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89 wiotechnologicalNandNzcologicalNPotentialNofNspcNnovcaNaNéiftedNStrainNIsolatedNfromNtheNxhallengerN
yeepNofNtheNMarianaNTrenchcNMarineiDrugsaN2021aNfnaN 6 4

88 xompleteNéenomeNSequenceNofNxampylobacterNjejuniNStrainNéfaNIsolatedNfromNaNPatientNwithN
éuillainbwarrˆ'NSyndromecNMicrobiologyiResourceiAnnouncementsaN2021aNfeaNeeejejgf 1.3

87 yraftNéenomeNSequenceNofNLMéNgnilncNMicrobiologyiResourceiAnnouncementsaN2021aNfeaNeeeigfgf 1.3 0

86
SblayerNproteinNgNofNvaginalNLactobacillusNcrispatusNgegnNenhancesNgrowthaNdifferentiationaNVzéFN
productionNandNbarrierNfunctionsNinNintestinalNepithelialNcellNlineNxacobgcNInternationaliJournaliofi
BiologicaliMacromoleculesaN2021aNfmnaNifebifn

7.9 1

85 WholeNgenomeNsequencingNofNfourNbacterialNstrainsNfromNSouthNShetlandNTrenchNrevealingN
biosyntheticNandNenvironmentalNadaptationNgeneNclusterscNMarineiGenomicsaN2020aNjiaNfeelmg 1.9 6

84
TheNzffectivenessNofNPotentialNProbioticsNLactobacillusNrhamnosusNVaheNandNLactobacillusN
delbrueckiiNIvHvHINinNIrradiatedNRatsNyependsNonNtheNNutritionalNStageNofNtheNHostcNProbioticsiandi
AntimicrobialiProteinsaN2020aNfgaNfihnbfije

5.5 6

83
WholeNéenomeNSequenceNofNMTfcfNIsolatedNfromNtheNxhallengerNyeepNofNtheNMarianaNTrenchN
RevealsNPhenazineNwiosynthesisNLocusNandNznvironmentalNvdaptationNFactorscNMarineiDrugsaN2020aN
fmaN

6 9

82
SblayerNproteinNgNofNLactobacillusNcrispatusNgegnaNitsNstructuralNandNimmunomodulatoryN
characteristicsNandNrolesNinNprotectiveNpotentialNofNtheNwholeNbacteriaNagainstNfoodborneN
pathogenscNInternationaliJournaliofiBiologicaliMacromoleculesaN2020aNfjeaNieebifg

7.9 9

81 RemarkableNFeaturesNofNMitochondrialNyNvNofNvcanthamoebaNpolyphagaNLincNvpbfaNRevealedNbyN
WholebéenomeNSequencingcNMicrobiologyiResourceiAnnouncementsaN2019aNmaN 1.3 6

80 xationicNamphiphilesNagainstNéardnerellaNvaginalisNresistantNstrainsNandNbacterialN
vaginosisbassociatedNpathogenscNPathogensiandiDiseaseaN2019aNllaN 4.2 8

79 zxpressionNofNandNmodifiedNgenesNinNisNnotNsufficientNforNarabinoseNtransportcNAccessiMicrobiologyaN
2019aNfaNeeeeeig 1

78 VariantNSignalNPeptidesNofNVaccineNvntigenaNFHbpaNImpairNProcessingNvffectingNSurfaceNLocalizationN
andNvntibodybMediatedNKillingNinNMostNMeningococcalNIsolatescNFrontiersiiniMicrobiologyaN2019aNfeaNgmil 5.7 10

77
windingNofNLcrVNproteinNfromNYersiniaNpestisNtoNhumanNTbcellsNinducesNapoptosisaNwhichNisN
completelyNblockedNbyNspecificNantibodiescNInternationaliJournaliofiBiologicaliMacromoleculesaN2019aN
fggaNfekgbfele

7.9 5

76 xohnellaNkolymensisNspcNnovcaNaNnovelNbacillusNisolatedNfromNSiberianNpermafrostcNInternationali
JournaliofiSystematiciandiEvolutionaryiMicrobiologyaN2018aNkmaNgnfgbgnfl 2.2 9

75 TheNhiddenNperilsNofNreadNmappingNasNaNqualityNassessmentNtoolNinNgenomeNsequencingcNScientifici
ReportsaN2017aNlaNihfin 4.9 4

