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81 éxtendedNmultilocusNsequenceNtypingNsystemNforNzampylobacterNcolicNzeNlaricNzeNupsaliensiscNandNzeN
helveticuseNJournalloflClinicallMicrobiologycN2005cNkjcNijhldip 9.7 172

80 TheNcompleteNgenomeNsequenceNandNanalysisNofNtheNepsilonproteobacteriumNxrcobacterNbutzlerieN
PLoSlONEcN2007cNicNehjlo 3.7 155

79 IdentificationNofNhostdassociatedNallelesNbyNmultilocusNsequenceNtypingNofNzampylobacterNcoliN
strainsNfromNfoodNanimalseNMicrobiologyluUnitedlKingdomvcN2006cNhlicNikldill 2.9 110

78 ProgressiveNgenomedwideNintrogressionNinNagriculturalNzampylobacterNcolieNMolecularlEcologycN2013cN
iicNhglhdmk 5.7 98

77 zampylobacterNfetusNsubspeNtestudinumNsubspeNnovecNisolatedNfromNhumansNandNreptileseN
InternationallJournalloflSystematiclandlEvolutionarylMicrobiologycN2014cNmkcNipkkdipko 2.2 52

76
MinimalNstandardsNforNdescribingNnewNspeciesNbelongingNtoNtheNfamiliesNzampylobacteraceaeNandN
HelicobacteraceaeqNzampylobactercNxrcobactercNHelicobacterNandNWolinellaNsppeNInternationall
JournalloflSystematiclandlEvolutionarylMicrobiologycN2017cNmncNlipmdljhh

2.2 50

75 DiversityNwithinNtheNzampylobacterNjejuniNtypeNINrestrictiondmodificationNlocieNMicrobiologyluUnitedl
KingdomvcN2005cNhlhcNjjndjlh 2.9 49

74 σirstNmultidlocusNsequenceNtypingNschemeNforNxrcobacterNsppeNBMClMicrobiologycN2009cNpcNhpm 4.5 48

73 zomparativeNgenomicsNofNtheNzampylobacterNlariNgroupeNGenomelBiologylandlEvolutioncN2014cNmcNjilidmm3.9 44

72
MultilocusNsequenceNtypingNmethodsNforNtheNemergingNzampylobacterNSpeciesNzeNhyointestinaliscNzeN
lanienaecNzeNsputorumcNzeNconcisuscNandNzeNcurvuseNFrontierslinlCellularlandlInfectionlMicrobiologycN
2012cNicNkl

5.9 42

71 yiologicalNrolesNofNtheNOdmethylNphosphoramidateNcapsuleNmodificationNinNzampylobacterNjejunieN
PLoSlONEcN2014cNpcNeonglh 3.7 41

70 TheNcompleteNgenomeNsequenceNandNanalysisNofNtheNhumanNpathogenNzampylobacterNlarieN
FoodbornelPathogenslandlDiseasecN2008cNlcNjnhdom 3.8 34

69 InconsistencyNofNphenotypicNandNgenomicNcharacteristicsNofNzampylobacterNfetusNsubspeciesN
requiresNreevaluationNofNcurrentNdiagnosticseNJournalloflClinicallMicrobiologycN2014cNlicNkhojdo 9.7 29

68
IdentificationNofNgenomicNdifferencesNbetweenNzampylobacterNjejuniNsubspeNjejuniNandNzeNjejuniN
subspeNdoyleiNatNtheNnapNlocusNleadsNtoNtheNdevelopmentNofNaNzeNjejuniNsubspeciationNmultiplexNPzRN
methodeNBMClMicrobiologycN2007cNncNhh

4.5 25

67 GeneticNyasisNandNzlonalNPopulationNStructureNofNxntibioticNResistanceNinNIsolatedNσromNyroilerN
zarcassesNinNyelgiumeNFrontierslinlMicrobiologycN2018cNpcNhghk 5.7 24

66 zampylobacterNiguaniorumNspeNnovecNisolatedNfromNreptileseNInternationallJournalloflSystematiclandl
EvolutionarylMicrobiologycN2015cNmlcNpnldpoi 2.2 22

