsheddingMcattleMatMnecropsydMAppliedoandoEnvironmentaloMicrobiologybM2010bMmlbMkhmncng 4.8 26

65
LargeMgenomicMdifferencesMbetweenMMoraxellaMbovoculiMisolatesMacquiredMfromMtheMeyesMofMcattleM
withMinfectiousMbovineMkeratoconjunctivitisMversusMtheMdeepMnasopharynxMofMasymptomaticMcattledM
VeterinaryoResearchbM2016bMjmbMig

3.8 24

64 EvaluationMofMaMrealctimeMPyRMkitMforMdetectingMEscherichiaMcoliMOgkmMinMbovineMfecalMsamplesdM
AppliedoandoEnvironmentaloMicrobiologybM2004bMmfbMgnkkcm 4.8 24

63 EvolutionMofMaMzoonoticMpathogenpMinvestigatingMprophageMdiversityMinMenterohaemorrhagicMOgkmMbyM
longcreadMsequencingdMMicrobialoGenomicsbM2016bMhbMeffffol 4.4 21

62
GenomeMsequencingMandMcomparativeMgenomicsMprovidesMinsightsMonMtheMevolutionaryMdynamicsMandM
pathogenicMpotentialMofMdifferentMHcserotypesMofMShigaMtoxincproducingMEscherichiaMcoliMOgfjdMBMCo
MicrobiologybM2015bMgkbMni

4.5 20

61 xacterialMcommunityManalysisMofMbeefMcattleMfeedlotsMrevealsMthatMpenMsurfaceMisMdistinctMfromMfecesdM
FoodborneoPathogensoandoDiseasebM2011bMnbMljmco 3.8 20

60 ShortctermMevolutionMofMShigaMtoxincproducingMOgkmpHmMbetweenMtwoMfoodcborneMoutbreaksdM
MicrobialoGenomicsbM2016bMhbMeffffnj 4.4 20

59 ShigaMtoxinMsubctypeMhaMincreasesMtheMefficiencyMofMEscherichiaMcoliMOgkmMtransmissionMbetweenM
animalsMandMrestrictsMepithelialMregenerationMinMbovineMenteroidsdMPLoSoPathogensbM2019bMgkbMegffnffi 7.6 19

58 yompleteMGenomeMSequenceMforMtheMShellfishMPathogenMVibrioMcoralliilyticusMREonMIsolatedMfromMaM
ShellfishMHatcherydMGenomeoAnnouncementsbM2014bMhbM 19

57 yharacterizationMofMEscherichiaMcoliMOgkmpHmMstrainsMfromMcontaminatedMrawMbeefMtrimMduringMOhighM
eventMperiodsOdMAppliedoandoEnvironmentaloMicrobiologybM2014bMnfbMkflcgj 4.8 19

56
InternationalMcomparisonMofMclinicalbMbovinebMandMenvironmentalMEscherichiaMcoliMOgkmMisolatesMonM
theMbasisMofMShigaMtoxincencodingMbacteriophageMinsertionMsiteMgenotypesdMAppliedoando
EnvironmentaloMicrobiologybM2008bMmjbMmjjmckf

4.8 19

55
GenomeMSequenceMofMtheMThermotolerantMFoodborneMPathogenMSerovarMSenftenbergMwTyyMjinjkM
andMPhylogeneticMwnalysisMofMLociMEncodingMIncreasedMProteinMQualityMyontrolMMechanismsdM
MSystemsbM2017bMhbM

7.6 18

54
zisinfectantMandMantibioticMsusceptibilityMprofilesMofMEscherichiaMcoliMOgkmpHmMstrainsMfromMcattleM
carcassesbMfecesbMandMhidesMandMgroundMbeefMfromMtheMUnitedMStatesdMJournaloofoFoodoProtectionbM
2013bMmlbMlcgm

2.5 18
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53 LineageMandMgenogroupcdefiningMsingleMnucleotideMpolymorphismsMofMEscherichiaMcoliMOgkmpHmdM
AppliedoandoEnvironmentaloMicrobiologybM2013bMmobMmfilcjg 4.8 17

52 PhylogeographicMwnalysisMRevealsMMultipleMInternationalMtransmissionMEventsMHaveMzrivenMtheM
GlobalMEmergenceMofMEscherichiaMcoliMOgkmpHmdMClinicaloInfectiousoDiseasesbM2019bMlobMjhncjim 11.6 16