74 PotentialNprobioticbassociatedNtraitsNrevealedNfromNcompletedNhighNqualityNgenomeNsequenceNofN
hmlgcNStandardsiiniGenomiciSciencesaN2017aNfgaNfn 9

73
xmevwxNMultidrugNzffluxNPumpNxontributesNtoNvntibioticNResistanceNandNPromotesNxampylobacterN
jejuniNSurvivalNandNMultiplicationNinNvcanthamoebaNpolyphagacNAppliediandiEnvironmentali
MicrobiologyaN2017aNmhaN

4.8 18
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72 LactobacillusNfermentumNhmlgNasNaNpotentialNtoolNforNcombattingNxampylobacterNjejuniNinfectionscN
VirulenceaN2017aNmaNfljhbflke 4.7 20

71
TheNroleNofNapolipoproteinNNbacylNtransferaseaNLntaNinNtheNlipidationNofNfactorNHNbindingNproteinNofN
NeisseriaNmeningitidisNstrainNMxjmNandNitsNpotentialNasNaNdrugNtargetcNBritishiJournaliofi
PharmacologyaN2017aNfliaNggilbggke

8.6 12

70 xharacterizationNofNLactobacillusNfermentumNUxObnlnxaNaNprobioticNstrainNwithNaNpotentN
antibHelicobacterNpyloriNactivitycNElectroniciJournaliofiBiotechnologyaN2017aNgjaNljbmh 3.1 28

69 YPTwhmfkNofNYersiniaNpseudotuberculosisNstrainNIPhgnjhNisNaNvirulencebrelatedN
metalloboligopeptidasecNBMCiMicrobiologyaN2016aNfkaNgmg 4.5 1

68 yraftNéenomeNSequenceNofNLactobacillusNplantarumNgegjcNGenomeiAnnouncementsaN2016aNiaN 1

67 yraftNéenomeNSequenceNofNPxohnellaNkolymensisPNwbgmikcNGenomeiAnnouncementsaN2016aNiaN 1

66 InsightNintoNproteomicNinvestigationsNofNNeisseriaNmeningitidisNserogroupNxNstrainNLnfjihNfromN
analysisNofNitsNgenomeNsequencecNFEMSiMicrobiologyiLettersaN2015aNhkgaN 2.9 3

65 SpecificNgeneticNfeaturesNofNxampylobacterNjejuniNstrainNéfNrevealedNbyNgenomeNsequencingcNFEMSi
MicrobiologyiLettersaN2015aNhkgaN 2.9 4

64 xampylobacterbvcanthamoebaNinteractionscNMicrobiologyisUnitediKingdomtaN2015aNfkfaNnhhbnil 2.9 14

63 yraftNéenomeNSequenceNofNaNProbioticNStrainaNLactobacillusNfermentumNUxObnlnxcNGenomei
AnnouncementsaN2015aNhaN 4

62 LactobacillusNfermentumNhmlgNgenomeNsequencingNrevealsNplasmidNandNchromosomalNgenesN
potentiallyNinvolvedNinNaNprobioticNactivitycNFEMSiMicrobiologyiLettersaN2015aNhkgaN 2.9 14

61 vNnegativeNeffectNofNxampylobacterNcapsuleNonNbacterialNinteractionNwithNanNanalogueNofNaNhostNcellN
receptorcNBMCiMicrobiologyaN2014aNfiaNfif 4.5 9

60 xampylobacterNjejuniNgeneNcjejffNencodesNaNserineNpeptidaseNessentialNforNcolonisationcNFEBSiOpeni
BioaN2014aNiaNikmblg 2.7 15

59 xampylobacterNjejuniNxapsularNPolysaccharideN2014aNjejbjgf 3

58 wiologicalNrolesNofNtheNObmethylNphosphoramidateNcapsuleNmodificationNinNxampylobacterNjejunicN
PLoSiONEaN2014aNnaNemlejf 3.7 41

57 yraftNéenomeNSequenceNofNwacillusNsubtilisNstrainNKvTMIRvfnhhcNGenomeiAnnouncementsaN2014aNgaN 8

56 yraftNéenomeNSequenceNofNLactobacillusNcrispatusNgegncNGenomeiAnnouncementsaN2014aNgaN 3

55 yraftNéenomeNSequenceNofNwacillusNamyloliquefaciensNwbfmnjcNGenomeiAnnouncementsaN2014aNgaN 13