65 xntimicrobialNresistanceNpatternsNandNmolecularNresistanceNmarkersNofNzampylobacterNjejuniN
isolatesNfromNhumanNdiarrhealNcaseseNPLoSlONEcN2020cNhlcNegiinojj 3.7 21
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64 zomparativeNGenomicsNofNzampylobacterNfetusNfromNReptilesNandNMammalsNRevealsNDivergentN
évolutionNinNHostdxssociatedNLineageseNGenomelBiologylandlEvolutioncN2016cNocNiggmdhp 3.9 21

63
MolecularNepidemiologyNandNantimicrobialNresistanceNmechanismsNofNzampylobacterNcoliNfromN
diarrhoealNpatientsNandNbroilerNcarcassesNinNyelgiumeNTransboundarylandlEmerginglDiseasescN2019cN
mmcNkmjdknl

4.2 16

62
xNcriticalNrebuttalNofNtheNproposedNdivisionNofNtheNgenusNxrcobacterNintoNsixNgeneraNusingN
comparativeNgenomiccNphylogeneticcNandNphenotypicNcriteriaeNSystematiclandlAppliedlMicrobiologycN
2020cNkjcNhimhgo

4.2 15

61 DiscriminativeNpowerNofNzampylobacterNphenotypicNandNgenotypicNtypingNmethodseNJournallofl
MicrobiologicallMethodscN2016cNhilcNjjdp 2.8 15

60 zampylobacterNfetusNSubspeciesNzontainNzonservedNTypeNIVNSecretionNSystemsNonNMultipleN
GenomicNIslandsNandNPlasmidseNPLoSlONEcN2016cNhhcNeghlioji 3.7 15

59 zomparativeNGenomicNxnalysisNIdentifiesNaNzampylobacterNzladeNDeficientNinNSeleniumNMetabolismeN
GenomelBiologylandlEvolutioncN2017cNpcNhokjdholo 3.9 14

58
WholeNgenomeNsequenceNanalysisNindicatesNrecentNdiversificationNofNmammaldassociatedN
zampylobacterNfetusNandNimplicatesNaNgeneticNfactorNassociatedNwithNHiSNproductioneNBMCl
GenomicscN2016cNhncNnhj

4.5 13

57
zampylobacterNpinnipediorumNspeNnovecNisolatedNfromNpinnipedscNcomprisingNzampylobacterN
pinnipediorumNsubspeNpinnipediorumNsubspeNnoveNandNzampylobacterNpinnipediorumNsubspeN
caledonicusNsubspeNnoveNInternationallJournalloflSystematiclandlEvolutionarylMicrobiologycN2017cNmncNhpmhdhpmo

2.2 12

56 zomparativeNGenomicsNofNxllNThreeNzampylobacterNsputorumNyiovarsNandNaNNovelN
zattledxssociatedNzeNsputorumNzladeeNGenomelBiologylandlEvolutioncN2017cNpcNhlhjdhlho 3.9 11

55 zompleteNGenomeNSequencesNofNzampylobacterNhyointestinalisNsubspeNhyointestinalisNStrainNLMGN
pimgNandNzeNhyointestinalisNsubspeNlawsoniiNStrainNLMGNhlppjeNGenomelAnnouncementscN2016cNkcN 10

54
zompleteNGenomeNSequencesNofNMultidrugdResistantNzampylobacterNjejuniNStrainNhkpogxNWTurkeyN
σecesZNandNzampylobacterNcoliNStrainNhkpojxNWHouseflyNfromNaNTurkeyNσarmZcNHarboringNaNNovelN
GentamicinNResistanceNMobileNélementeNGenomelAnnouncementscN2016cNkcN

10

53 zompleteNGenomeNSequenceNofNzampylobacterNgracilisNxTzzNjjijmTeNGenomelAnnouncementscN
2015cNjcN 9

52 xbundanceNinNyreastfedNInfantsNandNIdentificationNofNaNNewNSpeciesNinNtheNGlobalNéntericsN
MulticenterNStudyeNMSpherecN2020cNlcN 5 9

