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74 PhylogenomicNwnalysisNofNaNkkdgckbNgocGeneNzatasetNResolvesNaNMonophyleticNthatNIncludesNtheN
SpeciesNyomplexdNPhytopathologybN2021bNgggbNgfljcgfmo 3.8 39

73 βivecyearNsurveyNuncoversNextensiveNdiversityNandNtemporalNfluctuationsNamongNfusariumNheadN
blightNpathogensNofNwheatNandNbarleyNinNxrazildNPlantlPathologybN2021bNmfbNjhlcjik 2.8 8

72 IntrapopulationNwntagonismNyanNReduceNtheNGrowthNandNwggressivenessNofNtheNWheatNHeadNxlightN
PathogendNPhytopathologybN2020bNggfbNoglcohl 3.8 3

71 RegionalNandNfieldcspecificNdifferencesNinNβusariumNspeciesNandNmycotoxinsNassociatedNwithNblightedN
NorthNyarolinaNwheatdNInternationallJournalloflFoodlMicrobiologybN2020bNihibNgfnkoj 5.8 4

70 NoNtoNpNPhylogenomicNandNPracticalNReasonsNforNyontinuedNInclusionNofNtheNβusariumNsolaniNSpeciesN
yomplexNinNtheNGenusdNMSpherebN2020bNkbN 5 32

69 SynergisticNPhytotoxicNαffectsNofNyulmorinNandNTrichotheceneNMycotoxinsdNToxinsbN2019bNggbN 4.9 16

68 arabinanaseNWwrboixXNαnhancesNWheatNHeadNxlightNSusceptibilityNbyNSuppressingNPlantNImmunitydN
MolecularlPlant-MicrobelInteractionsbN2019bNihbNnnncnon 3.6 10

67 βusariumNmycotoxinspNaNtranscdisciplinaryNoverviewdNCanadianlJournalloflPlantlPathologybN2018bNjfbNglgcgmg1.6 27

66 RegionalNdifferencesNinNtheNcompositionNofNβusariumNHeadNxlightNpathogensNandNmycotoxinsN
associatedNwithNwheatNinNMexicodNInternationallJournalloflFoodlMicrobiologybN2018bNhmibNggcgo 5.8 16

65
zevelopmentNofNaNPyRcRβLPNmethodNbasedNonNtheNtranscriptionNelongationNfactorNgc˛–NgeneNtoN
differentiateNβusariumNgraminearumNfromNotherNspeciesNwithinNtheNβusariumNgraminearumNspeciesN
complexdNFoodlMicrobiologybN2018bNmfbNhncih

6 6

64 SpeciesNcompositionbNtoxigenicNpotentialNandNaggressivenessNofNβusariumNisolatesNcausingNHeadN
xlightNofNbarleyNinNUruguaydNFoodlMicrobiologybN2018bNmlbNjhlcjii 6 19

63 PopulationNgenomicsNofNβusariumNgraminearumNrevealsNsignaturesNofNdivergentNevolutionNwithinNaN
majorNcerealNpathogendNPLoSlONEbN2018bNgibNefgojlgl 3.7 40

62 ListeriaNmonocytogenesNSourceNzistributionNwnalysisNIndicatesNRegionalNHeterogeneityNandN
αcologicalNNicheNPreferenceNamongNSerotypeNjbNylonesdNMBiobN2018bNobN 7.8 34

61 yharacterizationNofNaNSalicylateNHydroxylasedNFrontierslinlMicrobiologybN2018bNobNihgo 5.7 9

60 MarasasNetNaldNgonjNPToxigenicNβusariumNSpeciespNIdentityNandNMycotoxicologyPNrevisiteddNMycologiabN
2018bNggfbNgfkncgfnf 2.4 48

59 zraftNWholecGenomeNSequencesNofNSevenNListeriaNmonocytogenesNStrainsNwithNVariationsNinN
VirulenceNandNStressNResponsesdNMicrobiologylResourcelAnnouncementsbN2018bNmbN 1.3 3

