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k Paper IF Citations

74 RationallyLdesignedLvectorsLforLfunctionalLgenomicLanalysisLofLandLotherLspeciesLbyL
transposonadirectedLinsertionasiteLsequencingLTTraxISUbLAnimaldDiseasesXL2021XLeXLfm 1

73 yxtensiveLmicrobialLdiversityLwithinLtheLchickenLgutLmicrobiomeLrevealedLbyLmetagenomicsLandL
culturebLPeerJXL2021XLmXLeedmhe 3.1 21

72 urchitectureLandLSelfaussemblyLofLwlostridiumLsporogenesLandLwlostridiumLbotulinumLSporeL
SurfacesLIllustrateLaLβeneralLProtectiveLStrategyLacrossLSporeLzormersbLMSphereXL2020XLiXL 5 2

71
IncreasingLprevalenceLofLaLfluoroquinoloneLresistanceLmutationLamongstLwampylobacterLjejuniL
isolatesLfromLfourLhumanLinfectiousLintestinalLdiseaseLstudiesLinLtheLUnitedLKingdombLPLoSdONEXL
2020XLeiXLedffkigi

3.7 7

70 TheLfitnessLlandscapeLofLtheLufricanLSalmonellaLTyphimuriumLSTgegLstrainLxfgildLrevealsLuniqueL
propertiesLofLtheLpvTeLplasmidbLPLoSdPathogensXL2019XLeiXLeeddkmhl 7.6 9

69 RetrospectiveLapplicationLofLtransposonadirectedLinsertionasiteLsequencingLtoLinvestigateL
nicheaspecificLvirulenceLofLSalmonellaLTyphimuriumLinLcattlebLBMCdGenomicsXL2019XLfdXLfd 4.5 13

68 ProteomicLProfilingXLTranscriptionLzactorLModelingXLandLβenomicsLofLyvolvedLTolerantLStrainsL
ylucidateLMechanismsLofLVanillinLToxicityLinLyscherichiaLcolibLMSystemsXL2019XLhXL 7.6 18

67 uddingLfunctionLtoLtheLgenomeLofLufricanLSalmonellaLTyphimuriumLSTgegLstrainLxfgildbLPLoSd
BiologyXL2019XLekXLegddddim 9.7 32

66 TheLfitnessLlandscapeLofLtheLufricanLSalmonellaLTyphimuriumLSTgegLstrainLxfgildLrevealsLuniqueL
propertiesLofLtheLpvTeLplasmidL2019XLeiXLeeddkmhl

65 TheLfitnessLlandscapeLofLtheLufricanLSalmonellaLTyphimuriumLSTgegLstrainLxfgildLrevealsLuniqueL
propertiesLofLtheLpvTeLplasmidL2019XLeiXLeeddkmhl

64 TheLfitnessLlandscapeLofLtheLufricanLSalmonellaLTyphimuriumLSTgegLstrainLxfgildLrevealsLuniqueL
propertiesLofLtheLpvTeLplasmidL2019XLeiXLeeddkmhl

63
UseLofLProteinsLIdentifiedLthroughLaLzunctionalLβenomicLScreenLToLxevelopLaLProteinLSubunitL
VaccineLThatLProvidesLSignificantLProtectionLagainstLVirulentLStreptococcusLsuisLinLPigsbLInfectiond
anddImmunityXL2018XLljXL

3.7 10

62 NPathotypingNLMultiplexLPwRLussayLforLHaemophilusLparasuisnLaLToolLforLPredictionLofLVirulencebL
JournaldofdClinicaldMicrobiologyXL2017XLiiXLfjekafjfl 9.7 15

61 WholeLβenomeLSequencingLforLSurveillanceLofLuntimicrobialLResistanceLinbLFrontiersdindMicrobiology
XL2017XLlXLgee 5.7 31

60 TranscriptomeLandLproteomeLanalysisLofLSalmonellaLentericaLserovarLTyphimuriumLsystemicL
infectionLofLwildLtypeLandLimmuneadeficientLmicebLPLoSdONEXL2017XLefXLedelegji 3.7 6

59 SequencingLaLpieceLofLhistorynLcompleteLgenomeLsequenceLofLtheLoriginalLstrainbLMicrobialdGenomics
XL2017XLgXLmgendddedj 4.4 23

58 βenesLRequiredLforLtheLzitnessLofLSalmonellaLentericaLSerovarLTyphimuriumLduringLInfectionLofL
ImmunodeficientLgpmeacaLphoxLMicebLInfectiondanddImmunityXL2016XLlhXLmlmammk 3.7 16
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57 wompleteLβenomeLSequenceLofLMIxβfggeXLaLβeneticallyLTractableLSerovarLlLwlinicalLIsolateLofL
uctinobacillusLpleuropneumoniaebLGenomedAnnouncementsXL2016XLhXL 16