51
OrthogonalNtypingNmethodsNidentifyNgeneticNdiversityNamongNyelgianNzampylobacterNjejuniNstrainsN
isolatedNoverNaNdecadeNfromNpoultryNandNcasesNofNsporadicNhumanNillnesseNInternationallJournallofl
FoodlMicrobiologycN2018cNinlcNmmdnl

5.8 9

50 speNnovecNaNnovelNmemberNofNtheNgroupNisolatedNfromNsurfaceNwaterNandNstoolsNfromNhumansNwithN
entericNinfectioneNInternationallJournalloflSystematiclandlEvolutionarylMicrobiologycN2019cNmpcNjpmpdjpnp 2.2 9

49
LackNofNévidenceNforNermWyZNInfiltrationNIntoNérythromycindResistantNzampylobacterNcoliNandN
zampylobacterNjejuniNfromNzommercialNTurkeyNProductionNinNéasternNNorthNzarolinaqNxNMajorN
TurkeydGrowingNRegionNinNtheNUnitedNStateseNFoodbornelPathogenslandlDiseasecN2018cNhlcNmpodngg

3.8 9

48 zompleteNGenomeNSequenceNofNxTzzNjjijnNandNDraftNGenomeNSequencesNforNanNxdditionalNéightN
WelldzharacterizedNStrainseNGenomelAnnouncementscN2017cNlcN 8

47 MolecularNépidemiologyNofNzampylobacterNSpeciesN2014cNhphdihh 8
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46 zrypticNplasmidsNisolatedNfromNzampylobacterNstrainsNrepresentNmultiplecNnovelNincompatibilityN
groupseNPlasmidcN2007cNlncNhgodhn 3.3 8

45 xrcobacterqNanNOpportunisticNHumanNσooddyorneNPathogenvholdihi 8

44 zompleteNGenomeNSequenceNofNzampylobacterNiguaniorumNStrainNhkoléTcNIsolatedNfromNaNyeardedN
DragonNWPogonaNvitticepsZeNGenomelAnnouncementscN2014cNicN 7

43 zomparativeNGenomicsNofNzampylobacterNiguaniorumNtoNUnravelNGeneticNRegionsNxssociatedNwithN
ReptilianNHostseNGenomelBiologylandlEvolutioncN2016cNocNjgiidjgip 3.9 6

42 IsolatedNσromNNewNZealandNMusselsNHarborNaNPutativeNVirulenceNPlasmideNFrontierslinlMicrobiologycN
2019cNhgcNhogi 5.7 5

41 zomparativeNGenomicsNofNzampylobacterNSpeciesNOtherNthanNzampylobacterNjejuninjdpl 5

40 zompleteNGenomeNSequenceNofNzampylobacterNiguaniorumNStrainNRMhhjkjcNIsolatedNfromNanN
xlpacaeNGenomelAnnouncementscN2016cNkcN 5

39 zomparativeNgenomicsNandNgenomeNbiologyNofeNEmerginglMicrobeslandlInfectionscN2019cNocNoindokg 18.9 4

38 zompleteNGenomeNSequenceNofNtheNzampylobacterNureolyticusNzlinicalNIsolateNRIGSNpoogeNGenomel
AnnouncementscN2015cNjcN 4

37
ProximityNtoNOtherNzommercialNTurkeyNσarmsNxffectsNzolonizationNOnsetcNGenotypescNandN
xntimicrobialNResistanceNProfilesNofNzampylobacterNsppeNinNTurkeysqNSuggestiveNévidenceNfromNaN
PaireddσarmNModeleNAppliedlandlEnvironmentallMicrobiologycN2018cNokcN

4.8 4

36
DivergentNdistributionNofNtheNsensorNkinaseNzosSNinNnondthermotolerantNcampylobacterNspeciesNandN
itsNfunctionalNincompatibilityNwithNtheNresponseNregulatorNzosRNofNzampylobacterNjejunieNPLoSlONEcN
2014cNpcNeopnnk

3.7 4

35 zampylobacterNvulpisNspeNnoveNisolatedNfromNwildNredNfoxeseNSystematiclandlAppliedlMicrobiologycN
2021cNkkcNhimigk 4.2 4

