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m Paper IF Citations

119 StaphylococcusKaureusKvvflkmKhostKadaptationKandKemergenceKofKmethicillinKresistanceKinKlivestockaK
MBioWK2012WKfWK 7.8 504

118 MultidrugYResistantKStaphylococcusKaureusKinKUSKMeatKandKPoultryaKClinicalfInfectiousfDiseasesWK
2011WKheWKdeejYfc 11.6 171

117 wiseaseKaltersKmacroecologicalKpatternsKofKNorthKtmericanKbatsaKGlobalfEcologyfandfBiogeographyWK
2015WKegWKjgdYjgl 6.1 148

116 ‘ostKandKpathogenKecologyKdriveKtheKseasonalKdynamicsKofKaKfungalKdiseaseWKwhiteYnoseKsyndromeaK
ProceedingsfoffthefRoyalfSocietyfB:fBiologicalfSciencesWK2015WKekeWKecdgeffh 4.4 139

115 PhylogeographicKreconstructionKofKaKbacterialKspeciesKwithKhighKlevelsKofKlateralKgeneKtransferaKBMCf
BiologyWK2009WKjWKjk 7.3 129

114 WholeYgenomeYbasedKphylogenyKandKdivergenceKofKtheKgenusKurucellaaKJournalfoffBacteriologyWK
2009WKdldWKekigYjc 3.5 119

113 zenomicsKinKvonservationmKvaseKStudiesKandKuridgingKtheKzapKbetweenKwataKandKtpplicationaK
TrendsfinfEcologyfandfEvolutionWK2016WKfdWKkdYkf 10.9 115

112 uestKpracticesKforKevaluatingKsingleKnucleotideKvariantKcallingKmethodsKforKmicrobialKgenomicsaK
FrontiersfinfGeneticsWK2015WKiWKefh 4.5 109

111 PhylogeneticKunderstandingKofKclonalKpopulationsKinKanKeraKofKwholeKgenomeKsequencingaKInfectiontf
GeneticsfandfEvolutionWK2009WKlWKdcdcYl 4.5 91

110 IntroducedKbirdsKandKtheKfateKofKhawaiianKrainforestsaKConservationfBiologyWK2007WKedWKdegkYhj 6 81

109 WorldwideKphylogeneticKrelationshipKofKavianKpoxvirusesaKJournalfoffVirologyWK2013WKkjWKglfkYhd 6.6 79

108 SingleKnucleotideKpolymorphismsKforKassessingKgeneticKdiversityKinKcastorKbeanKSRicinusKcommunisTaK
BMCfPlantfBiologyWK2010WKdcWKdf 5.3 78

107 RealYTimeKPvRKtssaysKofKSingleYNucleotideKPolymorphismsKwefiningKtheKMajorKurucellaKvladesaK
JournalfoffClinicalfMicrobiologyWK2008WKgiWKegjgYegjg 9.7 78

106 vastorKbeanKorganelleKgenomeKsequencingKandKworldwideKgeneticKdiversityKanalysisaKPLoSfONEWK
2011WKiWKeedjgf 3.7 77

105 zeneticKstructureKandKevolvedKmalariaKresistanceKinK‘awaiianKhoneycreepersaKMolecularfEcologyWK
2007WKdiWKgjfkYgi 5.7 74

104 vomparativeKphylogenomicsKandKevolutionKofKtheKurucellaeKrevealKaKpathKtoKvirulenceaKJournalfoff
BacteriologyWK2014WKdliWKlecYfc 3.5 73

103 PathogenKdynamicsKduringKinvasionKandKestablishmentKofKwhiteYnoseKsyndromeKexplainK
mechanismsKofKhostKpersistenceaKEcologyWK2017WKlkWKiegYifd 4.6 71
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102 zenomicsKrevealsKhistoricKandKcontemporaryKtransmissionKdynamicsKofKaKbacterialKdiseaseKamongK
wildlifeKandKlivestockaKNaturefCommunicationsWK2016WKjWKddggk 17.4 65