58 βusariumNsubtropicalebNspdNnovdbNaNnovelNnivalenolNmycotoxincproducingNspeciesNisolatedNfromNbarleyN
WHordeumNvulgareXNinNxrazilNandNsisterNtoNβdNpraegraminearumdNMycologiabN2018bNggfbNnlfcnmg 2.4 8
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57 βourNnewNspeciesNofNMetschnikowiaNandNtheNtransferNofNsevenNyandidaNspeciesNtoNMetschnikowiaN
andNylavisporaNasNnewNcombinationsdNAntonielVanlLeeuwenhoekbN2018bNgggbNhfgmchfik 2.1 17

56 PopulationNgeneticNstructureNandNmycotoxinNpotentialNofNtheNwheatNcrownNrotNandNheadNblightN
pathogenNβusariumNculmorumNinNwlgeriadNFungallGeneticslandlBiologybN2017bNgfibNijcjg 3.9 31

55
TheNwrsenicNResistancecwssociatedNListeriaNGenomicNIslandNLGIhNαxhibitsNSequenceNandNIntegrationN
SiteNziversityNandNaNPropensityNforNThreeNListeriaNmonocytogenesNylonesNwithNαnhancedNVirulencedN
AppliedlandlEnvironmentallMicrobiologybN2017bNnibN

4.8 28

54 zifferentialNtriazoleNsensitivityNamongNmembersNofNtheNβusariumNgraminearumNspeciesNcomplexN
infectingNbarleyNgrainsNinNxrazildNTropicallPlantlPathologybN2017bNjhbNgomchfh 2.5 8

53
zeterminationNofNαvolutionaryNRelationshipsNofNOutbreakcwssociatedNListeriaNmonocytogenesN
StrainsNofNSerotypesNgehaNandNgehbNbyNWholecGenomeNSequencingdNAppliedlandlEnvironmentall
MicrobiologybN2016bNnhbNohncin

4.8 35

52 βusariumNpraegraminearumNspdNnovdbNaNnovelNnivalenolNmycotoxincproducingNpathogenNfromNNewN
ZealandNcanNinduceNheadNblightNonNwheatdNMycologiabN2016bNgfnbNghhocghio 2.4 10

51 ListeriaNmonocytogenesNsepticemiaNinNanNimmunocompromisedNdogdNVeterinarylClinicallPathologybN
2016bNjkbNhkjchko 1 9

50 IsolationNandNcharacterizationNofNatypicalNListeriaNmonocytogenesNassociatedNwithNaNcanineNurinaryN
tractNinfectiondNJournalloflVeterinarylDiagnosticlInvestigationbN2016bNhnbNlfjcm 1.5 6

49 TheNgeographicNdistributionNandNcomplexNevolutionaryNhistoryNofNtheNNXchNtrichotheceneN
chemotypeNfromNβusariumNgraminearumdNFungallGeneticslandlBiologybN2016bNokbNiocjn 3.9 38

48 ziversityNofNβusariumNheadNblightNpopulationsNandNtrichotheceneNtoxinNtypesNrevealsNregionalN
differencesNinNpathogenNcompositionNandNtemporalNdynamicsdNFungallGeneticslandlBiologybN2015bNnhbNhhcig3.9 72

47 NewNtricksNofNanNoldNenemypNisolatesNofNβusariumNgraminearumNproduceNaNtypeNwNtrichotheceneN
mycotoxindNEnvironmentallMicrobiologybN2015bNgmbNhknnclff 5.2 111

46 PopulationNSubdivisionNofNβusariumNgraminearumNfromNxarleyNandNWheatNinNtheNUpperNMidwesternN
UnitedNStatesNatNtheNTurnNofNtheNyenturydNPhytopathologybN2015bNgfkbNgjllcmj 3.8 16

45 PolyglycineNhydrolasespNβungalN˛†clactamaseclikeNendoproteasesNthatNcleaveNpolyglycineNregionsN
withinNplantNclassNIVNchitinasesdNProteinlSciencebN2015bNhjbNggjmckm 6.3 9

44
βusariumNdactylidisNspdNnovdbNaNnovelNnivalenolNtoxincproducingNspeciesNsisterNtoNβdN
pseudograminearumNisolatedNfromNorchardNgrassNWzactylisNglomerataXNinNOregonNandNNewNZealanddN
MycologiabN2015bNgfmbNjfocgn

