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n Paper IF Citations

171 NuclearNribosomalNinternalNtranscribedNspacerNV—TSWNregionNasNaNuniversalNyNvNbarcodeNmarkerNforN
‘ungicNProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaaN2012aNfenaNkgifbk11.5 2981

170 ObligateNbiotrophyNfeaturesNunraveledNbyNtheNgenomicNanalysisNofNrustNfungicNProceedingseofethee
NationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaaN2011aNfemaNnfkkblf 11.5 479

169 yiverseNlifestylesNandNstrategiesNofNplantNpathogenesisNencodedNinNtheNgenomesNofNeighteenN
yothideomycetesNfungicNPLoSePathogensaN2012aNmaNefeehehl 7.6 387

168 ‘indingNneedlesNinNhaystacksoNlinkingNscientificNnamesaNreferenceNspecimensNandNmolecularNdataNforN
‘ungicNDatabase:etheeJournaleofeBiologicaleDatabaseseandeCurationaN2014aNgefiaN 5 199

167
TheNgenomesNofNtheNfungalNplantNpathogensNxladosporiumNfulvumNandNyothistromaNseptosporumN
revealNadaptationNtoNdifferentNhostsNandNlifestylesNbutNalsoNsignaturesNofNcommonNancestrycNPLoSe
GeneticsaN2012aNmaNefeehemm

6 189

166
’enomeNandNtranscriptomeNanalysesNofNtheNmountainNpineNbeetlebfungalNsymbiontN’rosmanniaN
clavigeraaNaNlodgepoleNpineNpathogencNProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitede
StateseofeAmericaaN2011aNfemaNgjeibn

11.5 161

165 yeNnovoNgenomeNsequenceNassemblyNofNaNfilamentousNfungusNusingNSangeraNijiNandN—lluminaN
sequenceNdatacNGenomeeBiologyaN2009aNfeaNRni 18.3 119

164 vNcomprehensiveNanalysisNofNgenesNencodingNsmallNsecretedNproteinsNidentifiesNcandidateNeffectorsN
inNMelampsoraNlaricibpopulinaNVpoplarNleafNrustWcNMolecularePlanttMicrobeeInteractionsaN2012aNgjaNglnbnh 3.6 109

163 StandardizingNtheNnomenclatureNforNclonalNlineagesNofNtheNsuddenNoakNdeathNpathogenaN
PhytophthoraNramorumcNPhytopathologyaN2009aNnnaNlngbj 3.8 83

162 MolecularNyetectionNofNPhytophthoraNramorumNbyNRealbTimeNPolymeraseNxhainNReactionNUsingN
TaqManaNSYwRN’reenaNandNMolecularNweaconscNPhytopathologyaN2007aNnlaNkhgbig 3.8 80

161 zvaluationNofNmitochondrialNgenesNasNyNvNbarcodeNforNwasidiomycotacNMoleculareEcologyeResourcesaN
2009aNnNSupplNsfaNnnbffh 8.4 77

160 yevelopmentNofNaNmultiplexNimmunocaptureNRTbPxRNassayNforNdetectionNandNdifferentiationNofN
tomatoNandNtobaccoNmosaicNtobamovirusescNJournaleofeVirologicaleMethodsaN1998aNliaNfklblm 2.6 73

159
MolecularNprofilingNofNrhizosphereNmicrobialNcommunitiesNassociatedNwithNhealthyNandNdiseasedN
blackNspruceNVPiceaNmarianaWNseedlingsNgrownNinNaNnurserycNAppliedeandeEnvironmentaleMicrobiologyaN
2004aNleaNhjifbjf

4.8 72

158 vssociationNgeneticsaNgeographyNandNecophysiologyNlinkNstomatalNpatterningNinNPopulusNtrichocarpaN
withNcarbonNgainNandNdiseaseNresistanceNtradeboffscNMoleculareEcologyaN2014aNghaNjllfbne 5.7 67

157
’eneticNResistanceNtoN‘usiformNRustNinNSouthernNPinesNandNWhiteNPineNwlisterNRustNinNWhiteN
Pinesâ��vNxontrastingNTaleNofNTwoNRustNPathosystemsâ��xurrentNStatusNandN‘utureNProspectscN
ForestsaN2014aNjaNgejebgemh

2.8 61

156 —dentificationNofN’remmeniellaNabietinaNRacesNwithNRandomNvmplifiedNPolymorphicNyNvNMarkerscN
AppliedeandeEnvironmentaleMicrobiologyaN1993aNjnaNfljgbj 4.8 59

155 xomparativeNanalysisNofNsecretedNproteinNevolutionNusingNexpressedNsequenceNtagsNfromNfourN
poplarNleafNrustsNVMelampsoraNsppcWcNBMCeGenomicsaN2010aNffaNigg 4.5 55
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154 PhylogeneticsNofN–elotialesNandNRhytismatalesNbasedNonNpartialNsmallNsubunitNnuclearNribosomalN
yNvNsequencescNMycologiaaN2001aNnhaNnfjbnhh 2.4 50

153 TheNlandscapeNofNtransposableNelementsNinNtheNfinishedNgenomeNofNtheNfungalNwheatNpathogenN
MycosphaerellaNgraminicolacNBMCeGenomicsaN2014aNfjaNffhg 4.5 49

152 ’eneticNdifferentiationNwithinNtheNzuropeanNraceNofN’remmeniellaNabietinacNMycologicaleResearchaN
1996aNfeeaNinbjk 48