56 IwyupleXLanLIntegrativeLwonjugativeLylementLRelatedLtoLIwyHinedijXLIdentifiedLinLtheLPigLPathogenL
uctinobacillusLpleuropneumoniaebLFrontiersdindMicrobiologyXL2016XLkXLled 5.7 16

55 TwoLUnrelatedLlaVinylLReductasesLynsureLProductionLofLMatureLwhlorophyllsLinLucaryochlorisL
marinabLJournaldofdBacteriologyXL2016XLemlXLegmgahdd 3.5 10

54
xraftLβenomeLSequencesLofLThreeLwlinicalLIsolatesLofLTannerellaLforsythiaLIsolatedLfromL
SubgingivalLPlaqueLfromLPeriodontitisLPatientsLinLtheLUnitedLStatesbLGenomedAnnouncementsXL2016XL
hXL

8

53 uLbarrierLtoLhomologousLrecombinationLbetweenLsympatricLstrainsLofLtheLcooperativeLsoilL
bacteriumLMyxococcusLxanthusbLISMEdJournalXL2016XLedXLfhjlakk 11.9 31

52 wharacterisationLofLaLmobilisableLplasmidLconferringLflorfenicolLandLchloramphenicolLresistanceLinL
uctinobacillusLpleuropneumoniaebLVeterinarydMicrobiologyXL2015XLeklXLfkmalf 3.3 27

51 βenomicLsignaturesLofLhumanLandLanimalLdiseaseLinLtheLzoonoticLpathogenLStreptococcusLsuisbL
NaturedCommunicationsXL2015XLjXLjkhd 17.4 89

50 xevelopmentLofLaLMultiplexLPwRLussayLforLRapidLMolecularLSerotypingLofLHaemophilusLparasuisbL
JournaldofdClinicaldMicrobiologyXL2015XLigXLglefafe 9.7 52

49 IdentificationLofLdfruehLinLtwoLdistinctLplasmidsLconferringLtrimethoprimLresistanceLinL
uctinobacillusLpleuropneumoniaebLJournaldofdAntimicrobialdChemotherapyXL2015XLkdXLffekaff 5.1 23

48 PhylogenomicsLofLtheLkillerLwhaleLindicatesLecotypeLdivergenceLinLsympatrybLHeredityXL2015XLeehXLhlaii 3.6 38

47 SupramolecularLstructureLinLtheLmembraneLofLStaphylococcusLaureusbLProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaXL2015XLeefXLeikfiagd 11.5 17

46 WholeLgenomeLinvestigationLofLaLdivergentLcladeLofLtheLpathogenLStreptococcusLsuisbLFrontiersdind
MicrobiologyXL2015XLjXLeeme 5.7 18

45 βenomeawideLxNuLmethylationLpatternsLinLwildLsamplesLofLtwoLmorphotypesLofLthreespineL
sticklebackLTβasterosteusLaculeatusUbLMoleculardBiologydanddEvolutionXL2015XLgfXLlllami 8.3 25

44 MultiplexLPwRLassayLforLunequivocalLdifferentiationLofLuctinobacillusLpleuropneumoniaeLserovarsLeL
toLgXLiLtoLlXLedXLandLefbLJournaldofdClinicaldMicrobiologyXL2014XLifXLfgldai 9.7 30

43 SingleastepLselectionLofLbivalentLaptamersLvalidatedLbyLcomparisonLwithLSyLyXLusingL
highathroughputLsequencingbLPLoSdONEXL2014XLmXLeeddikf 3.7 22

42 TheLuseLofLgenomeLwideLassociationLmethodsLtoLinvestigateLpathogenicityXLpopulationLstructureL
andLserovarLinLHaemophilusLparasuisbLBMCdGenomicsXL2014XLeiXLeekm 4.5 29

41 PopulationLgenomicsLofLtheLkillerLwhaleLindicatesLecotypeLevolutionLinLsympatryLinvolvingLbothL
selectionLandLdriftbLMoleculardEcologyXL2014XLfgXLiekmamf 5.7 40

40 βenomeawideLhighathroughputLscreeningLtoLinvestigateLessentialLgenesLinvolvedLinL
methicillinaresistantLStaphylococcusLaureusLSequenceLTypeLgmlLsurvivalbLPLoSdONEXL2014XLmXLelmdel 3.7 17
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39 βenerationLofLaLTniLtransposonLlibraryLinLHaemophilusLparasuisLandLanalysisLbyL
transposonadirectedLinsertionasiteLsequencingLTTraxISUbLVeterinarydMicrobiologyXL2013XLejjXLiilajj 3.3 11

38 womprehensiveLassignmentLofLrolesLforLSalmonellaLtyphimuriumLgenesLinLintestinalLcolonizationLofL
foodaproducingLanimalsbLPLoSdGeneticsXL2013XLmXLeeddghij 6 134