101 ResistanceKinKpersistingKbatKpopulationsKafterKwhiteYnoseKsyndromeKinvasionaKPhilosophicalf
TransactionsfoffthefRoyalfSocietyfB:fBiologicalfSciencesWK2017WKfjeWK 5.8 64

100 vhangingKclimateKandKtheKaltitudinalKrangeKofKavianKmalariaKinKtheK‘awaiianKIslandsKYKanKongoingK
conservationKcrisisKonKtheKislandKofKéauaRiaKGlobalfChangefBiologyWK2014WKecWKegeiYfi 11.4 64

99 InvasionKdynamicsKofKwhiteYnoseKsyndromeKfungusWKmidwesternKUnitedKStatesWKecdeYecdgaKEmergingf
InfectiousfDiseasesWK2015WKedWKdcefYi 10.2 63

98 wriversKofKvariationKinKspeciesKimpactsKforKaKmultiYhostKfungalKdiseaseKofKbatsaKPhilosophicalf
TransactionsfoffthefRoyalfSocietyfB:fBiologicalfSciencesWK2016WKfjdWK 5.8 63

97 MolecularKepidemiologicKinvestigationKofKanKanthraxKoutbreakKamongKheroinKusersWKxuropeaK
EmergingfInfectiousfDiseasesWK2012WKdkWKdfcjYdf 10.2 58

96 vomparativeKgenomicKanalysesKrevealKbroadKdiversityKinKbotulinumYtoxinYproducingKvlostridiaaKBMCf
GenomicsWK2016WKdjWKdkc 4.5 56

95 yirstKwetectionKofKuatKWhiteYNoseKSyndromeKinKWesternKNorthKtmericaaKMSphereWK2016WKdWK 5 55

94 PreYvolumbianKoriginsKforKNorthKtmericanKanthraxaKPLoSfONEWK2009WKgWKegkdf 3.7 51

93 RealYtimeKPvRKassaysKofKsingleYnucleotideKpolymorphismsKdefiningKtheKmajorKurucellaKcladesaK
JournalfoffClinicalfMicrobiologyWK2008WKgiWKeliYfcd 9.7 50

92 weconstructingKtheKuatKSkinKMicrobiomemKInfluencesKofKtheK‘ostKandKtheKxnvironmentaKFrontiersfinf
MicrobiologyWK2016WKjWKdjhf 5.7 50

91 SurvivalWKdispersalWKandKhomeYrangeKestablishmentKofKreintroducedKcaptiveYbredKpuaiohiWKMyadestesK
palmeriaKBiologicalfConservationWK2003WKdddWKdYl 6.2 49

90
zenomicKsequencesKofKsixKbotulinumKneurotoxinYproducingKstrainsKrepresentingKthreeKclostridialK
speciesKillustrateKtheKmobilityKandKdiversityKofKbotulinumKneurotoxinKgenesaKInfectiontfGeneticsfandf
EvolutionWK2015WKfcWKdceYddf

4.5 47

89 StructureWKspatialKdynamicsWKandKstabilityKofKnovelKseedKdispersalKmutualisticKnetworksKinK‘awaiiaK
ScienceWK2019WKfigWKjkYke 33.3 45

88 PhylogeneticsKofKaKyungalKInvasionmKOriginsKandKWidespreadKwispersalKofKWhiteYNoseKSyndromeaK
MBioWK2017WKkWK 7.8 45

87 WithinYhostKevolutionKofKuurkholderiaKpseudomalleiKinKfourKcasesKofKacuteKmelioidosisaKPLoSf
PathogensWK2010WKiWKedcccjeh 7.6 45

86 urucellaKsppaKofKamphibiansKcompriseKgenomicallyKdiverseKmotileKstrainsKcompetentKforKreplicationK
inKmacrophagesKandKsurvivalKinKmammalianKhostsaKScientificfReportsWK2017WKjWKgggec 4.9 41

85 InvestigatingKgeneticKdiversityKofKurucellaKabortusKandKurucellaKmelitensisKinKItalyKwithKMóVtYdiaK
InfectiontfGeneticsfandfEvolutionWK2013WKdlWKhlYjc 4.5 41