(2014-2017)
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54
ProbioticNPropertiesNofNLactobacillusNcrispatusNgaegnoNHomeostaticNInteractionNwithNxervicovaginalN
zpithelialNxellsNandNvntagonisticNvctivityNtoNéenitourinaryNPathogenscNProbioticsiandiAntimicrobiali
ProteinsaN2014aNkaNfkjblk

5.5 30

53 yraftNéenomeNSequenceNofNLactobacillusNplantarumNgfkjcNGenomeiAnnouncementsaN2014aNgaN 3

52 UnusualNfeaturesNinNorganisationNofNcapsularNpolysaccharidebrelatedNgenesNofNxcNjejuniNstrainNXcNGene
aN2013aNjggaNhlbij 3.8 9

51 yraftNéenomeNSequenceNofNLactobacillusNjenseniiNStrainNMyNIIzbleVgWcNGenomeiAnnouncementsaN2013
aNfaN 2

50 yraftNéenomeNSequenceNofNLactobacillusNfermentumNStrainNhmlgcNGenomeiAnnouncementsaN2013aNfaN 12

49 yraftNéenomeNSequenceNofNxorynebacteriumNpseudodiphtheriticumNStrainNenefeiNPSokolovPcN
GenomeiAnnouncementsaN2013aNfaN 7

48 PutativeNmechanismsNandNbiologicalNroleNofNcoccoidNformNformationNinNxampylobacterNjejunicN
EuropeaniJournaliofiMicrobiologyiandiImmunologyaN2012aNgaNifbn 4.6 21

47 MolecularNmechanismsNandNbiologicalNroleNofNxampylobacterNjejuniNattachmentNtoNhostNcellscN
EuropeaniJournaliofiMicrobiologyiandiImmunologyaN2012aNgaNhgbie 4.6 25

46
YersiniaNpseudotuberculosisNmntHNfunctionsNinNintracellularNmanganeseNaccumulationaNwhichNisN
essentialNforNvirulenceNandNsurvivalNinNcellsNexpressingNfunctionalNNrampfcNMicrobiologyisUnitedi
KingdomtaN2011aNfjlaNfffjbffgg

2.9 35

45 InsectNinfectionNmodelNforNxampylobacterNjejuniNrevealsNthatNObmethylNphosphoramidateNhasN
insecticidalNactivitycNJournaliofiInfectiousiDiseasesaN2010aNgefaNllkbmg 7 60

44 éalleriaNmellonellaNasNanNalternativeNinfectionNmodelNforNYersiniaNpseudotuberculosiscNMicrobiologyi
sUnitediKingdomtaN2009aNfjjaNfjfkbfjgg 2.9 80

43 xampylobacterNjejuniNglycosylationNislandNimportantNinNcellNchargeaNlegionaminicNacidNbiosynthesisaN
andNcolonizationNofNchickenscNInfectioniandiImmunityaN2009aNllaNgjiibjk 3.7 103

42 xampylobacterNjejuniNcoculturedNwithNepithelialNcellsNreducesNsurfaceNcapsularNpolysaccharideN
expressioncNInfectioniandiImmunityaN2009aNllaNfnjnbkl 3.7 30

41 StepsNtowardNbroadbspectrumNtherapeuticsoNdiscoveringNvirulencebassociatedNgenesNpresentNinN
diverseNhumanNpathogenscNBMCiGenomicsaN2009aNfeaNjef 4.5 18

40 xommonalityNandNbiosynthesisNofNtheNObmethylNphosphoramidateNcapsuleNmodificationNinN
xampylobacterNjejunicNJournaliofiBiologicaliChemistryaN2007aNgmgaNgmjkkbgmjlk 5.4 74

39 wiofilmNformationNinNxampylobacterNjejunicNMicrobiologyisUnitediKingdomtaN2006aNfjgaNhmlbhnk 2.9 185

38 vnalysisNofNxampylobacterNjejuniNcapsularNlociNrevealsNmultipleNmechanismsNforNtheNgenerationNofN
structuralNdiversityNandNtheNabilityNtoNformNcomplexNheptosescNMoleculariMicrobiologyaN2005aNjjaNnebfeh 4.1 147

37 ThexampylobacterNjejuniglycomecNFEMSiMicrobiologyiReviewsaN2005aNgnaNhllbhne 15.1 14
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36 FunctionalNanalysisNofNtheNxampylobacterNjejuniNNblinkedNproteinNglycosylationNpathwaycNMoleculari
MicrobiologyaN2005aNjjaNfknjbleh 4.1 165

