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o Paper IF Citations

81 vvianMpathogenicaMuropathogenicaMandMnewbornMmeningitisbcausingMzscherichiaMcolioMhowMcloselyM
relatedMareMtheytcMInternationaliJournaliofiMedicaliMicrobiologyaM2007aMgnlaMfkhblk 3.7 362

80 vvianbpathogenicMzscherichiaMcoliMstrainsMareMsimilarMtoMneonatalMmeningitisMzcMcoliMstrainsMandMareM
ableMtoMcauseMmeningitisMinMtheMratMmodelMofMhumanMdiseasecMInfectioniandiImmunityaM2010aMlmaMhifgbn 3.7 137

79 IdentificationMofMgenesMrequiredMforMavianMzscherichiaMcoliMsepticemiaMbyMsignaturebtaggedM
mutagenesiscMInfectioniandiImmunityaM2005aMlhaMgmfmbgl 3.7 97

78 FullbLengthMGenomeMSequenceMofMPorcineMyeltacoronavirusMStrainMUSvdIvdgefidmlhicMGenomei
AnnouncementsaM2014aMgaM 79

77 PathogenesisMcomparisonMbetweenMtheMUnitedMStatesMporcineMepidemicMdiarrhoeaMvirusMprototypeM
andMSbINyzLbvariantMstrainsMinMconventionalMneonatalMpigletscMJournaliofiGeneraliVirologyaM2016aMnlaMffelbffgf4.9 60

76 vMnovelMtwobcomponentMsignalingMsystemMfacilitatesMuropathogenicMzscherichiaMcoliTsMabilityMtoM
exploitMabundantMhostMmetabolitescMPLoSiPathogensaM2013aMnaMefeehigm 7.6 52

75
HighbthroughputMwholeMgenomeMsequencingMofMPorcineMreproductiveMandMrespiratoryMsyndromeM
virusMfromMcellMcultureMmaterialsMandMclinicalMspecimensMusingMnextbgenerationMsequencingM
technologycMJournaliofiVeterinaryiDiagnosticiInvestigationaM2017aMgnaMifbje

1.5 48

74 FNRMregulatesMexpressionMofMimportantMvirulenceMfactorsMcontributingMtoMpathogenicityMofM
uropathogenicMzscherichiaMcolicMInfectioniandiImmunityaM2014aMmgaMjemkbnm 3.7 41

73 TranscriptomeManalysisMofMavianMpathogenicMzscherichiaMcoliMOfMinMchickenMserumMrevealsMadaptiveM
responsesMtoMsystemicMinfectioncMInfectioniandiImmunityaM2011aMlnaMfnjfbke 3.7 39

72 MetagenomicManalysisMofMtheMRNvMfractionMofMtheMfecalMviromeMindicatesMhighMdiversityMinMpigsM
infectedMbyMporcineMendemicMdiarrheaMvirusMinMtheMUnitedMStatescMVirologyiJournalaM2018aMfjaMnj 6.1 34

71 vatvMisMaMnovelMautotransporterMandMvirulenceMfactorMofMavianMpathogenicMzscherichiaMcolicMInfectioni
andiImmunityaM2010aMlmaMmnmbnek 3.7 34

70 FullbLengthMGenomeMSequencesMofMSenecavirusMvMfromMRecentMIdiopathicMVesicularMyiseaseM
OutbreaksMinMUcScMSwinecMGenomeiAnnouncementsaM2015aMhaM 30

69
PhylogeneticsaMGenomicMRecombinationaMandMNSPgMPolymorphicMPatternsMofMPorcineMReproductiveM
andMRespiratoryMSyndromeMVirusMinMxhinaMandMtheMUnitedMStatesMinMgefibgefmcMJournaliofiVirologyaM
2020aMniaM

6.6 27

68
zvaluationMofMserologicalMcrossbreactivityMandMcrossbneutralizationMbetweenMtheMUnitedMStatesM
porcineMepidemicMdiarrheaMvirusMprototypeMandMSbINyzLbvariantMstrainscMBMCiVeterinaryiResearchaM
2016aMfgaMle

2.7 27

67 xharacterizationMofMaMyjjQMmutantMofMavianMpathogenicMzscherichiaMcoliMUvPzxVcMMicrobiologyisUnitedi
KingdomtaM2008aMfjiaMfemgbfenh 2.9 26

