
Craig Parker

ListjofjPublicationsjbyjCitations

Source:jhttps://exaly.com/authorypdf/6089923/craigyparkerypublicationsybyycitations.pdf

Version:j2024y04y26j

Thisjdocumentjhasjbeenjgeneratedjbasedjonjthejpublicationsjandjcitationsjrecordedjbyjexaly.com.jForj

thejlatestjversionjofjthisjpublicationjlistxjvisitjthejlinkjgivenjabove.

ThejthirdjcolumnjisjthejimpactjfactorjsIFtjofjthejjournalxjandjthejfourthjcolumnjisjthejnumberjofj

citationsjofjthejarticle.

98
papers

3,054
citations

31
h-index

53
g-index

111
ext. papers

3,671
ext. citations

4.5
avg, IF

4.78
L-index



m Paper IF Citations

98 MajorNstructuralNdifferencesNandNnovelNpotentialNvirulenceNmechanismsNfromNtheNgenomesNofN
multipleNcampylobacterNspeciesdNPLoShBiologybN2005bNibNegk 9.7 440

97 PrevalencebNdistributionbNandNdiversityNofNSalmonellaNentericaNinNaNmajorNproduceNregionNofN
yaliforniadNAppliedhandhEnvironmentalhMicrobiologybN2011bNmmbNhmijcjn 4.8 175

96 TheNcompleteNgenomeNsequenceNandNanalysisNofNtheNepsilonproteobacteriumNwrcobacterNbutzleridN
PLoShONEbN2007bNhbNegikn 3.7 155

95
zifferentiationNofNyampylobacterNcolibNyampylobacterNjejunibNyampylobacterNlaribNandN
yampylobacterNupsaliensisNbyNaNmultiplexNPyRNdevelopedNfromNtheNnucleotideNsequenceNofNtheNlipidN
wNgeneNlpxwdNJournalhofhClinicalhMicrobiologybN2004bNjhbNkkjockm

9.7 142

94 yomparisonNofNyampylobacterNjejuniNlipooligosaccharideNbiosynthesisNlociNfromNaNvarietyNofNsourcesdN
JournalhofhClinicalhMicrobiologybN2005bNjibNhmmgcng 9.7 111

93
yomparativeNgenomicNanalysisNofNyampylobacterNjejuniNstrainsNrevealsNdiversityNdueNtoNgenomicN
elementsNsimilarNtoNthoseNpresentNinNydNjejuniNstrainNRMghhgdNJournalhofhClinicalhMicrobiologybN2006bN
jjbNjghkcik

9.7 105

92 TranscriptomeNanalysisNofNEscherichiaNcoliNOgkmpHmNexposedNtoNlysatesNofNlettuceNleavesdNAppliedhandh
EnvironmentalhMicrobiologybN2010bNmlbNgimkcnm 4.8 90

91 yultureNofNyampylobacterNjejuniNwithNsodiumNdeoxycholateNinducesNvirulenceNgeneNexpressiondN
JournalhofhBacteriologybN2008bNgofbNhhnlcom 3.5 88

90 TheNsalmonellaNtranscriptomeNinNlettuceNandNcilantroNsoftNrotNrevealsNaNnicheNoverlapNwithNtheN
animalNhostNintestinedNAppliedhandhEnvironmentalhMicrobiologybN2013bNmobNhkfclh 4.8 74

89 yharacterizationNofNlipooligosaccharidecbiosyntheticNlociNofNyampylobacterNjejuniNrevealsNnewN
lipooligosaccharideNclassespNevidenceNofNmosaicNorganizationsdNJournalhofhBacteriologybN2008bNgofbNklngco3.5 73

88 yomparativeNgenomicsNofNenterohemorrhagicNEscherichiaNcoliNOgjkpHhnNdemonstratesNaNcommonN
evolutionaryNlineageNwithNEscherichiaNcoliNOgkmpHmdNBMChGenomicsbN2014bNgkbNgm 4.5 58

87 HyperosmoticNstressNresponseNofNyampylobacterNjejunidNJournalhofhBacteriologybN2012bNgojbNlgglcif 3.5 58

86 zistinctNacidNresistanceNandNsurvivalNfitnessNdisplayedNbyNyurliNvariantsNofNenterohemorrhagicN
EscherichiaNcoliNOgkmpHmdNAppliedhandhEnvironmentalhMicrobiologybN2011bNmmbNilnkcok 4.8 49