2.4 24

43 zNwNsequencecbasedNidentificationNofNβusariumpNyurrentNstatusNandNfutureNdirectionsdN
PhytoparasiticabN2015bNjibNknickok 1.5 165

42 RegionalNandNfieldcspecificNfactorsNaffectNtheNcompositionNofNfusariumNheadNblightNpathogensNinN
subtropicalNnoctillNwheatNagroecosystemNofNxrazildNPhytopathologybN2015bNgfkbNhjlckj 3.8 80

41 ziversityNofNtheNβusariumNgraminearumNspeciesNcomplexNonNβrenchNcerealsdNEuropeanlJournallofl
PlantlPathologybN2014bNginbNgiicgjn 2.1 50

40
PopulationNstructureNofNListeriaNmonocytogenesNserotypeNjbNisolatesNfromNsporadicNhumanN
listeriosisNcasesNinNtheNUnitedNStatesNfromNhffiNtoNhffndNAppliedlandlEnvironmentallMicrobiologybN
2014bNnfbNilihcjj

4.8 21
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39 xirthbNdeathNandNhorizontalNtransferNofNtheNfumonisinNbiosyntheticNgeneNclusterNduringNtheN
evolutionaryNdiversificationNofNβusariumdNMolecularlMicrobiologybN2013bNofbNhofcifl 4.1 72

38 PhylogeneticNanalysesNofNRPxgNandNRPxhNsupportNaNmiddleNyretaceousNoriginNforNaNcladeNcomprisingN
allNagriculturallyNandNmedicallyNimportantNfusariadNFungallGeneticslandlBiologybN2013bNkhbNhfcig 3.9 254

37 OneNfungusbNoneNnamepNdefiningNtheNgenusNβusariumNinNaNscientificallyNrobustNwayNthatNpreservesN
longstandingNusedNPhytopathologybN2013bNgfibNjffcn 3.8 155

36 ListeriaNmonocytogenesN2013bNhmcin

35 SystematicsbNPhylogenyNandNTrichotheceneNMycotoxinNPotentialNofNβusariumNHeadNxlightNyerealN
PathogensdNMycotoxinsbN2012bNlhbNogcgfh 0.2 72

34 wtypicalNListeriaNmonocytogenesNserotypeNjbNstrainsNharboringNaNlineageNIIcspecificNgeneNcassettedN
AppliedlandlEnvironmentallMicrobiologybN2012bNmnbNllfcm 4.8 27

33 HeavyNmetalNandNdisinfectantNresistanceNofNListeriaNmonocytogenesNfromNfoodsNandNfoodN
processingNplantsdNAppliedlandlEnvironmentallMicrobiologybN2012bNmnbNloincjk 4.8 61

32
wnalysisNofNtheNβusariumNgraminearumNspeciesNcomplexNfromNwheatbNbarleyNandNmaizeNinNSouthN
wfricaNprovidesNevidenceNofNspeciescspecificNdifferencesNinNhostNpreferencedNFungallGeneticslandl
BiologybN2011bNjnbNogjchf

3.9 86

31 NovelNβusariumNheadNblightNpathogensNfromNNepalNandNLouisianaNrevealedNbyNmultilocusN
genealogicalNconcordancedNFungallGeneticslandlBiologybN2011bNjnbNgfolcgfm 3.9 153

30 NivalenolctypeNpopulationsNofNβusariumNgraminearumNandNβdNasiaticumNareNprevalentNonNwheatNinN
southernNLouisianadNPhytopathologybN2011bNgfgbNghjcij 3.8 133

29
βusariumNsibiricumNspdNnovbNaNnovelNtypeNwNtrichothecenecproducingNβusariumNfromNnorthernNwsiaN
closelyNrelatedNtoNβdNsporotrichioidesNandNβdNlangsethiaedNInternationallJournalloflFoodlMicrobiologybN
2011bNgjmbNkncln