(2013-2016)

3



84 xfficacyKofKaKprobioticKbacteriumKtoKtreatKbatsKaffectedKbyKtheKdiseaseKwhiteYnoseKsyndromeaK
JournalfoffAppliedfEcologyWK2017WKhgWKjcdYjck 5.8 40

83 WidespreadKuatKWhiteYNoseKSyndromeKyungusWKNortheasternKvhinaaKEmergingfInfectiousfDiseasesWK
2016WKeeWKdgcYe 10.2 40

82 InteractionsKbetweenKtheKyeastKOgataeaKpiniKandKfilamentousKfungiKassociatedKwithKtheKwesternK
pineKbeetleaKMicrobialfEcologyWK2011WKidWKieiYfg 4.4 40

81
‘ighlyKsensitiveKquantitativeKPvRKforKtheKdetectionKandKdifferentiationKofKPseudogymnoascusK
destructansKandKotherKPseudogymnoascusKspeciesaKAppliedfandfEnvironmentalfMicrobiologyWK2014WK
kcWKdjeiYfd

4.8 35

80
‘ostKpersistenceKorKextinctionKfromKemergingKinfectiousKdiseasemKinsightsKfromKwhiteYnoseK
syndromeKinKendemicKandKinvadingKregionsaKProceedingsfoffthefRoyalfSocietyfB:fBiologicalfSciencesWK
2016WKekfWKecdhekid

4.4 33

79 yrancisellaKguangzhouensisKspaKnovaWKisolatedKfromKairYconditioningKsystemsaKInternationalfJournalfoff
SystematicfandfEvolutionaryfMicrobiologyWK2013WKifWKfiekYfifh 2.2 33

78 PhylogeographyKofKyrancisellaKtularensisKsubspeciesKholarcticaKfromKtheKcountryKofKzeorgiaaKBMCf
MicrobiologyWK2011WKddWKdfl 4.5 33

77 wevelopmentKandKvalidationKofKuurkholderiaKpseudomalleiYspecificKrealYtimeKPvRKassaysKforKclinicalWK
environmentalKorKforensicKdetectionKapplicationsaKPLoSfONEWK2012WKjWKefjjef 3.7 33

76 tpplicationKofKgeneticsKandKgenomicsKtoKwildlifeKepidemiologyaKJournalfoffWildlifefManagementWK
2016WKkcWKhlfYick 1.9 33

75 vrypticKconnectionsKilluminateKpathogenKtransmissionKwithinKcommunityKnetworksaKNatureWK2018WK
hifWKjdcYjdf 50.4 33

74
xnergyKconservingKthermoregulatoryKpatternsKandKlowerKdiseaseKseverityKinKaKbatKresistantKtoKtheK
impactsKofKwhiteYnoseKsyndromeaKJournalfoffComparativefPhysiologyfB:fBiochemicaltfSystemictfandf
EnvironmentalfPhysiologyWK2018WKdkkWKdifYdji

2.2 32

73 PhylogeneticallyKtypingKbacterialKstrainsKfromKpartialKSNPKgenotypesKobservedKfromKdirectK
sequencingKofKclinicalKspecimenKmetagenomicKdataaKGenomefMedicineWK2015WKjWKhe 14.4 32

72 xxtremeKsensitivityKtoKultravioletKlightKinKtheKfungalKpathogenKcausingKwhiteYnoseKsyndromeKofK
batsaKNaturefCommunicationsWK2018WKlWKfh 17.4 31

71 RxSvRIPtmKReproducibleKsequenceKtaxonomyKreferenceKdatabaseKmanagementaKPLoSfComputationalf
BiologyWK2021WKdjWKedcclhkd 5 30

70
MolecularKdetectionKofKtheKcausativeKagentKofKwhiteYnoseKsyndromeKonKRafinesqueRsKbigYearedKbatsK
SvorynorhinusKrafinesquiiTKandKtwoKspeciesKofKmigratoryKbatsKinKtheKsoutheasternKUStaKJournalfoff
WildlifefDiseasesWK2015WKhdWKhdlYee