66 IsolationMofMPxVhMfromMPerinatalMandMReproductiveMxasesMofMPxVhbvssociatedMyiseaseMandMInMVivoM
xharacterizationMofMPxVhMReplicationMinMxydxyMGrowingMPigscMVirusesaM2020aMfgaM 6.2 23

65
TheMemergenceMofMnovelMsparrowMdeltacoronavirusesMinMtheMUnitedMStatesMmoreMcloselyMrelatedMtoM
porcineMdeltacoronavirusesMthanMsparrowMdeltacoronavirusMHKUflcMEmergingiMicrobesiandi
InfectionsaM2018aMlaMfej

18.9 21
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64 vrcvMxontrolsMMetabolismaMxhemotaxisaMandMMotilityMxontributingMtoMtheMPathogenicityMofMvvianM
PathogenicMzscherichiaMcolicMInfectioniandiImmunityaM2015aMmhaMhjijbji 3.7 20

63 RecombinationMbetweenMVaccineMandMFieldMStrainsMofMPorcineMReproductiveMandMRespiratoryM
SyndromeMViruscMEmergingiInfectiousiDiseasesaM2019aMgjaMghhjbghhl 10.2 18

62 GenotypesMandMvntimicrobialMSusceptibilityMProfilesMofMHemolyticMzscherichiaMcoliMfromMyiarrheicM
PigletscMFoodborneiPathogensiandiDiseaseaM2019aMfkaMnibfeh 3.8 17

61 ProteomeMresponseMofManMextraintestinalMpathogenicMzscherichiaMcoliMstrainMwithMzoonoticMpotentialM
toMhumanMandMchickenMseracMJournaliofiProteomicsaM2012aMljaMimjhbkg 3.9 15

60 GenomeMsequenceMofMxhineseMporcineMparvovirusMstrainMPPVgefecMJournaliofiVirologyaM2012aMmkaMghln 6.6 13

59 zxtraintestinalMpathogenicMzscherichiaMcoliMincreaseMextracytoplasmicMpolysaccharideMbiosynthesisM
forMserumMresistanceMinMresponseMtoMbloodstreamMsignalscMMoleculariMicrobiologyaM2018aMffeaMkmnblek 4.1 13

58 MicrobialMcommunityMsequencingManalysisMofMtheMcalfMeyeMmicrobiotaMandMrelationshipMtoMinfectiousM
bovineMkeratoconjunctivitiscMVeterinaryiMicrobiologyaM2017aMgelaMgklbgln 3.3 12

57 FNRMRegulatesMtheMzxpressionMofMImportantMVirulenceMFactorsMxontributingMtoMtheMPathogenicityMofM
vvianMPathogeniccMFrontiersiiniCellulariandiInfectioniMicrobiologyaM2017aMlaMgkj 5.9 12

56 yetectionMofMliveMattenuatedMinfluenzaMvaccineMvirusMandMevidenceMofMreassortmentMinMtheMUcScMswineM
populationcMJournaliofiVeterinaryiDiagnosticiInvestigationaM2020aMhgaMhefbhff 1.5 11

55
xompleteMGenomeMSequencesMofMTwoMNovelMHumanbLikeMHhNgMInfluenzaMvMVirusesaM
vdswinedOklahomadkjnmedgeflMUHhNgVMandMvdSwinedOklahomadkjgkedgeflMUHhNgVaMyetectedMinM
SwineMinMtheMUnitedMStatescMMicrobiologyiResourceiAnnouncementsaM2018aMlaM

1.3 11

54 yetectionaMisolationaMandMinMvitroMcharacterizationMofMporcineMparainfluenzaMvirusMtypeMfMisolatedM
fromMrespiratoryMdiagnosticMspecimensMinMswinecMVeterinaryiMicrobiologyaM2019aMggmaMgfnbggj 3.3 10

53 RoleMofMenterotoxigenicMzscherichiaMcoliMprophageMinMspreadingMantibioticMresistanceMinMaM
porcinebderivedMenvironmentcMEnvironmentaliMicrobiologyaM2020aMggaMinlibinmi 5.2 10

52 IdentificationMofMporcineMepidemicMdiarrheaMvirusMvariantMwithMaMlargeMspikeMgeneMdeletionMfromMaM
clinicalMswineMsampleMinMtheMUnitedMStatescMVirusiGenesaM2018aMjiaMhghbhgl 2.3 10