35 TheNxampylobacterNjejuniNglycomecNFEMSiMicrobiologyiReviewsaN2005aNgnaNhllbne 15.1 67

34 yevelopmentNandNapplicationNofNanNinsertionalNsystemNforNgeneNdeliveryNandNexpressionNinN
xampylobacterNjejunicNAppliediandiEnvironmentaliMicrobiologyaN2005aNlfaNieeibfh 4.8 81

33 vdaptationNofNxampylobacterNjejuniNNxTxfffkmNtoNhighblevelNcolonizationNofNtheNavianN
gastrointestinalNtractcNInfectioniandiImmunityaN2004aNlgaNhlknblk 3.7 143

32 TheNxampylobacterNjejuniNgeneralNglycosylationNsystemNisNimportantNforNattachmentNtoNhumanN
epithelialNcellsNandNinNtheNcolonizationNofNchickscNMicrobiologyisUnitediKingdomtaN2004aNfjeaNfnjlbfnki 2.9 146

31 vNxaenorhabditisNelegansNmodelNofNYersiniaNinfectionoNbiofilmNformationNonNaNbioticNsurfacecN
MicrobiologyisUnitediKingdomtaN2003aNfinaNhggfbhggn 2.9 100

30 SignaturebtaggedNmutagenesisNofNYersiniaNpestiscNAdvancesiiniExperimentaliMedicineiandiBiologyaN
2003aNjgnaNhnbif 3.6 4

29 IdentificationNofNNbacetylgalactosaminebcontainingNglycoproteinsNPzwhNandNxgpvNinNxampylobacterN
jejunicNMoleculariMicrobiologyaN2002aNihaNinlbjem 4.1 114

28 FurtherNstrategiesNforNsignaturebtaggedNmutagenesisNandNtheNapplicationNofNoligonucleotideN
microarraysNforNtheNquantificationNofNyNvbtaggedNstrainscNMethodsiiniMicrobiologyaN2002aNhhaNfklbfmi 2.8

27 vNnovelNparalogousNgeneNfamilyNinvolvedNinNphasebvariableNflagellabmediatedNmotilityNinN
xampylobacterNjejunicNMicrobiologyisUnitediKingdomtaN2002aNfimaNilhbime 2.9 133

26 PostNgenomeNanalysisNofNxampylobacterNjejunicNJournaliofiAppliediMicrobiologyaN2001aNneaNhkSbiiS 4.7 10

25 éenomeNsequenceNofNYersiniaNpestisaNtheNcausativeNagentNofNplaguecNNatureaN2001aNifhaNjghbl 50.4 1003

24 yemonstrationNofNpolysaccharideNcapsuleNinNxampylobacterNjejuniNusingNelectronNmicroscopycN
InfectioniandiImmunityaN2001aNknaNjngfbi 3.7 70

23 yetectionNandNinitialNcharacterizationNofNnovelNcapsularNpolysaccharideNamongNdiverseN
xampylobacterNjejuniNstrainsNusingNalcianNblueNdyecNJournaliofiClinicaliMicrobiologyaN2001aNhnaNglnbmi 9.7 72

22 vpplicationNofNhighbdensityNarraybbasedNsignaturebtaggedNmutagenesisNtoNdiscoverNnovelNYersiniaN
virulencebassociatedNgenescNInfectioniandiImmunityaN2001aNknaNlmfebn 3.7 80

21 WholeNgenomeNcomparisonNofNxampylobacterNjejuniNhumanNisolatesNusingNaNlowbcostNmicroarrayN
revealsNextensiveNgeneticNdiversitycNGenomeiResearchaN2001aNffaNflekbfj 9.7 246

20 yecipheringNxampylobacterNjejuniNcellNsurfaceNinteractionsNfromNtheNgenomeNsequencecNCurrenti
OpinioniiniMicrobiologyaN2001aNiaNhjbie 7.9 41

19 éeneticNandNbiochemicalNevidenceNofNaNxampylobacterNjejuniNcapsularNpolysaccharideNthatNaccountsN
forNPennerNserotypeNspecificitycNMoleculariMicrobiologyaN2000aNhjaNjgnbif 4.1 198

(2000-2005)
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18
MultipleNNbacetylNneuraminicNacidNsynthetaseNVneuwWNgenesNinNxampylobacterNjejunioNidentificationN
andNcharacterizationNofNtheNgeneNinvolvedNinNsialylationNofNlipoboligosaccharidecNMoleculari
MicrobiologyaN2000aNhjaNffgebhi