85 zetectionNandNgenotypingNofNwrcobacterNandNyampylobacterNisolatesNfromNretailNchickenNsamplesN
byNuseNofNzNwNoligonucleotideNarraysdNAppliedhandhEnvironmentalhMicrobiologybN2007bNmibNiljkckk 4.8 49

84 ziversityNwithinNtheNyampylobacterNjejuniNtypeNINrestrictioncmodificationNlocidNMicrobiologyhsUnitedh
KingdomtbN2005bNgkgbNiimcikg 2.9 49

83 SalmonellaNbiofilmNformationNonNwspergillusNnigerNinvolvesNcelluloseccchitinNinteractionsdNPLoShONEbN
2011bNlbNehkkki 3.7 47

82 WholecσenomeNSequencingcxasedNyharacterizationNofNgffNListeriaNmonocytogenesNIsolatesN
yollectedNfromNéoodNProcessingNEnvironmentsNoverNaNéourcYearNPerioddNMSpherebN2019bNjbN 5 47

Craig Parker

2



81 TheNyampylobacterNjejuniNPhosSePhosRNoperonNrepresentsNaNnoncclassicalNphosphatecsensitiveN
twoccomponentNsystemdNMolecularhMicrobiologybN2006bNlhbNhmncog 4.1 46

80 yontributionNofNflagellaNandNinvasionNproteinsNtoNpathogenesisNofNSalmonellaNentericaNserovarN
enteritidisNinNchicksdNFEMShMicrobiologyhLettersbN2001bNhfjbNhnmcog 2.9 46

79 MicrobiotaczerivedNShortcyhainNéattyNwcidsNModulateNExpressionNofNzeterminantsNRequiredNforN
yommensalismNandNVirulencedNMBiobN2017bNnbN 7.8 45

78
EscherichiaNcoliNserotypeNOkkpHmNdiversityNsupportsNparallelNacquisitionNofNbacteriophageNatNShigaN
toxinNphageNinsertionNsitesNduringNevolutionNofNtheNOgkmpHmNlineagedNJournalhofhBacteriologybN2012bN
gojbNgnnkcol

3.5 45

77
yharacterizationNofNgeneticallyNmatchedNisolatesNofNyampylobacterNjejuniNrevealsNthatNmutationsNinN
genesNinvolvedNinNflagellarNbiosynthesisNalterNtheNorganismVsNvirulenceNpotentialdNAppliedhandh
EnvironmentalhMicrobiologybN2007bNmibNighicil

4.8 45

76 LipopolysaccharideNOcchainNmicroheterogeneityNofNSalmonellaNserotypesNEnteritidisNandN
TyphimuriumdNEnvironmentalhMicrobiologybN2001bNibNiihcjh 5.2 45

75 yomparativeNgenomicsNofNtheNyampylobacterNlariNgroupdNGenomehBiologyhandhEvolutionbN2014bNlbNihkhcll3.9 44

74 LipooligosaccharideNofNyampylobacterNjejunipNsimilarityNwithNmultipleNtypesNofNmammalianNglycansN
beyondNgangliosidesdNJournalhofhBiologicalhChemistrybN2011bNhnlbNghilgcmf 5.4 41

73 wNzNaseNencodedNbyNintegratedNelementNyJIEgNinhibitsNnaturalNtransformationNofNyampylobacterN
jejunidNJournalhofhBacteriologybN2009bNgogbNhholcifl 3.5 40

72 RcsxNcontributesNtoNtheNdistinctNstressNfitnessNamongNEscherichiaNcoliNOgkmpHmNcurliNvariantsNofNtheN
gooiNhamburgercassociatedNoutbreakNstrainsdNAppliedhandhEnvironmentalhMicrobiologybN2012bNmnbNmmflcgo4.8 35

71 zistinctNtranscriptionalNprofilesNandNphenotypesNexhibitedNbyNEscherichiaNcoliNOgkmpHmNisolatesN
relatedNtoNtheNhfflNspinachcassociatedNoutbreakdNAppliedhandhEnvironmentalhMicrobiologybN2012bNmnbNjkkcli4.8 35

70 TheNcompleteNgenomeNsequenceNandNanalysisNofNtheNhumanNpathogenNyampylobacterNlaridN
FoodbornehPathogenshandhDiseasebN2008bNkbNimgcnl 3.8 34

69 UpdatedNyampylobacterNjejuniNyapsuleNPyRNMultiplexNTypingNSystemNandNItsNwpplicationNtoNylinicalN
IsolatesNfromNSouthNandNSoutheastNwsiadNPLoShONEbN2015bNgfbNefgjjijo 3.7 34