51 yetectionMandMgeneticMcharacterizationMofMporcineMpegivirusMinMpigsMinMtheMUnitedMStatescM
TransboundaryiandiEmergingiDiseasesaM2018aMkjaMkfmbkgk 4.2 9

50 NovelMsiadenovirusMinfectionMinMaMcockatielMwithMchronicMliverMdiseasecMVirusiResearchaM2019aMgkhaMfkibfkm 6.4 8

49 GeneticMcharacterizationMofMStreptococcusMequiMsubspeciesMzooepidemicusMassociatedMwithMhighM
swineMmortalityMinMtheMUnitedMStatescMTransboundaryiandiEmergingiDiseasesaM2020aMklaMglnlbgmem 4.2 8

48 xompleteMGenomeMSequenceMofMPorcineMSapelovirusMStrainMUSvdIvhhhljdgefjMIdentifiedMinMtheM
UnitedMStatescMGenomeiAnnouncementsaM2016aMiaM 8

47 vMnovelMsmallMRNvMwmsrfMenhancesMvirulenceMinMwrucellaMmelitensisMMgmcMVeterinaryiMicrobiologyaM
2018aMgghaMfbm 3.3 8
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46 UropathogenicMzscherichiaMcoliMpreferentiallyMutilizeMmetabolitesMinMurineMforMnucleotideM
biosynthesisMthroughMsalvageMpathwayscMInternationaliJournaliofiMedicaliMicrobiologyaM2018aMhemaMnnebnnn3.7 8

45 tktfaMlocatedMonMaMnovelMpathogenicityMislandaMisMprevalentMinMavianMandMhumanMextraintestinalM
pathogenicMzscherichiaMcolicMBMCiMicrobiologyaM2012aMfgaMjf 4.5 8

44 GeneticMxharacterizationMofMzxPzxbLikeMVirulenceMPlasmidsMamongMaMSubsetMofMNMzxcMPLoSiONEaM
2016aMffaMeefilljl 3.7 8

43 ObspecificMpolysaccharideMconfersMlysozymeMresistanceMtoMextraintestinalMpathogenicMzscherichiaM
colicMVirulenceaM2018aMnaMkkkbkme 4.7 7

42 xompleteMGenomeMSequenceMofMtheMNeonatalMMeningitisbxausingMzscherichiaMcoliMStrainMNMzxMOfmcM
GenomeiAnnouncementsaM2016aMiaM 7

41 MonoclonalMantibodiesMagainstMStxfwMsubunitMofMzscherichiaMcoliMOfjloHlMdistinguishMtheMbacteriumM
fromMotherMbacteriacMLettersiiniAppliediMicrobiologyaM2010aMjfaMinnbjeh 2.9 7

40 GeneticMdiversityMofMporcineMreproductiveMandMrespiratoryMsyndromeMvirusMfMinMtheMUnitedMStatesMofM
vmericaMfromMgefeMtoMgefmcMVeterinaryiMicrobiologyaM2019aMghnaMfemimk 3.3 7

39 IdentificationMofMHostMvdaptationMGenesMinMzxtraintestinalMPathogenicMzscherichiaMcoliMduringM
InfectionMinMyifferentMHostscMInfectioniandiImmunityaM2019aMmlaM 3.7 6

38 GrozLMProteinMUHeatMShockMProteinMkeVMofMMycoplasmaMgallisepticumMInducesMvpoptosisMinMHostMxellsM
byMInteractingMwithMvnnexinMvgcMInfectioniandiImmunityaM2019aMmlaM 3.7 6

37 xompleteMGenomeMSequenceMofMStrainMUSvdMNgjmneNSdgefkaMIsolatedMinMtheMUnitedMStatescM
GenomeiAnnouncementsaM2017aMjaM 6

36 OriginMandMyisseminationMofMvntimicrobialMResistanceMamongMUropathogenicMzscherichiaMcolicM
MicrobiologyiSpectrumaM2015aMhaM 8.9 6

35 TranscriptomicMprofileManalysisMofMbrainMinferiorMcolliculusMfollowingMacuteMhydrogenMsulfideM
exposurecMToxicologyaM2020aMiheaMfjghij 4.4 6

34 StreptococcusMsuisMSerotypeMgMInfectionMxausesMHostMImmunomodulationMthroughMInductionMofM
ThymicMvtrophycMInfectioniandiImmunityaM2020aMmmaM 3.7 6