1.3 28

69 yeralKswineKbrucellosisKinKtheKUnitedKStatesKandKprospectiveKgenomicKtechniquesKforKdiseaseK
epidemiologyaKVeterinaryfMicrobiologyWK2013WKdiiWKdYdc 3.3 27

68
xnvironmentalKreservoirKdynamicsKpredictKglobalKinfectionKpatternsKandKpopulationKimpactsKforKtheK
fungalKdiseaseKwhiteYnoseKsyndromeaKProceedingsfoffthefNationalfAcademyfoffSciencesfoffthefUnitedf
StatesfoffAmericaWK2020WKddjWKjehhYjeie

11.5 26

67 yieldKtrialKofKaKprobioticKbacteriaKtoKprotectKbatsKfromKwhiteYnoseKsyndromeaKScientificfReportsWK2019
WKlWKldhk 4.9 26
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66 xfficacyKofKVisualKSurveysKforKWhiteYNoseKSyndromeKatKuatK‘ibernaculaaKPLoSfONEWK2015WKdcWKecdffflc 3.7 26

65 zeneticKrelatednessKofKurucellaKsuisKbiovarKeKisolatesKfromKharesWKwildKboarsKandKdomesticKpigsaK
VeterinaryfMicrobiologyWK2014WKdjeWKgleYk 3.3 25

64 WhiteYNoseKSyndromeKwiseaseKSeverityKandKaKvomparisonKofKwiagnosticKMethodsaKEcoHealthWK2016WK
dfWKicYjd 3.1 24

63 RxSvRIPtmKReproducibleKsequenceKtaxonomyKreferenceKdatabaseKmanagementKforKtheKmasses 24

62
WholeYgenomeKsequencingKofKuurkholderiaKpseudomalleiKisolatesKfromKanKunusualKmelioidosisKcaseK
identifiesKaKpolyclonalKinfectionKwithKtheKsameKmultilocusKsequenceKtypeaKJournalfoffClinicalf
MicrobiologyWK2015WKhfWKekeYi

9.7 23

61 óongYTermKPopulationKvhangesKofKNativeKandKIntroducedKuirdsKinKtheKtlakaâ��iKSwampWKéauaâ��iaK
ConservationfBiologyWK2004WKdkWKjdiYjeh 6 23

60 xpidemiologicalKtrackingKandKpopulationKassignmentKofKtheKnonYclonalKbacteriumWKuurkholderiaK
pseudomalleiaKPLoSfNeglectedfTropicalfDiseasesWK2011WKhWKedfkd 4.8 22

59 vonvergentKevolutionKofKRcreepersRKinKtheK‘awaiianKhoneycreeperKradiationaKBiologyfLettersWK2009WKhWKeedYg3.6 22

58 WhiteYNoseKSyndromeKyungusKinKaKdldkKuatKSpecimenKfromKyranceaKEmergingfInfectiousfDiseasesWK
2017WKefWKdiddYdide 10.2 21

57 yirstKisolationKandKcharacterizationKofKurucellaKmicrotiKfromKwildKboaraKBMCfVeterinaryfResearchWK
2015WKddWKdgj 2.7 20

56
IncongruenceKbetweenKmultiYlocusKsequenceKanalysisKSMóStTKandKwholeYgenomeYbasedK
phylogeniesmKPseudomonasKsyringaeKpathovarKpisiKasKaKcautionaryKtaleaKMolecularfPlantfPathologyWK
2014WKdhWKgidYh

5.7 19

55 zenotypingKofKurucellaKspeciesKusingKcladeKspecificKSNPsaKBMCfMicrobiologyWK2012WKdeWKddc 4.5 19

54 OriginsKandKglobalKcontextKofKurucellaKabortusKinKItalyaKBMCfMicrobiologyWK2017WKdjWKek 4.5 18

53 tccurateKandKrapidKidentificationKofKtheKuurkholderiaKpseudomalleiKnearYneighbourWKuurkholderiaK
ubonensisWKusingKrealYtimeKPvRaKPLoSfONEWK2013WKkWKejdigj 3.7 17