5.8 48

28 yyberNinfrastructureNforNβusariumpNthreeNintegratedNplatformsNsupportingNstrainNidentificationbN
phylogeneticsbNcomparativeNgenomicsNandNknowledgeNsharingdNNucleiclAcidslResearchbN2011bNiobNzljfcl 20.1 56

27
MolecularNandNphenotypicNcharacterizationNofNListeriaNmonocytogenesNfromNUdSdNzepartmentNofN
wgricultureNβoodNSafetyNandNInspectionNServiceNsurveillanceNofNreadyctoceatNfoodsNandNprocessingN
facilitiesdNJournalloflFoodlProtectionbN2010bNmibNnlgco

2.5 42

26 wNtargetedNmultilocusNgenotypingNassayNforNlineagebNserogroupbNandNepidemicNcloneNtypingNofN
ListeriaNmonocytogenesdNAppliedlandlEnvironmentallMicrobiologybN2010bNmlbNllnfcj 4.8 40

25
wNcomparisonNofNaggressivenessNandNdeoxynivalenolNproductionNbetweenNyanadianNβusariumN
graminearumNisolatesNwithNicacetylNandNgkcacetyldeoxynivalenolNchemotypesNinNfieldcgrownNspringN
wheatdNEuropeanlJournalloflPlantlPathologybN2010bNghmbNjfmcjgm

2.1 77

24 ReconcilingNecologicalNandNgenomicNdivergenceNamongNlineagesNofNlisteriaNunderNanNPextendedN
mosaicNgenomeNconceptPdNMolecularlBiologylandlEvolutionbN2009bNhlbNhlfkcgk 8.3 22

23 wNnovelNwsianNcladeNwithinNtheNβusariumNgraminearumNspeciesNcomplexNincludesNaNnewlyNdiscoveredN
cerealNheadNblightNpathogenNfromNtheNRussianNβarNαastdNMycologiabN2009bNgfgbNnjgckh 2.4 141

22
wnNadaptiveNevolutionaryNshiftNinNβusariumNheadNblightNpathogenNpopulationsNisNdrivingNtheNrapidN
spreadNofNmoreNtoxigenicNβusariumNgraminearumNinNNorthNwmericadNFungallGeneticslandlBiologybN
2008bNjkbNjmicnj

3.9 348
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21 MultilocusNgenotypingNandNmolecularNphylogeneticsNresolveNaNnovelNheadNblightNpathogenNwithinN
theNβusariumNgraminearumNspeciesNcomplexNfromNαthiopiadNFungallGeneticslandlBiologybN2008bNjkbNgkgjchh3.9 164

20 xirthcandcdeathNevolutionNofNtheNinternalinNmultigeneNfamilyNinNListeriadNGenebN2008bNjhmbNghjcn 3.8 13

19 MultilocusNgenotypingNassaysNforNsingleNnucleotideNpolymorphismcbasedNsubtypingNofNListeriaN
monocytogenesNisolatesdNAppliedlandlEnvironmentallMicrobiologybN2008bNmjbNmlhocjh 4.8 128

18
PhylogeneticNdiversityNandNmicrosphereNarraycbasedNgenotypingNofNhumanNpathogenicNβusariabN
includingNisolatesNfromNtheNmultistateNcontactNlenscassociatedNUdSdNkeratitisNoutbreaksNofNhffkNandN
hffldNJournalloflClinicallMicrobiologybN2007bNjkbNhhikcjn

9.7 210

17 wNsinglecnucleotidecpolymorphismcbasedNmultilocusNgenotypingNassayNforNsubtypingNlineageNIN
isolatesNofNListeriaNmonocytogenesdNAppliedlandlEnvironmentallMicrobiologybN2007bNmibNgiicjm 4.8 75

16 GlobalNmolecularNsurveillanceNrevealsNnovelNβusariumNheadNblightNspeciesNandNtrichotheceneNtoxinN
diversitydNFungallGeneticslandlBiologybN2007bNjjbNggogchfj 3.9 341

15 TheNβusariumNgraminearumNgenomeNrevealsNaNlinkNbetweenNlocalizedNpolymorphismNandNpathogenN
specializationdNSciencebN2007bNigmbNgjffch 33.3 668

