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23 zNlongitudinalNofyearNstudyNofNtheNmolecularNepidemiologyNofNclinicalNcampylobacterNisolatesNinN
OxfordshireeNUnitedNkingdomgNJournaliofiClinicaliMicrobiologyeN2012eNnieNljrlfkij 9.7 61
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20 NicheNsegregationNandNgeneticNstructureNofNCampylobacterNjejuniNpopulationsNfromNwildNandN
agriculturalNhostNspeciesgNMoleculariEcologyeN2011eNkieNlmqmfri 5.7 70

19 TemporalNvariationNandNhostNassociationNinNtheNCampylobacterNpopulationNinNaNlongitudinalN
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ruminantNfaecesgNJournaliofiAppliediMicrobiologyeN2010eNjireNqkrflq 4.7 16

17 EvolutionNofNanNagriculturefassociatedNdiseaseNcausingNCampylobacterNcoliNcladesNevidenceNfromN
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16 HostNassociationNofNCampylobacterNgenotypesNtranscendsNgeographicNvariationgNAppliediandi
EnvironmentaliMicrobiologyeN2010eNpoeNnkorfpp 4.8 90

15 ComparisonNofNCampylobacterNpopulationsNisolatedNfromNaNfreefrangeNbroilerNflockNbeforeNandNafterN
slaughtergNInternationaliJournaliofiFoodiMicrobiologyeN2010eNjlpeNknrfom 5.8 28

14 WhereNdoesNCampylobacterNcomeNfromxNzNmolecularNodysseygNAdvancesiiniExperimentaliMedicinei
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EnvironmentaliMicrobiologyeN2009eNjjeNknqfop 5.2 54

11 CampylobacterNinfectionNofNbroilerNchickensNinNaNfreefrangeNenvironmentgNEnvironmentali
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jejunigNJournaliofiClinicaliMicrobiologyeN2005eNmleNlmifp 9.7 177

7 MolecularNevidenceNforNdisseminationNofNuniqueNCampylobacterNjejuniNclonesNinNCuraˆ§aoeN
NetherlandsNzntillesgNJournaliofiClinicaliMicrobiologyeN2003eNmjeNnnrlfp 9.7 54
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ComparativeNgenotypingNofNCampylobacterNjejuniNbyNamplifiedNfragmentNlengthNpolymorphismeN
multilocusNsequenceNtypingeNandNshortNrepeatNsequencingsNstrainNdiversityeNhostNrangeeNandN
recombinationgNJournaliofiClinicaliMicrobiologyeN2003eNmjeNjnfko
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