51 yomparativeMGenomicMwnalysisMIdentifiesMaMyampylobacterMyladeMzeficientMinMSeleniumMMetabolismdM
GenomeoBiologyoandoEvolutionbM2017bMobMgnjicgnkn 3.9 14

50 zualcserotypeMbiofilmMformationMbyMshigaMtoxincproducingMEscherichiaMcoliMOgkmpHmMandMOhlpHggM
strainsdMAppliedoandoEnvironmentaloMicrobiologybM2012bMmnbMlijgcj 4.8 14

49 yomparisonMofMwholeMgenomeMsequencesMfromMhumanMandMnonchumanMEscherichiaMcoliMOhlMstrainsdM
FrontiersoinoCellularoandoInfectionoMicrobiologybM2015bMkbMhg 5.9 12

48 yomparativeMgenomicsMofMSalmonellaMentericaMserovarMMontevideoMrevealsMlineagecspecificMgeneM
differencesMthatMmayMinfluenceMecologicalMnicheMassociationdMMicrobialoGenomicsbM2018bMjbM 4.4 12

47 yomparativeMGenomicsMofMwllMThreeMyampylobacterMsputorumMxiovarsMandMaMNovelM
yattlecwssociatedMydMsputorumMyladedMGenomeoBiologyoandoEvolutionbM2017bMobMgkgicgkgn 3.9 11

46
zisinfectantMandMwntimicrobialMSusceptibilityMProfilesMofMtheMxigMSixMNoncOgkmMShigaM
ToxincProducingMEscherichiaMcoliMStrainsMfromMFoodMwnimalsMandMHumansdMJournaloofoFoodoProtectionbM
2016bMmobMgikkcmf

2.5 11

45 SequenceMofMyolonizationMzeterminesMtheMyompositionMofMMixedMxiofilmsMbyMEscherichiaMcoliM
OgkmpHmMandMOgggpHnMStrainsdMJournaloofoFoodoProtectionbM2015bMmnbMgkkjco 2.5 10

44 GenomiccbasedMidentificationMofMenvironmentalMandMclinicalMListeriaMmonocytogenesMstrainsM
associatedMwithManMabortionMoutbreakMinMbeefMheifersdMBMCoVeterinaryoResearchbM2020bMglbMmf 2.7 8

43 yompleteMGenomeMSequenceMofMaMyolistinMResistanceMGeneMUmcrcgVcxearingMIsolateMofMEscherichiaM
coliMfromMtheMUnitedMStatesdMGenomeoAnnouncementsbM2016bMjbM 7

42 ylosedMGenomeMandMyomparativeMPhylogeneticMwnalysisMofMtheMylinicalMMultidrugMResistantMShigellaM
sonneiMStrainMnlldMGenomeoBiologyoandoEvolutionbM2018bMgfbMhhjgchhjm 3.9 7

41 FirstMylosedMGenomeMSequenceMofMyampylobacterMfetusMsubspdMvenerealisMbvdMintermediusdMGenomeo
AnnouncementsbM2014bMhbM 7

40 MolecularMserotypingMofMEscherichiaMcoliMOgggpHndMJournaloofoMicrobiologicaloMethodsbM2007bMlobMingci 2.8 7

39 yompleteMGenomeMSequenceMofMtheMLarvalMShellfishMPathogenMVibrioMtubiashiiMTypeMStrainMwTyyM
gogfodMGenomeoAnnouncementsbM2014bMhbM 6

38 GenotypingMEscherichiaMcoliMOgkmpHmMforMitsMabilityMtoMcauseMdiseaseMinMhumansdMCurrentoProtocolsoino
MicrobiologybM2009bMyhapterMkbMUnitMkwdi 7.1 6

37 yanonicalMSingleMNucleotideMPolymorphismsMUSNPsVMforMHighcResolutionMSubtypingMofMShigacToxinM
ProducingMEscherichiaMcoliMUSTEyVMOgkmpHmdMPLoSoONEbM2015bMgfbMefgigolm 3.7 6