14 TheNpresenceNofNGycwGNintronsNinNNeurosporaNcrassaNandNotherNeuascomycetesNdeterminedNfromN
analysesNofNcompleteNgenomespNimplicationsNforNautomatedNgeneNpredictiondNGenomicsbN2006bNnmbNiincjm4.3 22

13 yonservationNgenomicspNdisequilibriumNmappingNofNdomesticNcattleNchromosomalNsegmentsNinN
NorthNwmericanNbisonNpopulationsdNMolecularlEcologybN2005bNgjbNhijiclh 5.7 48

12 SuspensionNmicroarrayNwithNdendrimerNsignalNamplificationNallowsNdirectNandNhighcthroughputN
subtypingNofNListeriaNmonocytogenesNfromNgenomicNzNwdNJournalloflClinicallMicrobiologybN2005bNjibNihkkco9.7 41

11
αvolutionNofNaNlargeNribosomalNRNwNmultigeneNfamilyNinNfilamentousNfungipNbirthNandNdeathNofNaN
concertedNevolutionNparadigmdNProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStatesl
oflAmericabN2005bNgfhbNkfnjco

11.5 149

10 IntraspecificNphylogenyNandNlineageNgroupNidentificationNbasedNonNtheNprfwNvirulenceNgeneNclusterN
ofNListeriaNmonocytogenesdNJournalloflBacteriologybN2004bNgnlbNjoojckffh 3.5 164

9 βUSwRIUMcIzNvdNgdfpNwNzNwNSequenceNzatabaseNforNIdentifyingNβusariumdNEuropeanlJournalloflPlantl
PathologybN2004bNggfbNjmicjmo 2.1 669

8
GenealogicalNconcordanceNbetweenNtheNmatingNtypeNlocusNandNsevenNotherNnuclearNgenesNsupportsN
formalNrecognitionNofNnineNphylogeneticallyNdistinctNspeciesNwithinNtheNβusariumNgraminearumN
cladedNFungallGeneticslandlBiologybN2004bNjgbNlffchi

3.9 577

7 TheNtrichotheceneNbiosynthesisNgeneNclusterNofNβusariumNgraminearumNβgkNcontainsNaNlimitedN
numberNofNessentialNpathwayNgenesNandNexpressedNnoncessentialNgenesdNFEBSlLettersbN2003bNkiobNgfkcgf 3.8 120

6
wncestralNpolymorphismNandNadaptiveNevolutionNinNtheNtrichotheceneNmycotoxinNgeneNclusterNofN
phytopathogenicNβusariumdNProceedingsloflthelNationallAcademyloflSciencesloflthelUnitedlStateslofl
AmericabN2002bNoobNohmncni

11.5 414

5 αvolutionaryNRelationshipsNamongNMucoraleanNβungiNWZygomycotaXpNαvidenceNforNβamilyNPolyphylyN
onNaNLargeNScaledNMycologiabN2001bNoibNhnl 2.4 96

4 αvolutionaryNrelationshipsNamongNmucoraleanNfungiNWZygomycotaXpNαvidenceNforNfamilyNpolyphylyNonN
aNlargeNscaledNMycologiabN2001bNoibNhnlchom 2.4 124

(2001-2008)
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3 PhylogeneticNanalysisNwithNnewlyNcharacterizedNxabesiaNbovisNhspmfNandNhspofNprovidesNstrongN
supportNforNparaphylyNwithinNtheNpiroplasmsdNMolecularlandlBiochemicallParasitologybN2000bNgfobNlmcmh 1.9 20

2 IdentificationNofNdomesticNcattleNhybridsNinNwildNcattleNandNbisonNspeciespNaNgeneralNapproachNusingN
mtzNwNmarkersNandNtheNparametricNbootstrapdNAnimallConservationbN1999bNhbNkgckm 3.2 66

1 NucleotideNsequenceNevolutionNatNtheNkappaccaseinNlocuspNevidenceNforNpositiveNselectionNwithinNtheN
familyNxovidaedNGeneticsbN1997bNgjmbNgnlicmh 4 34
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