34 zompleteNGenomeNSequenceNofNtheNxrcobacterNmolluscorumNTypeNStrainNLMGNilmpjeNMicrobiologyl
ResourcelAnnouncementscN2018cNncN 1.3 4

33 zompleteNGenomeNSequencesNofNzampylobacterNjejuniNStrainsNRMjhpmNWijjepkZNandNRMjhpnN
WjgoeplZNIsolatedNfromNPatientsNwithNGuillaindyarrˆ'NSyndromeeNGenomelAnnouncementscN2015cNjcN 3

32 zampylobacterNandNxrcobacterkpdml 3

31
SearchNforNsppeNRevealsNHighNPrevalenceNandNPronouncedNGeneticNDiversityNofNxrcobacterNbutzleriNinN
σloodwaterNSamplesNxssociatedNwithNHurricaneNσlorenceNinNNorthNzarolinacNUSxeNAppliedlandl
EnvironmentallMicrobiologycN2020cNomcN

4.8 3

30 DraftNGenomeNSequencesNofNNineNzampylobacterNhyointestinalisNsubspeNlawsoniiNStrainseN
MicrobiologylResourcelAnnouncementscN2018cNncN 1.3 3

29 zompleteNGenomeNSequenceNofNtheNxrcobacterNbivalviorumNTypeNStrainNLMGNimhlkeNMicrobiologyl
ResourcelAnnouncementscN2018cNncN 1.3 3
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28 zompleteNGenomeNSequenceNofNtheNxrcobacterNtrophiarumNTypeNStrainNLMGNilljkeNMicrobiologyl
ResourcelAnnouncementscN2018cNncN 1.3 3

27 zompleteNGenomeNSequenceNofNxcinetobacterNradioresistensNStrainNLHmcNaNMultidrugdResistantN
yacteriophagedPropagatingNStraineNMicrobiologylResourcelAnnouncementscN2018cNncN 1.3 3

26 zompleteNGenomeNSequencesNofNtheNxrcobacterNcryaerophilusNStrainsNxTzzNkjhloNandNxTzzN
kpmhleNMicrobiologylResourcelAnnouncementscN2018cNncN 1.3 3

25 zompleteNGenomeNSequenceNofNtheNxrcobacterNmytiliNTypeNStrainNLMGNikllpeNMicrobiologyl
ResourcelAnnouncementscN2018cNncN 1.3 3

24 StraindSpecificNDifferencesNinNSurvivalNofNsppeNinNNaturallyNzontaminatedNTurkeyNσecesNandNWatereN
AppliedlandlEnvironmentallMicrobiologycN2019cNolcN 4.8 2

23 zompleteNGenomeNSequenceNofNtheNTypeNStrainNxTzzNlhigpeNGenomelAnnouncementscN2017cNlcN 2

22 zompleteNGenomeNSequenceNandNxnnotationNofNaNzampylobacterNjejuniNStraincNMTVDSzjigcN
IsolatedNfromNaNNaturallyNzolonizedNσarmdRaisedNzhickeneNGenomelAnnouncementscN2014cNicN 2

21
zompleteNGenomeNSequencesNofNtheNzampylobacterNfetusNsubspeNcNzampylobacterNlariNsubspeNcN
zampylobacterNsputorumNbveNsputorumcNandNzampylobacterNvolucrisNTypeNStrainseNMicrobiologyl
ResourcelAnnouncementscN2019cNocN

1.3 2

20 xnNemendedNdescriptionNofNSasiNJyothsnaNeNighjqNgenomicNandNphenotypicNinsightseNInternationall
JournalloflSystematiclandlEvolutionarylMicrobiologycN2020cNngcNjpihdjpij 2.2 2

19 GeneticNcharacterisationNofNzampylobacterNconcisusqNStrategiesNforNimprovedNgenomospeciesN
discriminationeNSystematiclandlAppliedlMicrobiologycN2021cNkkcNhimhon 4.2 2

18 zompleteNGenomeNSequencesNofNTwoNOutbreakNStrainsNofNSalmonellaNentericaNsubspeNentericaN
SerovarNThompsonNxssociatedNwithNzilantroeNGenomelAnnouncementscN2015cNjcN 1