4.1 121

17 TheNgenomeNsequenceNofNtheNfoodbborneNpathogenNxampylobacterNjejuniNrevealsNhypervariableN
sequencescNNatureaN2000aNiehaNkkjbm 50.4 1628

16 SinglebprimerNPxRNprocedureNforNrapidNidentificationNofNtransposonNinsertionNsitescNBioTechniquesaN
2000aNgmaNfelmaNfemeaNfemg 2.5 83

15 ProcedureNforNtheNinvestigationNofNbacterialNgenomesoNrandomNshotbgunNcloningaNsampleNsequencingN
andNmutagenesisNofNxampylobacterNjejunicNBioTechniquesaN1999aNgkaNjebgaNjiaNjk 2.5 11

14 StructuralNandNfunctionalNsignificanceNofNtheNFéLNsequenceNofNtheNperiplasmicNchaperoneNxaffMNofN
YersiniaNpestiscNJournaliofiBacteriologyaN1999aNfmfaNgiggbn 3.5 28

13 vnNimprovedNphysicalNandNgeneticNmapNofNxampylobacterNjejuniNNxTxNfffkmNVUvjmeWcNMicrobiologyi
sUnitediKingdomtaN1998aNfiiNVNPtNgWaNjehbjem 2.9 12

12
InfluenceNofNtheNconservedNdisulphideNbondaNexposedNtoNtheNputativeNbindingNpocketaNonNtheN
structureNandNfunctionNofNtheNimmunoglobulinblikeNmolecularNchaperoneNxaffMNofNYersiniaNpestiscN
BiochemicaliJournalaN1997aNhgiNVNPtNgWaNjlfbm

3.8 40

11
QuorumNsensingNinNveromonasNhydrophilaNandNveromonasNsalmonicidaoNidentificationNofNtheNLuxRIN
homologsNvhyRINandNvsaRINandNtheirNcognateNNbacylhomoserineNlactoneNsignalNmoleculescNJournaliofi
BacteriologyaN1997aNflnaNjglfbmf

3.5 338

10 StudyNofNtheNintergenicNexeFbexeéNregionNandNitsNapplicationNasNaNsimpleNpreliminaryNtestNforN
veromonasNsppcNFEMSiMicrobiologyiLettersaN1996aNfhlaNhlbii 2.9 5

9 VirulentNnonbcapsulateNYersiniaNpestisNvariantsNconstructedNbyNinsertionNmutagenesiscNJournaliofi
MedicaliMicrobiologyaN1995aNigaNgkibm 3.2 50

8 xloningNandNstudyNofNtheNgeneticNorganizationNofNtheNexeNgeneNclusterNofNveromonasNsalmonicidacN
GeneaN1995aNfjmaNllbmg 3.8 29

7 SpecificNhighNaffinityNbindingNofNhumanNinterleukinNfNbetaNbyNxaffvNusherNproteinNofNYersiniaNpestiscN
FEBSiLettersaN1995aNhlfaNkjbm 3.8 54

6 vNnewNgeneNofNtheNffNoperonNofNYcNpestisNinvolvedNinNtheNcapsuleNbiogenesiscNFEBSiLettersaN1992aN
gnlaNllbme 3.8 61

5 xaffRNgeneNandNitsNroleNinNtheNregulationNofNcapsuleNformationNofNYcNpestiscNFEBSiLettersaN1992aNhejaNhlbie3.8 45

4 zxpressionNofNtheNenvelopeNantigenNFfNofNYersiniaNpestisNisNmediatedNbyNtheNproductNofNcaffMNgeneN
havingNhomologyNwithNtheNchaperoneNproteinNPapyNofNzscherichiaNcolicNFEBSiLettersaN1991aNgmkaNlnbmg 3.8 73

3 NucleotideNsequenceNofNtheNYersiniaNpestisNgeneNencodingNFfNantigenNandNtheNprimaryNstructureNofN
theNproteincNPutativeNTNandNwNcellNepitopescNFEBSiLettersaN1990aNgllaNghebg 3.8 87

2 RegulationNofNrestrictionNendonucleaseNactivityNwithNantibioticscNAdvancesiiniEnzymeiRegulationaN
1978aNflaNhelbgf 7

1 ProtectionNofNparticularNcleavageNsitesNofNrestrictionNendonucleasesNbyNdistamycinNvNandN
actinomycinNycNNucleiciAcidsiResearchaN1976aNhaNggnhbhef 20.1 56
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