68 NucleasesNencodedNbyNtheNintegratedNelementsNyJIEhNandNyJIEjNinhibitNnaturalNtransformationNofN
yampylobacterNjejunidNJournalhofhBacteriologybN2010bNgohbNoilcjg 3.5 32

67 yommonNgenomicNfeaturesNofNyampylobacterNjejuniNsubspdNdoyleiNstrainsNdistinguishNthemNfromNydN
jejuniNsubspdNjejunidNBMChMicrobiologybN2007bNmbNkf 4.5 31

66 yampylobacterNjejuniNcapsularNgenotypesNareNrelatedNtoNσuillaincxarrˆ'NsyndromedNClinicalh
MicrobiologyhandhInfectionbN2015bNhgbNnkhdegco 9.5 30

65 StructuralNanalysisNofNtheNcapsularNpolysaccharideNfromNyampylobacterNjejuniNRMghhgdN
ChemBioChembN2007bNnbNlhkcig 3.8 29

64
yomparisonNofNgenotypesNofNSalmonellaNentericaNserovarNEnteritidisNphageNtypeNifNandNocNstrainsN
isolatedNduringNthreeNoutbreaksNassociatedNwithNrawNalmondsdNAppliedhandhEnvironmentalh
MicrobiologybN2010bNmlbNimhicig

4.8 28

(2010-2006)

3



63 wgriculturalNintensificationNandNtheNevolutionNofNhostNspecialismNinNtheNentericNpathogendN
ProceedingshofhthehNationalhAcademyhofhScienceshofhthehUnitedhStateshofhAmericabN2020bNggmbNggfgncggfhn11.5 27

62 édhTUcmodulatedNformateNdehydrogenaseNexpressionNandNelectronNdonorNavailabilityNenhanceN
recoveryNofNyampylobacterNjejuniNfollowingNhostNcellNinfectiondNJournalhofhBacteriologybN2012bNgojbNinficgi3.5 26

61 SalmonellaNtranscriptionalNsignatureNinNTetrahymenaNphagosomesNandNroleNofNacidNtoleranceNinN
passageNthroughNtheNprotistdNISMEhJournalbN2011bNkbNhlhcmi 11.9 25

60
IdentificationNofNgenomicNdifferencesNbetweenNyampylobacterNjejuniNsubspdNjejuniNandNydNjejuniN
subspdNdoyleiNatNtheNnapNlocusNleadsNtoNtheNdevelopmentNofNaNydNjejuniNsubspeciationNmultiplexNPyRN
methoddNBMChMicrobiologybN2007bNmbNgg

4.5 25

59 MicroarraycbasedNcomparativeNgenomicNindexingNofNtheNyronobacterNgenusNWEnterobacterN
sakazakiiYdNInternationalhJournalhofhFoodhMicrobiologybN2009bNgilbNgkoclj 5.8 24

58 NaturalNrpoSNmutationsNcontributeNtoNpopulationNheterogeneityNinNEscherichiaNcoliNOgkmpHmNstrainsN
linkedNtoNtheNhfflNUSNspinachcassociatedNoutbreakdNFoodhMicrobiologybN2014bNjjbNgfncgn 6 23

57 yomparativeNgenomicNanalysisNofNclinicalNstrainsNofNyampylobacterNjejuniNfromNSouthNwfricadNPLoSh
ONEbN2008bNibNehfgk 3.7 21

56 LocalNgenesNforNlocalNbacteriapNEvidenceNofNallopatryNinNtheNgenomesNofNtransatlanticNyampylobacterN
populationsdNMolecularhEcologybN2017bNhlbNjjomcjkfn 5.7 20

55 EggNcontaminationNbyNSalmonellaNserovarNenteritidisNfollowingNvaccinationNwithNzeltacarowN
SalmonellaNserovarNtyphimuriumdNFEMShMicrobiologyhLettersbN2001bNgokbNmicn 2.9 20

54 MolecularNdiversityNofNtheNgeneticNlociNresponsibleNforNlipopolysaccharideNcoreNoligosaccharideN
assemblyNwithinNtheNgenusNSalmonelladNMolecularhMicrobiologybN2002bNjlbNgifkcgn 4.1 18

53 TheNyampylobacterNjejuniNhelicalNtoNcoccoidNtransitionNinvolvesNchangesNtoNpeptidoglycanNandNtheN
abilityNtoNelicitNanNimmuneNresponsedNMolecularhMicrobiologybN2019bNgghbNhnfcifg 4.1 17