52 uRxxwINzKuIOóOzYKtNwKSUvvxSSKOyKtKRxINTROwUvxwKPOPUótTIONKOyKT‘xKvRITIvtóóYK
xNwtNzxRxwKPUtIO‘IKSMYtwxSTxSKPtóMxRITaKAukWK2006WKdefWKjhf 2.1 16

51 ureedingKuiologyKandKSuccessKofKaKReintroducedKPopulationKofKtheKvriticallyKxndangeredKPuaiohiK
SMyadestesKPalmeriTaKAukWK2006WKdefWKjhfYjif 2.1 16

50
UseKofKMultipleKSequencingKTechnologiesKToKProduceKaK‘ighYQualityKzenomeKofKtheKyungusK
PseudogymnoascusKdestructansWKtheKvausativeKtgentKofKuatKWhiteYNoseKSyndromeaKGenomef
AnnouncementsWK2016WKgWK

16

49 tfricanKóineageKIsolatesKfromKOmaniKóivestockaKFrontiersfinfMicrobiologyWK2017WKkWKejce 5.7 15
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48 wevelopmentKandKassessmentKofKmultiplexKhighKresolutionKmeltingKassayKasKaKtoolKforKrapidK
singleYtubeKidentificationKofKfiveKurucellaKspeciesaKBMCfResearchfNotesWK2014WKjWKlcf 2.3 15

47 WithinYhostKevolutionKofKurucellaKcanisKduringKaKcanineKbrucellosisKoutbreakKinKaKkennelaKBMCf
VeterinaryfResearchWK2013WKlWKji 2.7 14

46 InvestigationKofKYersiniaKpestisKóaboratoryKtdaptationKthroughKaKvombinedKzenomicsKandK
ProteomicsKtpproachaKPLoSfONEWK2015WKdcWKecdgellj 3.7 14

45 xcologicalKcorrelatesKofKspeciesRKrolesKinKhighlyKinvadedKseedKdispersalKnetworksaKProceedingsfoffthef
NationalfAcademyfoffSciencesfoffthefUnitedfStatesfoffAmericaWK2021WKddkWK 11.5 13

44 MetazenixmKcharacterizingKhumanKclinicalKsamplesKusingKdeepKmetagenomicKsequencingaKPLoSfONEWK
2014WKlWKeddcldh 3.7 12

43 vomprehensiveKestimationKofKspatialKandKtemporalKmigratoryKconnectivityKacrossKtheKannualKcycleK
toKdirectKconservationKeffortsaKEcographyWK2021WKggWKiihYijl 6.5 12

42 StaphylococcusKaureusKvvflkmK‘ostKtdaptationKandKxmergenceKofKMethicillinKResistanceKinK
óivestockaKMBioWK2013WKgWK 7.8 11

41 TheKinnateKimmuneKresponseKmayKbeKimportantKforKsurvivingKplagueKinKwildKzunnisonRsKprairieKdogsaK
JournalfoffWildlifefDiseasesWK2013WKglWKlecYfd 1.3 11

40 WhiteYnoseKsyndromeKfungusWKPseudogymnoascusKdestructansWKonKbatsKcapturedKemergingKfromK
cavesKduringKwinterKinKtheKsoutheasternKUnitedKStatesaKBMCfZoologyWK2017WKeWK 1.8 10

39 NoKselectionKonKimmunologicalKmarkersKinKresponseKtoKaKhighlyKvirulentKpathogenKinKanKtrcticK
breedingKbirdaKEvolutionaryfApplicationsWK2014WKjWKjihYjf 4.8 10

38 tKtotalKcrapshootrKxvaluatingKbioinformaticKdecisionsKinKanimalKdietKmetabarcodingKanalysesaK
EcologyfandfEvolutionWK2020WKdcWKljedYljfl 2.8 10

37 yirstKconfirmationKofKPseudogymnoascusKdestructansKinKuritishKbatsKandKhibernaculaaKVeterinaryf
RecordWK2015WKdjjWKjf 0.9 9