36 yompleteMGenomeMSequenceMofMUVcResistantMyampylobacterMjejuniMRMigojbMIncludingManM
ngdfncKilobaseMPlasmiddMGenomeoAnnouncementsbM2016bMjbM 6
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35 yompleteMGenomeMSequenceMofMyampylobacterMjejuniMRMghnkbMaMRodcShapedMMorphologicalM
VariantdMGenomeoAnnouncementsbM2015bMibM 5

34 GenomeMSequencesMofMEightMShigaMToxincProducingMEscherichiaMcoliMStrainsMIsolatedMfromMaM
ProducecGrowingMRegionMinMyaliforniadMMicrobiologyoResourceoAnnouncementsbM2018bMmbM 1.3 5

33 yompleteMylosedMGenomeMSequencesMofMaMMannheimiaMhaemolyticaMSerotypeMwgMLeukotoxinM
zeletionMMutantMandMItsMWildcTypeMParentMStraindMGenomeoAnnouncementsbM2015bMibM 4

32 yompleteMGenomeMSequenceMofMtheMyampylobacterMureolyticusMylinicalMIsolateMRIGSMonnfdMGenomeo
AnnouncementsbM2015bMibM 4

31
yompleteMylosedMGenomeMSequencesMofMSalmonellaMentericaMsubspdMentericaMSerotypesMwnatumbM
MontevideobMTyphimuriumbMandMNewportbMIsolatedMfromMxeefbMyattlebMandMHumansdMGenomeo
AnnouncementsbM2016bMjbM

4

30 OccurrenceMofMOgkmpHmMinMPestMFliesMyapturedMinMLeafyMGreensMPlotsMGrownMNearMaMxeefMyattleM
FeedlotdMJournaloofoFoodoProtectionbM2019bMnhbMgiffcgifm 2.5 4

29 yompleteMylosedMGenomeMSequencesMofMFourMMannheimiaMvarigenaMIsolatesMfromMyattleMwithM
ShippingMFeverdMGenomeoAnnouncementsbM2014bMhbM 4

28 ylosedMGenomeMSequencesMofMSevenMIsolatesMfromMxeefMyalvesMwithMxovineMRespiratoryMziseaseM
yomplexdMGenomeoAnnouncementsbM2017bMkbM 4

27 LocusMofMHeatMResistanceMULHRVMinMMeatcxorneMEscherichiaMcolipMScreeningMandMGeneticM
yharacterizationdMAppliedoandoEnvironmentaloMicrobiologybM2021bMnmbM 4.8 4

26 yompleteMGenomeMSequenceMofMtheMwrcobacterMmolluscorumMTypeMStrainMLMGMhkloidMMicrobiologyo
ResourceoAnnouncementsbM2018bMmbM 1.3 4

25 ylosedMGenomeMSequenceMofMEscherichiaMcoliMKcghMGroupMStrainMylffdMMicrobiologyoResourceo
AnnouncementsbM2019bMnbM 1.3 3

24 yompletebMylosedMGenomeMSequencesMofMgfMSalmonellaMentericaMsubspdMentericaMSerovarM
TyphimuriumMStrainsMIsolatedMfromMHumanMandMxovineMSourcesdMGenomeoAnnouncementsbM2016bMjbM 3

23 yompleteMGenomeMSequenceMofMtheMwrcobacterMbivalviorumMTypeMStrainMLMGMhlgkjdMMicrobiologyo
ResourceoAnnouncementsbM2018bMmbM 1.3 3

22 yompleteMGenomeMSequencesMofMtheMwrcobacterMcryaerophilusMStrainsMwTyyMjigknMandMwTyyM
jolgkdMMicrobiologyoResourceoAnnouncementsbM2018bMmbM 1.3 3

21 yompleteMGenomeMSequenceMofMtheMwrcobacterMmytiliMTypeMStrainMLMGMhjkkodMMicrobiologyo
ResourceoAnnouncementsbM2018bMmbM 1.3 3

20 PathogenomesMofMwtypicalMNoncshigatoxigenicMNSFeSFMOgkmpHmeNMpMyomprehensiveMPhylogenomicM
wnalysisMUsingMylosedMGenomesdMFrontiersoinoMicrobiologybM2020bMggbMlgo 5.7 2

19 yompleteMGenomeMSequenceMofMtheMTypeMStrainMwTyyMkghfodMGenomeoAnnouncementsbM2017bMkbM 2