52 MitigationNofNavianNreproductiveNtractNfunctionNbyNSalmonellaNenteritidisNproducingN
highcmolecularcmassNlipopolysaccharidedNEnvironmentalhMicrobiologybN2002bNjbNkincjk 5.2 17

51 TheNyampylobacterNjejuniNRacRSNsystemNregulatesNfumarateNutilizationNinNaNlowNoxygenN
environmentdNEnvironmentalhMicrobiologybN2015bNgmbNgfjoclj 5.2 16

50 yompleteNσenomeNSequencesNofNTwoNEscherichiaNcoliNOgjkpHhnNOutbreakNStrainsNofNéoodNOrigindN
GenomehAnnouncementsbN2014bNhbN 15

49 yomparativeNσenomicNwnalysisNIdentifiesNaNyampylobacterNyladeNzeficientNinNSeleniumNMetabolismdN
GenomehBiologyhandhEvolutionbN2017bNobNgnjicgnkn 3.9 14

48 TheNMajorityNofNσenotypesNofNtheNVirulenceNσeneNinlwNwreNIntactNamongNNaturalNWatershedNIsolatesN
ofNListeriaNmonocytogenesNfromNtheNyentralNyaliforniaNyoastdNPLoShONEbN2016bNggbNefglmkll 3.7 14

47 σenerationNofNtheNmembraneNpotentialNandNitsNimpactNonNtheNmotilitybNwTPNproductionNandNgrowthN
inNyampylobacterNjejunidNMolecularhMicrobiologybN2017bNgfkbNlimclkg 4.1 13

46 zemonstratesNyonservedNProteomicNandNTranscriptomicNResponsesNWhenNyocculturedNWithNHumanN
INTNjfmNandNyacochNEpithelialNyellsdNFrontiershinhMicrobiologybN2019bNgfbNmkk 5.7 13

Craig Parker

4



45 yampylobacterNjejuniNLipooligosaccharidespNStructuresNandNxiosynthesisN2014bNjnickfj 13

44 σrowthNphasecdependentNactivationNofNtheNzccRSNregulonNofNyampylobacterNjejunidNJournalhofh
BacteriologybN2010bNgohbNhmhocil 3.5 13

43 TheNyampylobacterNjejuniNyprRSNtwoccomponentNregulatoryNsystemNregulatesNaspectsNofNtheNcellN
envelopedNMolecularhMicrobiologybN2015bNolbNgnochfo 4.1 12

42 MulticdrugNresistantNEscherichiaNcoliNinNdiarrhoeagenicNfoalspNPulsotypingbNphylotypingbNserotypingbN
antibioticNresistanceNandNvirulenceNprofilingdNVeterinaryhMicrobiologybN2018bNhhibNgjjcgkh 3.3 11

41 wnalysisNofNtheNactivityNandNregulonNofNtheNtwoccomponentNregulatoryNsystemNcomposedNbyN
yjjnggml_gjnjNandNyjjnggml_gjniNofNyampylobacterNjejunidNJournalhofhBacteriologybN2015bNgombNgkohclfk3.5 10

40
yompleteNσenomeNSequencesNofNMultidrugcResistantNyampylobacterNjejuniNStrainNgjonfwNWTurkeyN
éecesYNandNyampylobacterNcoliNStrainNgjoniwNWHouseflyNfromNaNTurkeyNéarmYbNHarboringNaNNovelN
σentamicinNResistanceNMobileNElementdNGenomehAnnouncementsbN2016bNjbN

10

39 wbundanceNinNxreastfedNInfantsNandNIdentificationNofNaNNewNSpeciesNinNtheNσlobalNEntericsN
MulticenterNStudydNMSpherebN2020bNkbN 5 9

38 yataboliteNrepressionNinNyampylobacterNjejuniNcorrelatesNwithNintracellularNsuccinateNlevelsdN
EnvironmentalhMicrobiologybN2018bNhfbNgimjcginn 5.2 9

37 σenomicNepidemiologyNofNyampylobacterNjejuniNassociatedNwithNasymptomaticNpediatricNinfectionNinN
theNPeruvianNwmazondNPLoShNeglectedhTropicalhDiseasesbN2020bNgjbNefffnkii 4.8 9