36 SimilarKdietaryKbutKdifferentKnumericalKresponsesKtoKnonnativeKtamariskKSTamarixKsppaTKbyKtwoK
nativeKwarblersaKBiologicalfInvasionsWK2017WKdlWKdlfhYdlhc 2.7 8

35 ureedingKbiologyKofKtwoKendangeredKforestKbirdsKonKtheKislandKofKéauaiWK‘awaiiaKCondorWK2015WKddjWKfdYgc2.1 8

34 WholeKgenomeKSNPKanalysisKsuggestsKuniqueKvirulenceKfactorKdifferencesKofKtheKueijingKandKManilaK
familiesKofKMycobacteriumKtuberculosisKfoundKinK‘awaiiaKPLoSfONEWK2018WKdfWKececddgi 3.7 7

33 wetectionKofKonKWisconsinKuatsKwuringKSummeraKJournalfoffWildlifefDiseasesWK2019WKhhWKijfYijj 1.3 6

32 PathogenKtoKcommensalrKóongitudinalKwithinYhostKpopulationKdynamicsWKevolutionWKandKadaptationK
duringKaKchronicKqdiYyearKuurkholderiaKpseudomalleiKinfectionaKPLoSfPathogensWK2020WKdiWKedcckelk 7.6 6

31 vonnectingKResourceKTrackingKbyKyrugivoresKtoKTemporalKVariationKinKSeedKwispersalKNetworksaK
FrontiersfinfEcologyfandfEvolutionWK2017WKhWK 3.7 6
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30 zenomeKSequencesKofKddKurucellaKabortusKIsolatesKfromKPersistentlyKInfectedKItalianKRegionsaK
GenomefAnnouncementsWK2015WKfWK 6

29 zroundYbasedKrodentKcontrolKinKaKremoteK‘awaiianKrainforestKonKMauiaKPacificfConservationfBiologyWK
2008WKdgWKeci 1.2 6

28 PersistenceKofKurucellaKabortusKlineagesKrevealedKbyKgenomicKcharacterizationKandKphylodynamicK
analysisaKPLoSfNeglectedfTropicalfDiseasesWK2020WKdgWKeccckefh 4.8 6

27 zenomeKSequenceKofKuacillusKanthracisKSTIWKaKSterneYóikeKzeorgianbSovietKVaccineKStrainaKGenomef
AnnouncementsWK2014WKeWK 5

26 zenomicKsequencingKisKrequiredKforKidentificationKofKtuberculosisKtransmissionKinK‘awaiiaKBMCf
InfectiousfDiseasesWK2018WKdkWKick 4 5

25 vharacterizationKofKMicrosatellitesKinKPseudogymnoascusKdestructansKforKWhiteYnoseKSyndromeK
zeneticKtnalysisaKJournalfoffWildlifefDiseasesWK2017WKhfWKkilYkjg 1.3 4

24 zenomicKepizootiologyKofKaKurucellaKabortusKoutbreakKinKNorthernKIrelandKSdlljYecdeTaKInfectiontf
GeneticsfandfEvolutionWK2020WKkdWKdcgefh 4.5 4

23 vompleteKzenomeKSequencesKofKueijingKandKManilaKyamilyKStrainsKofKMycobacteriumKtuberculosisaK
GenomefAnnouncementsWK2014WKeWK 4

22 xvolutionaryKhistoryKandKcurrentKdistributionKofKtheKWestKMediterraneanKlineageKofKinKItalyaK
MicrobialfGenomicsWK2020WKiWK 4.4 4

21 WhiteYnoseKsyndromeKrestructuresKbatKskinKmicrobiomes 4

20 yirstKvaseKofKurucellosisKvausedKbyKanKtmphibianYtypeKurucellaaKClinicalfInfectiousfDiseasesWK2021WK
jeWKegcgYegcj 11.6 4