33 yetectionMandMgenomicMcharacterizationMofMnewMavianblikeMhepatitisMzMvirusMinMaMsparrowMinMtheM
UnitedMStatescMArchivesiofiVirologyaM2018aMfkhaMgmkfbgmki 2.6 6

32 xyclooxygenasebgMInhibitionMReducesMvutophagyMofMMacrophagesMznhancingMzxtraintestinalM
PathogenicMInfectioncMFrontiersiiniMicrobiologyaM2020aMffaMlem 5.7 4

31 xasesMofMhighMmortalityMinMcullMsowsMandMfeederMpigsMassociatedMwithMsubspcMsepticemiacMJournaliofi
VeterinaryiDiagnosticiInvestigationaM2020aMhgaMjkjbjlf 1.5 4

30 GeneticallyMdivergentMporcineMsapovirusMidentifiedMinMpigsaMUnitedMStatescMTransboundaryiandi
EmergingiDiseasesaM2020aMklaMfmbgm 4.2 4

29 TheMTwinbvrginineMTranslocationMSystemMIsMImportantMforMStressMResistanceMandMVirulenceMofM
wrucellaMmelitensiscMInfectioniandiImmunityaM2020aMmmaM 3.7 4
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28 NovelMvvianMPathogenicMzscherichiaMcoliMGenesMResponsibleMforMvdhesionMtoMxhickenMandMHumanM
xellMLinescMAppliediandiEnvironmentaliMicrobiologyaM2020aMmkaM 4.8 4

27
xompleteMxodingMGenomeMSequenceMofMaMNovelMPorcineMReproductiveMandMRespiratoryMSyndromeM
VirusMgMRestrictionMFragmentMLengthMPolymorphismMfbibiMLineageMfxMVariantMIdentifiedMinMIowaaM
USvcMMicrobiologyiResourceiAnnouncementsaM2021aMfeaMeeeiimgf

1.3 4

26 IdentificationMofMaMRuminantMOriginMGroupMwMRotavirusMvssociatedMwithMyiarrheaMOutbreaksMinMFoalscM
VirusesaM2021aMfhaM 6.2 4

25 IntrahostMSelectionMPressureMyrivesMzquineMvrteritisMVirusMzvolutionMduringMPersistentMInfectionMinM
theMStallionMReproductiveMTractcMJournaliofiVirologyaM2019aMnhaM 6.6 3

24 xompleteMGenomeMSequenceMofMNoncytopathicMwovineMViralMyiarrheaMVirusMfMxontaminatingMaM
HighbPassageMRKbfhMxellMLinecMGenomeiAnnouncementsaM2015aMhaM 3

23 MycoplasmaMhyopneumoniaeMInhibitsMPorcineMwetabyefensinMgMProductionMbyMwlockingMtheMUnfoldedM
ProteinMResponseMToMFacilitateMzpithelialMvdhesionMandMInfectioncMInfectioniandiImmunityaM2020aMmmaM 3.7 3

22 xompleteMGenomeMSequenceMofMtheMvvianbPathogenicMzscherichiaMcoliMStrainMvPzxMOfmcMGenomei
AnnouncementsaM2016aMiaM 3

21
vMpreviouslyMuncharacterizedMtwobcomponentMsignalingMsystemMinMuropathogenicMzscherichiaMcoliM
coordinatesMprotectionMagainstMhostbderivedMoxidativeMstressMwithMactivationMofMhemolysinbmediatedM
hostMcellMpyroptosiscMPLoSiPathogensaM2021aMflaMefefeeej

7.6 3

20
vnMzxtracytoplasmicMFunctionMSigmadvntibSigmaMFactorMSystemMRegulatesMHypochlorousMvcidM
ResistanceMandMImpactsMzxpressionMofMtheMTypeMIVMSecretionMSystemMincMJournaliofiBacteriologyaM2021
aMgehaMeeefglgf

3.5 3

19 ResponseMcharacteristicsMofMnirSbtypeMdenitrifierMParacoccusMdenitrificansMunderMflorfenicolMstresscM
EcotoxicologyiandiEnvironmentaliSafetyaM2021aMgfnaMffghjj 7 3

18
yevelopmentMofMaMtriplexMrealbtimeMRTbPxRMassayMforMdetectionMandMdifferentiationMofMthreeMUSM
genotypesMofMporcineMhemagglutinatingMencephalomyelitisMviruscMJournaliofiVirologicaliMethodsaM
2019aMgknaMfhbfl