36
MorphologyNheterogeneityNwithinNaNyampylobacterNjejuniNhelicalNpopulationpNtheNuseNofNcalcofluorN
whiteNtoNgenerateNrodcshapedNydNjejuniNngcgmlNclonesNandNtheNgeneticNdeterminantsNresponsibleNforN
differencesNinNmorphologyNwithinNggglnNstrainsdNMolecularhMicrobiologybN2017bNgfjbNojncomg

4.1 8

35 TheNUniqueNPhospholipidomeNofNtheNEntericNPathogenNyampylobacterNjejunipNLysophosholipidsNwreN
RequiredNforNMotilityNatNLowNOxygenNwvailabilitydNJournalhofhMolecularhBiologybN2020bNjihbNkhjjckhkn 6.5 8

34 HighcérequencyNVariationNofNPurineNxiosynthesisNσenesNIsNaNMechanismNofNSuccessNinN
yampylobacterNjejunidNMBiobN2015bNlbNefflghcgk 7.8 7

33 UtilizationNefficiencyNofNhumanNmilkNoligosaccharidesNbyNhumancassociatedNisNstraincdependentdN
AppliedhandhEnvironmentalhMicrobiologybN2021bNwEMfgjnmhg 4.8 6

32 yampylobacterNjejuniNgenotypesNareNassociatedNwithNpostcinfectionNirritableNbowelNsyndromeNinN
humansdNCommunicationshBiologybN2021bNjbNgfgk 6.7 6

31 σenotypingNyampylobacterNjejuniNbyNcomparativeNgenomeNindexingpNanNevaluationNwithNpulsedcfieldN
gelNelectrophoresisNandNflawNSVRNsequencingdNFoodbornehPathogenshandhDiseasebN2009bNlbNiimcjo 3.8 5

30 wNporcineNligatedNloopNmodelNrevealsNnewNinsightNintoNtheNhostNimmuneNresponseNagainstdNGuth
MicrobesbN2020bNghbNgchk 8.8 5

29 yompleteNσenomeNSequenceNofNyampylobacterNiguaniorumNStrainNRMggijibNIsolatedNfromNanN
wlpacadNGenomehAnnouncementsbN2016bNjbN 5

28 σenomeNSequencesNofNEightNShigaNToxincProducingNEscherichiaNcoliNStrainsNIsolatedNfromNaN
ProducecσrowingNRegionNinNyaliforniadNMicrobiologyhResourcehAnnouncementsbN2018bNmbN 1.3 5

(2018-2014)

5



27 yompleteNwnnotatedNσenomeNSequencesNofNThreeNyampylobacterNjejuniNStrainsNIsolatedNfromN
NaturallyNyolonizedNéarmcRaisedNyhickensdNGenomehAnnouncementsbN2017bNkbN 4

26 RegulationNofNenergyNmetabolismNbyNtheNextracytoplasmicNfunctionNWEyéYNˇ�NfactorsNofNwrcobacterN
butzleridNPLoShONEbN2012bNmbNejjmol 3.7 4

25 TheNtranscriptomeNofNEscherichiaNcoliNOgkmpNHmNrevealsNaNroleNforNoxidativeNstressNresistanceNinNitsN
survivalNfromNpredationNbyNTetrahymenadNFEMShMicrobiologyhEcologybN2020bNolbN 4.3 3

24 yompleteNσenomeNSequencesNofNyampylobacterNjejuniNStrainsNRMigolNWhiidojYNandNRMigomN
WifndokYNIsolatedNfromNPatientsNwithNσuillaincxarrˆ'NSyndromedNGenomehAnnouncementsbN2015bNibN 3

23 yampylobacterNandNwrcobacterjoclk 3

22 UniqueNinducibleNfilamentousNmotilityNidentifiedNinNpathogenicNxacillusNcereusNgroupNspeciesdNISMEh
JournalbN2020bNgjbNhoomcifgf 11.9 3

21 σenomicNyharacterizationNofNzTgfjNStrainsNwssociatedNwithNyattleNandNxeefNProductsdNPathogensbN
2021bNgfbN 4.5 3

20 zraftNσenomeNSequencesNofNNineNyampylobacterNhyointestinalisNsubspdNlawsoniiNStrainsdN
MicrobiologyhResourcehAnnouncementsbN2018bNmbN 1.3 3

19 yompleteNσenomeNSequenceNofNwcinetobacterNradioresistensNStrainNLHlbNaNMultidrugcResistantN
xacteriophagecPropagatingNStraindNMicrobiologyhResourcehAnnouncementsbN2018bNmbN 1.3 3