17 zompleteNGenomeNSequenceNofNtheNTypeNStrainNLMGNiklooeNGenomelAnnouncementscN2017cNlcN 1

16 zompleteNGenomeNSequenceNofNtheNHippuricasedPositiveNTypeNStrainNLMGNiklpheNGenomel
AnnouncementscN2017cNlcN 1

15 cNcNcNandNareNlaterNsynonymsNofNqNtransferNofNcNcNVVcNandNVVNtoNasNcombeNnovecNcombeNnovecNcombeNnoveNandN
combeNnoveNInternationallJournalloflSystematiclandlEvolutionarylMicrobiologycN2021cNnhcN 2.2 1

14
InternationalNzommitteeNonNSystematicsNofNProkaryotesNSubcommitteeNonNtheNTaxonomyNofN
zampylobacterNandNRelatedNyacteriaeNMinutesNofNtheNmeetingscNxugustNinNandNxugustNjhNighhcN
VancouvercNzanadaeNInternationallJournalloflSystematiclandlEvolutionarylMicrobiologycN2017cNmncNljhidljhk

2.2 1

13 GenomicNzharacterizationNofNxdaptedNtoNtheNGuineaNPigNWZNHosteNFrontierslinlCellularlandlInfectionl
MicrobiologycN2021cNhhcNmgnnkn 5.9 1

12 zompleteNGenomeNSequenceNofNtheNxrcobacterNellisiiNTypeNStrainNLMGNimhlleNMicrobiologylResourcel
AnnouncementscN2018cNncN 1.3 1

11 zompleteNGenomeNSequenceNofNtheNxrcobacterNmarinusNTypeNStrainNJzMNhllgieNMicrobiologyl
ResourcelAnnouncementscN2018cNncN 1.3 1

(2018-2018)
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10 zompleteNGenomeNSequenceNofNtheNxrcobacterNhalophilusNTypeNStrainNzzUGNljogleNMicrobiologyl
ResourcelAnnouncementscN2018cNncN 1.3 1

9 DetectingNGlucoseNσluctuationsNinNtheNNdGlycanNStructureeNACSlChemicallBiologycN2021cNhmcNimpgdingh 4.9 0

8
InternationalNzommitteeNonNSystematicsNofNProkaryotesNSubcommitteeNonNtheNTaxonomyNofN
zampylobacterNandNRelatedNyacteriaeNMinutesNofNtheNmeetingscNSeptemberNhlthNandNhothNighjcN
xberdeencNScotlandeNInternationallJournalloflSystematiclandlEvolutionarylMicrobiologycN2017cNmncNljhldljhm

2.2 0

7 zompleteNGenomeNSequencingNofNσourNxrcobacterNSpeciesNRevealsNaNDiverseNSuiteNofNMobileN
élementseNGenomelBiologylandlEvolutioncN2020cNhicNjolgdjolm 3.9

6 RegulationNofNénergyNMetabolismNbyNtheNéxtracytoplasmicNfunctionNWézσZNˇ�NfactorsNofNxrcobacterN
butzleriN2016cNjhhdjig

5 IdentificationNofNcoloniesNofNculturedNshellfishdassociatedNspeciesNbyNélasticNLightNScatterNxnalysiseN
CurrentlResearchlinlMicrobiallSciencescN2021cNicNhgggjj 3.3

4 xntimicrobialNresistanceNpatternsNandNmolecularNresistanceNmarkersNofNzampylobacterNjejuniN
isolatesNfromNhumanNdiarrhealNcasesN2020cNhlcNegiinojj

3 xntimicrobialNresistanceNpatternsNandNmolecularNresistanceNmarkersNofNzampylobacterNjejuniN
isolatesNfromNhumanNdiarrhealNcasesN2020cNhlcNegiinojj

2 xntimicrobialNresistanceNpatternsNandNmolecularNresistanceNmarkersNofNzampylobacterNjejuniN
isolatesNfromNhumanNdiarrhealNcasesN2020cNhlcNegiinojj

1 xntimicrobialNresistanceNpatternsNandNmolecularNresistanceNmarkersNofNzampylobacterNjejuniN
isolatesNfromNhumanNdiarrhealNcasesN2020cNhlcNegiinojj
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