19 óordKofKtheKwipteraKSandKMothsKandKaKSpiderTmKMolecularKwietKtnalysesKandKyoragingKxcologyKofK
IndianaKuatsKinKIllinoisaKFrontiersfinfEcologyfandfEvolutionWK2021WKlWK 3.7 4

18 xmergingKdiversityKandKongoingKexpansionKofKtheKgenusKurucellaaKInfectiontfGeneticsfandfEvolutionWK
2021WKleWKdcgkih 4.5 4

17
PopulationKgeneticsKofKanKislandKinvasionKbyKáapaneseKuushYWarblersKinK‘awaiiWKUStzenˆ'ticaK
poblacionalKdeKunaKinvasiˆ‡nKdeKislasKporKvettiaKdiphoneKenK‘awˆ¡iuushYwarblerKinvasionKgeneticsKinK
‘awaiiaKAukWK2018WKdfhWKdjdYdkc

2.1 3

16 tmbiguitiesKinKusingKtelomereKlengthKforKageKdeterminationKinKtwoKNorthKtmericanKbatKspeciesaK
JournalfoffMammalogyWK2020WKdcdWKlhkYlil 1.8 2

15 wraftKzenomeKSequencesKofKTwoKuulgarianKuacillusKanthracisKStrainsaKGenomefAnnouncementsWK
2013WKdWKeccdhedf 2

14 xxperimentalKinoculationKtrialKtoKdetermineKtheKeffectsKofKtemperatureKandKhumidityKonK
WhiteYnoseKSyndromeKinKhibernatingKbatsaaKScientificfReportsWK2022WKdeWKljd 4.9 2

13 NestingKsuccessKofKnativeKandKintroducedKforestKbirdsKonKtheKislandKofKéauaâ��iaKJournalfoffAvianf
BiologyWK2016WKgjWKeheYeie 1.9 2

(2016-2015)

7



12
MatingKtypeKdeterminationKwithinKaKmicrosatelliteKmultiplexKforKtheKfungalKpathogenK
PseudogymnoascusKdestructansWKtheKcausativeKagentKofKwhiteYnoseKdiseaseKinKbatsaKConservationf
GeneticsfResourcesWK2020WKdeWKghYgk

0.8 2

11 MobilityKandKinfectiousnessKinKtheKspatialKspreadKofKanKemergingKfungalKpathogenaKJournalfoffAnimalf
EcologyWK2021WKlcWKddfgYddgd 4.7 2

10 SpottedKbatKSxudermaKmaculatumTKmicrosatelliteKdiscoveryKusingKilluminaKsequencingaKConservationf
GeneticsfResourcesWK2014WKiWKghjYghl 0.8 1

9 RicinKyorensicsmKvomparisonsKtoKMicrobialKyorensicsK2011WKfdhYfei 1

8 MobilityKandKinfectiousnessKinKtheKspatialKspreadKofKanKemergingKfungalKpathogen 1

7 zeneticKstructureKandKpopulationKhistoryKinKtwoKcriticallyKendangeredKéauaâ��iKhoneycreepersaK
ConservationfGeneticsWK2021WKeeWKicdYidg 2.6 1

6 vanineKbrucellosisKinKvostaKRicaKrevealsKwidespreadKurucellaKcanisKinfectionKandKtheKrecentK
introductionKofKforeignKstrainsaKVeterinaryfMicrobiologyWK2021WKehjWKdclcje 3.3 1

5 tOtvKSMPRKecdiacclaKJournalfoffAOACfINTERNATIONALWK2017WKdccWKehhYeic 1.7

4 yorensicKtnalysisKinKuacterialKPathogensK2011WKehlYeji

3 RicinKforensicsmKcomparisonsKtoKmicrobialKforensicsK2020WKegdYehc

2 yorensicKanalysisKinKbacterialKpathogensK2020WKdefYdgc

1 VNTRKdiversityKinKYersiniaKpestisKisolatesKfromKanKanimalKchallengeKstudyKrevealsKtheKpotentialKforKinK
vitroKmutationsKduringKlaboratoryKcultivationaKInfectiontfGeneticsfandfEvolutionWK2016WKghWKeljYfce 4.5
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