37
SequencingLandLfunctionalLannotationLofLavianLpathogenicLyscherichiaLcoliLserogroupLOklLstrainsL
revealLtheLevolutionLofLybLcoliLlineagesLpathogenicLforLpoultryLviaLdistinctLmechanismsbLInfectiondandd
ImmunityXL2013XLleXLlglahm

3.7 64

36 βeneLcontentLandLdiversityLofLtheLlociLencodingLbiosynthesisLofLcapsularLpolysaccharidesLofLtheLeiL
serovarLreferenceLstrainsLofLHaemophilusLparasuisbLJournaldofdBacteriologyXL2013XLemiXLhfjhakg 3.5 33

35 uctivityLofLvdellovibrioLhitLlocusLproteinsXLvddedlLandLvddedmXLlinksLTypeLIVaLpilusL
extrusioncretractionLstatusLtoLpreyaindependentLgrowthLsignallingbLPLoSdONEXL2013XLlXLekmkim 3.7 32

34 TheLevolutionLofLtheLyscherichiaLcoliLphylogenybLInfectionsdGeneticsdanddEvolutionXL2012XLefXLfehafj 4.5 121

33 StructureLandLfunctionLofLvamyLwithinLtheLouterLmembraneLandLtheL˛†abarrelLassemblyLmachinebL
EMBOdReportsXL2011XLefXLefgal 6.5 79

32
RetrospectiveLapplicationLofLtransposonadirectedLinsertionLsiteLsequencingLtoLaLlibraryLofL
signatureataggedLminiaTniKmfLmutantsLofLyscherichiaLcoliLOeiknHkLscreenedLinLcattlebLJournaldofd
BacteriologyXL2011XLemgXLekkeaj

3.5 35

31 wompleteLgenomeLsequenceLofLtheLwrohnSsLdiseaseaassociatedLadherentainvasiveLyscherichiaLcoliL
strainLHMjdibLJournaldofdBacteriologyXL2011XLemgXLhihd 3.5 34

30 QuantitativeLRNuaseqLanalysisLofLtheLwampylobacterLjejuniLtranscriptomebLMicrobiologydnUnitedd
KingdomoXL2011XLeikXLfmffafmgf 2.9 38

29 wompleteLgenomeLsequenceLandLcomparativeLmetabolicLprofilingLofLtheLprototypicalL
enteroaggregativeLyscherichiaLcoliLstrainLdhfbLPLoSdONEXL2010XLiXLellde 3.7 134

28 uLcommensalLgoneLbadnLcompleteLgenomeLsequenceLofLtheLprototypicalLenterotoxigenicL
yscherichiaLcoliLstrainLHedhdkbLJournaldofdBacteriologyXL2010XLemfXLilffage 3.5 141

27 wharacterizationLofLISvthhXLaLfunctionalLnewLISfgeLvariantLfromLvacillusLthuringiensisLMyXgefbL
PlasmidXL2010XLjgXLhjaif 3.3 2

26 womprehensiveLidentificationLofLSalmonellaLentericaLserovarLtyphimuriumLgenesLrequiredLforL
infectionLofLvuLvccLmicebLPLoSdPathogensXL2009XLiXLeedddifm 7.6 66

25 womprehensiveLidentificationLofLessentialLStaphylococcusLaureusLgenesLusingL
TransposonaMediatedLxifferentialLHybridisationLTTMxHUbLBMCdGenomicsXL2009XLedXLfme 4.5 194

24 MycoxvnLanLonlineLdatabaseLforLcomparativeLgenomicsLofLtheLmycobacteriaLandLrelatedLorganismsbL
MethodsdindMoleculardBiologyXL2009XLhjiXLhemage 1.4 3

23 TheLpangenomeLstructureLofLyscherichiaLcolinLcomparativeLgenomicLanalysisLofLybLcoliLcommensalL
andLpathogenicLisolatesbLJournaldofdBacteriologyXL2008XLemdXLjlleamg 3.5 607

22 xvuSyfnLaLcomprehensiveLresourceLforLcomparativeLbacterialLgenomicsbLNucleicdAcidsdResearchXL
2008XLgjXLxihgaj 20.1 113
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21 βenomeLsequencingLshowsLthatLyuropeanLisolatesLofLzrancisellaLtularensisLsubspeciesLtularensisL
areLalmostLidenticalLtoLUSLlaboratoryLstrainLSchuLShbLPLoSdONEXL2007XLfXLegif 3.7 41

20 PhylogeneticLcomparisonsLrevealLmultipleLacquisitionsLofLtheLtoxinLgenesLbyLenterotoxigenicL
yscherichiaLcoliLstrainsLofLdifferentLevolutionaryLlineagesbLJournaldofdClinicaldMicrobiologyXL2006XLhhXLhiflagj9.7 61