2.6 2

17 xharacterizationMofMaMgefkbgeflMHumanMSeasonalMHhMInfluenzaMvMVirusMSpilloverMNowMzndemicMtoM
UcScMSwineccMMSphereaM2022aMeeemengf 5 2

16
MolecularMxharacterizationMofMtheMMajorMOpenMReadingMFramesMUORFsVMandMznhancerMzlementsMFromM
FourMGeographicallyMyistinctMNorthMvmericanMzquineMInfectiousMvnemiaMVirusMUzIvVVMIsolatescM
JournaliofiEquineiVeterinaryiScienceaM2020aMmjaMfegmjg

1.2 2

15 SilibininMattenuatesMStreptococcusMsuisMserotypeMgMvirulenceMbyMtargetingMsuilysincMJournaliofiAppliedi
MicrobiologyaM2019aMfgkaMihjbiig 4.7 2

14 xitrateMutilizationMunderManaerobicMenvironmentMinMzscherichiaMcoliMisMunderMdirectMcontrolMofMFnrMandM
indirectMcontrolMofMvrcvMandMFnrMviaMxitvbxitwMsystemcMEnvironmentaliMicrobiologyaM2021aMghaMfinkbfjen 5.2 2

13 WholeMgenomeMsequencingManalysisMofMavianMpathogenicMzscherichiaMcoliMfromMxhinacMVeterinaryi
MicrobiologyaM2021aMgjnaMfenfjm 3.3 2

12 xomparisonMofMvntimicrobialMResistanceMProfilesMinMsppcMfromMSwineMUponMvrrivalMandMPostslaughterM
atMtheMvbattoircMMicrobialiDrugiResistanceaM2021aMglaMffiibffji 2.9 2

11 GenomicMSequenceMofMaMStrainMIdentifiedMinMLayingMHensMinMwrazilcMMicrobiologyiResourcei
AnnouncementsaM2019aMmaM 1.3 1

(2019-2020)
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10
xharacterizationMofMShigaMtoxinbproducingMzscherichiaMcoliMisolatedMfromMxattleMandMSheepMinM
XinjiangMprovinceaMxhinaaMusingMwholebgenomeMsequencingcMTransboundaryiandiEmergingiDiseasesaM
2021aM

4.2 1

9 GenomicMSequenceMofMaMSwineMPasivirusMTypeMfMStrainMIdentifiedMinMUcScMSwinecMGenomei
AnnouncementsaM2018aMkaM 1

8 wisbmolybdopterinMguanineMdinucleotideMmodulatesMhemolysinMexpressionMunderManaerobiosisMandM
contributesMtoMfitnessMinMvivoMinMuropathogenicMzscherichiaMcolicMMoleculariMicrobiologyaM2021aMffkaMfgfkbfghf4.1 1

7 xaseMReportMandMGenomicMxharacterizationMofMaMNovelMPorcineMNodavirusMinMtheMUnitedMStatescM
VirusesaM2021aMfhaM 6.2 1

6 InterbserotypeMreassortmentMamongMepizooticMhaemorrhagicMdiseaseMvirusesMinMtheMUnitedMStatescM
TransboundaryiandiEmergingiDiseasesaM2019aMkkaMfmenbfmge 4.2 0

5
ProteomicsMInvestigationMofMtheMTimeMxourseMResponsesMofMRvWgkiclMMacrophagesMtoMInfectionsM
WithMtheMWildbTypeMandMTwinbvrginineMTranslocationMMutantMStrainsMofcMFrontiersiiniCellulariandi
InfectioniMicrobiologyaM2021aMffaMklnjlf

5.9 0

4 TranscriptomicMandMMetabolomicMProfilingMRevealsMThatMKguRMwroadlyMImpactsMtheMPhysiologyMofM
UropathogenicMUnderMRelevantMxonditionsccMFrontiersiiniMicrobiologyaM2021aMfgaMlnhhnf 5.7 0

3 OriginMandMyisseminationMofMvntimicrobialMResistanceMamongMUropathogenicMzscherichiaMcoliM2016aMflnbgej

2 ModeMofMactionMandMstructuralMmodellingMofMtheMinteractionMofMformononetinMwithMsuilysincMJournaliofi
AppliediMicrobiologyaM2021aMfhfaMgefebgefm 4.7

1 MyvjMattenuateMautophagyMinMchickenMembryoMfibroblastsMinfectedMwithMIwyVcMBritishiPoultryi
ScienceaM2021aMfbfe 1.9
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