18 σenomicNpopulationNstructureNassociatedNwithNrepeatedNescapeNofNSalmonellaNentericaNwTyygjfhnsN
fromNtheNlaboratoryNintoNnaturedNPLoShGeneticsbN2021bNgmbNegffonhf 6 3

17 σenomicNSequenceNofNsubspdNHSpgoNPennerNSerotypeNReferenceNStrainNRMijhfdNGenomeh
AnnouncementsbN2017bNkbN 2

16 yompleteNσenomicNSequenceNofNyampylobacterNjejuniNsubspdNjejuniNHSpgoNStrainNRMghnkNIsolatedN
fromNPackagedNyhickendNGenomehAnnouncementsbN2016bNjbN 2

15 yompleteNσenomeNSequenceNandNwnnotationNofNaNyampylobacterNjejuniNStrainbNMTVzSyjhfbN
IsolatedNfromNaNNaturallyNyolonizedNéarmcRaisedNyhickendNGenomehAnnouncementsbN2014bNhbN 2

14 yompleteNσenomeNSequenceNofNSalmonellaNentericaNsubspdNentericaNSerovarNThompsonNStrainN
RMlnildNGenomehAnnouncementsbN2013bNgbN 2

13 HIVNretestingNinNpregnantNwomenNinNSouthNwfricapNOutcomesNofNaNqualityNimprovementNprojectN
targetingNhealthNsystemsVNweaknessesdNSouthernhAfricanhJournalhofhHIVhMedicinebN2018bNgobNmnj 1.4 2

12 zNwNadenineNmethylasebNnotNtheNPstINrestrictioncmodificationNsystembNregulatesNvirulenceNgeneN
expressionNinNShigaNtoxincproducingNEscherichiaNcolidNFoodhMicrobiologybN2021bNolbNgfimhh 6 2

11 zesignNandNOperationNofNaNScaledcupNPilotNPlantNforNtheNRemovalNofNSugarNxeetNExtractNyolorantsN
usingNPowderedNwctivatedNyarbondNSugarhTechbN2021bNhibNglmcgmm 1.9 2

10 yompleteNσenomeNSequencesNofNThreeNxacillusNamyloliquefaciensNStrainsNThatNInhibitNtheNσrowthN
ofNListeriaNmonocytogenesdNGenomehAnnouncementsbN2018bNlbN 2

Craig Parker

6



9 yompleteNσenomeNSequencesNofNTwoNOutbreakNStrainsNofNSalmonellaNentericaNsubspdNentericaN
SerovarNThompsonNwssociatedNwithNyilantrodNGenomehAnnouncementsbN2015bNibN 1

8 yontributionNofNflagellaNandNinvasionNproteinsNtoNpathogenesisNofNSalmonellaNentericaNserovarN
enteritidisNinNchicks 1

7 zatasetNofNtheNphospholipidomeNandNtranscriptomeNofNunderNdifferentNgrowthNconditionsdNDatahinh
BriefbN2020bNiibNgflijo 1.2 1

6 σenomicNyharacterizationNofNwdaptedNtoNtheNσuineaNPigNWYNHostdNFrontiershinhCellularhandhInfectionh
MicrobiologybN2021bNggbNlfmmjm 5.9 1

5 yompleteNσenomeNSequenceNofNPantoeaNagglomeransNwSxfkNUsingNIlluminaNandNPacxioN
SequencingdNMicrobiologyhResourcehAnnouncementsbN2021bNgfbNeffkfghg 1.3 1

4 yompleteNσenomeNSequenceNofNtheNwrcobacterNmarinusNTypeNStrainNJyMNgkkfhdNMicrobiologyh
ResourcehAnnouncementsbN2018bNmbN 1.3 1

3 yompleteNσenomeNSequenceNofNLactococcusNlactisNsubspNStrainNgjxjbNWhichNInhibitsNtheNσrowthNofN
SalmonellaNentericaNSerotypeNPoonadNMicrobiologyhResourcehAnnouncementsbN2018bNmbN 1.3 1

2 yompleteNσenomeNSequenceNofNEnterobacterNasburiaeNStrainNwExifbNzeterminedNUsingNIlluminaN
andNPacxioNSequencingdNMicrobiologyhResourcehAnnouncementsbN2021bNgfbNeffklhhg 1.3 1

1 RegulationNofNEnergyNMetabolismNbyNtheNExtracytoplasmicNfunctionNWEyéYNˇ�NfactorsNofNwrcobacterN
butzleriN2016bNiggcihf

List of Publications

7