19 xownaregulationLofLkeyLvirulenceLfactorsLmakesLtheLSalmonellaLentericaLserovarLTyphimuriumLrfaHL
mutantLaLpromisingLliveaattenuatedLvaccineLcandidatebLInfectiondanddImmunityXL2006XLkhXLimehafi 3.7 82

18 uLnovelLstrategyLforLtheLidentificationLofLgenomicLislandsLbyLcomparativeLanalysisLofLtheLcontentsL
andLcontextsLofLtRNuLsitesLinLcloselyLrelatedLbacteriabLNucleicdAcidsdResearchXL2006XLghXLeg 20.1 62

17 yscherichiaLcoliLKaefnLaLcooperativelyLdevelopedLannotationLsnapshotaafddibLNucleicdAcidsdResearchXL
2006XLghXLeam 20.1 525

16 xvuSyXLaLcollectionLofLonlineLdatabasesLforLbacterialLcomparativeLgenomicsbLNucleicdAcidsdResearchXL
2006XLghXLxggiak 20.1 60

15 urrayOmenLaLprogramLforLestimatingLtheLsizesLofLmicroarrayavisualizedLbacterialLgenomesbLNucleicd
AcidsdResearchXL2005XLggXLeg 20.1 9

14 PrevalenceLofLpathogenicityLislandLIIwzTdkgLgenesLamongLextraintestinalLclinicalLisolatesLofL
yscherichiaLcolibLJournaldofdClinicaldMicrobiologyXL2005XLhgXLfhfiagh 9.7 39

13 uLdegenerateLtypeLIIILsecretionLsystemLfromLsepticemicLyscherichiaLcoliLcontributesLtoL
pathogenesisbLJournaldofdBacteriologyXL2005XLelkXLlejhake 3.5 56

12 vacterialLflagellarLdiversityLinLtheLpostagenomicLerabLTrendsdindMicrobiologyXL2005XLegXLehgam 12.4 85

11 βenomicLanalysisLofLtheLproteinLsecretionLsystemsLinLwlostridiumLacetobutylicumLuTwwLlfhbL
BiochimicadEtdBiophysicadActadtdMoleculardCelldResearchXL2005XLekhiXLffgaig 4.9 38

10
RegulatorsLencodedLinLtheLyscherichiaLcoliLtypeLIIILsecretionLsystemLfLgeneLclusterLinfluenceL
expressionLofLgenesLwithinLtheLlocusLforLenterocyteLeffacementLinLenterohemorrhagicLybLcoliL
OeiknHkbLInfectiondanddImmunityXL2004XLkfXLkflfamg

3.7 82

9
TheLyTTfLgeneLclusterXLencodingLaLsecondLtypeLIIILsecretionLsystemLfromLyscherichiaLcoliXLisLpresentL
inLtheLmajorityLofLstrainsLbutLhasLundergoneLwidespreadLmutationalLattritionbLJournaldofd
BacteriologyXL2004XLeljXLgihkajd

3.5 93

8 colivuSynLanLonlineLdatabaseLforLyscherichiaLcoliXLShigellaLandLSalmonellaLcomparativeLgenomicsbL
NucleicdAcidsdResearchXL2004XLgfXLxfmjam 20.1 63

7 unLanalysisLofLtypeaIIILsecretionLgeneLclustersLinLwhromobacteriumLviolaceumbLTrendsdind
MicrobiologyXL2004XLefXLhkjalf 12.4 23

6 βenomicLanalysisLofLsecretionLsystemsbLCurrentdOpiniondindMicrobiologyXL2003XLjXLiemafk 7.9 139

5 TheLyvolutionLofLPrimateLLentivirusesLandLtheLOriginsLofLuIxSL2002XLjiamj 9

4 vacterialLzHuLdomainsnLneglectedLplayersLinLtheLphosphoathreonineLsignallingLgamesbLTrendsdind
MicrobiologyXL2002XLedXLiijajg 12.4 94

(2002-2007)

5



3 TheLoriginsLofLacquiredLimmuneLdeficiencyLsyndromeLvirusesnLwhereLandLwhensbLPhilosophicald
TransactionsdofdthedRoyaldSocietydB:dBiologicaldSciencesXL2001XLgijXLljkakj 5.8 204

2 UnderstandingLtheLModelLandLtheLMenacenLaLPostgenomicLViewLofLyscherichiaLwolifeahl 1

1 RationallyLdesignedLmarinerLvectorsLtoLallowLfunctionalLgenomicLanalysisLofLuctinobacillusL
pleuropneumoniaeLandLotherLbacteriaLbyLtransposonadirectedLinsertionasiteLsequencingLTTraxISU 2
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