18 yompleteMandMylosedMGenomeMSequencesMofMgfMSalmonellaMentericaMsubspdMentericaMSerovarM
wnatumMIsolatesMfromMHumanMandMxovineMSourcesdMGenomeoAnnouncementsbM2016bMjbM 2
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17
GreaterMziversityMofMShigaMToxincEncodingMxacteriophageMInsertionMSitesMamongMEscherichiaMcoliM
OgkmpHmMIsolatesMfromMyattleMthanMinMThoseMfromMHumansdMAppliedoandoEnvironmentaloMicrobiologybM
2008bMmjbMkkjckkj

4.8 2

16 ProphagecdependentMrecombinationMdrivesMgenomeMstructuralMvariationMandMphenotypicM
heterogeneityMinMEscherichiaMcoliMOgkmpHm 2

15 zifferencesMbetweenMpredictedMouterMmembraneMproteinsMofMgenotypeMgMandMhMMannheimiaM
haemolyticadMBMCoMicrobiologybM2020bMhfbMhkf 4.5 2

14 wMyomputationalMMethodMtoMQuantifyMtheMEffectsMofMSlippedMStrandMMispairingMonMxacterialM
TetranucleotideMRepeatsdMScientificoReportsbM2019bMobMgnfnm 4.9 2

13 ylosedMGenomeMSequencesMandMwntibiogramsMofMglMIsolatesMfromMxovineMRespiratoryMziseaseM
yomplexMyasesMandMwpparentlyMHealthyMyontrolsdMMicrobiologyoResourceoAnnouncementsbM2018bMmbM 1.3 2

12 yompleteMGenomeMSequenceMofMtheMTypeMStrainMLMGMhjknndMGenomeoAnnouncementsbM2017bMkbM 1

11 yompleteMGenomeMSequenceMofMtheMHippuricasecPositiveMTypeMStrainMLMGMhjkogdMGenomeo
AnnouncementsbM2017bMkbM 1

10 GenomeMSequenceMofMaMUreasecPositiveMyampylobacterMlariMStraindMGenomeoAnnouncementsbM2015bMibM 1

9 yompleteMylosedMGenomeMSequenceMofMtheMExtremelyMHeatcResistantMStrainMEscherichiaMcoliMwWgdmdM
MicrobiologyoResourceoAnnouncementsbM2021bMgfbMeffkfhhg 1.3 1

8
RapidMestimationMofMSalmonellaMentericaMcontaminationMlevelMinMgroundMbeefMcMwpplicationMofMtheM
timectocpositivityMmethodMusingMaMcombinationMofMmolecularMdetectionMandMdirectMplatingdMFoodo
MicrobiologybM2021bMoibMgfilgk

6 1

7 zraftMGenomeMSequencesMofMSevenMStrainsMofMShigaMToxincProducingMEscherichiaMcoliMOgggMwithM
VariationMinMTheirMSensitivityMtoMNovobiocindMMicrobiologyoResourceoAnnouncementsbM2018bMmbM 1.3 1

6 yompleteMGenomeMSequenceMofMtheMwrcobacterMellisiiMTypeMStrainMLMGMhlgkkdMMicrobiologyoResourceo
AnnouncementsbM2018bMmbM 1.3 1

5 yompleteMGenomeMSequenceMofMtheMwrcobacterMhalophilusMTypeMStrainMyyUGMkinfkdMMicrobiologyo
ResourceoAnnouncementsbM2018bMmbM 1.3 1

4 RatesMofMevolutionaryMchangeMofMresidentMEscherichiaMcoliMOgkmpHmMdifferMwithinMtheMsameMecologicalM
nicheddMBMCoGenomicsbM2022bMhibMhmk 4.5 0

3 yompleteMGenomeMSequencingMofMFourMwrcobacterMSpeciesMRevealsMaMziverseMSuiteMofMMobileM
ElementsdMGenomeoBiologyoandoEvolutionbM2020bMghbMinkfcinkl 3.9

2 GenomicManalysisMofMshigaMtoxinccontainingMEscherichiaMcoliMOgkmpHmMisolatedMfromMwrgentineanM
cattledMPLoSoONEbM2021bMglbMefhknmki 3.7

1 ReplyMtoMxabaMandMKanamoridMClinicaloInfectiousoDiseasesbM2020bMmgbMgikicgikk 11.6
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