151
–orizontalNgeneNtransferNandNgeneNdosageNdrivesNadaptationNtoNwoodNcolonizationNinNaNtreeN
pathogencNProceedingseofetheeNationaleAcademyeofeScienceseofetheeUnitedeStateseofeAmericaaN2015aN
ffgaNhijfbk

11.5 47

150 SpatialNgeneticNstructureNofNaNsymbioticNbeetlebfungalNsystemoNtowardNmultibtaxaNintegratedN
landscapeNgeneticscNPLoSeONEaN2011aNkaNegjhjn 3.7 47

149 ’eneNgenealogiesNrevealNcrypticNspeciesNandNhostNpreferencesNforNtheNpineNfungalNpathogenN
’rosmanniaNclavigeracNMoleculareEcologyaN2011aNgeaNgjmfbkeg 5.7 47

148
xombatingNaN’lobalNThreatNtoNaNxlonalNxropoNwananaNwlackNSigatokaNPathogenNPseudocercosporaN
fijiensisNVSynonymNMycosphaerellaNfijiensisWN’enomesNRevealNxluesNforNyiseaseNxontrolcNPLoSe
GeneticsaN2016aNfgaNefeejmlk

6 44

147 PxRNdetectionNofN’remmeniellaNabietinaaNtheNcausalNagentNofNScleroderrisNcankerNofNpinecN
MycologicaleResearchaN2000aNfeiaNjglbjhg 43

146 ‘ungalNpathogenNVmisbWNidentificationsoNaNcaseNstudyNwithNyNvNbarcodesNonNMelampsoraNrustsNofN
aspenNandNwhiteNpoplarcNMycologicaleResearchaN2009aNffhaNlfhbgi 42

145 MolecularNyetectionNofNfeNofNtheNMostNUnwantedNvlienN‘orestNPathogensNinNxanadaNUsingN
RealbTimeNPxRcNPLoSeONEaN2015aNfeaNeefhigkj 3.7 41

144 ’eneticNdiversityNamongN‘usariumNgraminearumNstrainsNfromNOntarioNandNQuebeccNCanadianeJournale
ofePlantePathologyaN1999aNgfaNhembhfi 1.6 41

143 PopulationNstructureNandNmigrationNpatternNofNaNconiferNpathogenaN’rosmanniaNclavigeraaNasN
influencedNbyNitsNsymbiontaNtheNmountainNpineNbeetlecNMoleculareEcologyaN2012aNgfaNlfbmk 5.7 40

142 —nNvivoNmonitoringNofNobligateNbiotrophicNpathogenNgrowthNbyNkineticNPxRcNAppliedeande
EnvironmentaleMicrobiologyaN2005aNlfaNfjikbjg 4.8 39

141 PhylogeneticsNofN–elotialesNandNRhytismatalesNwasedNonNPartialNSmallNSubunitNNuclearNRibosomalN
yNvNSequencescNMycologiaaN2001aNnhaNnfj 2.4 39

140 PhylogeneticNspeciesNrecognitionNrevealsNhostbspecificNlineagesNamongNpoplarNrustNfungicNMoleculare
PhylogeneticseandeEvolutionaN2013aNkkaNkgmbii 4.1 37

139 yNvNbarcodingNinNtheNrustNgenusNxhrysomyxaNandNitsNimplicationsNforNtheNphylogenyNofNtheNgenuscN
MycologiaaN2011aNfehaNfgjebkk 2.4 37

138 warrierNtoN’eneN‘lowNwetweenNzasternNandNWesternNPopulationsNofNxronartiumNribicolaNinNNorthN
vmericacNPhytopathologyaN2000aNneaNfelhbm 3.8 37

137 MolecularNandNPhysiologicalNvnalysisNofNtheNPowderyNMildewNvntagonistNPseudozymaNflocculosaN
andNRelatedN‘ungicNPhytopathologyaN2001aNnfaNginbji 3.8 37

(2001-2001)
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136 SexualNhomomorphismNinNdioeciousNtreesoNextensiveNtestsNfailNtoNdetectNsexualNdimorphismNinN
PopuluscNScientificeReportsaN2017aNlaNfmhf 4.9 36

135 zcologyNandNzvolutionNofNtheNSuddenNOakNyeathNPathogencNAnnualeRevieweofePhytopathologyaN2019aN
jlaNhefbhgf 10.8 36

134 ’eneticNdiversityNinNpopulationsNofNxronartiumNribicolaNinNplantationsNandNnaturalNstandsNofNPinusN
strobuscNTheoreticaleandeAppliedeGeneticsaN1995aNnfaNfgfibgf 6 35

133 MitoticNRecombinationNandNRapidN’enomeNzvolutionNinNtheN—nvasiveN‘orestNPathogencNMBioaN2019aN
feaN 7.8 34

132 UnequalNrecombinationNandNevolutionNofNtheNmatingbtypeNVMvTWNlociNinNtheNpathogenicNfungusN
’rosmanniaNclavigeraNandNrelativescNG3:eGenesseGenomesseGeneticsaN2013aNhaNikjbme 3.2 34

131 NoNevidenceNofNanNimpactNonNtheNrhizosphereNdiazotrophNcommunityNbyNtheNexpressionNofNwacillusN
thuringiensisNxryfvbNtoxinNbyNwtNwhiteNsprucecNAppliedeandeEnvironmentaleMicrobiologyaN2007aNlhaNkjllbmh4.8 33

130 vsexualNpropagationNofNaNvirulentNcloneNcomplexNinNaNhumanNandNfelineNoutbreakNofNsporotrichosiscN
EukaryoticeCellaN2015aNfiaNfjmbkn 32

129 yuplicationsNandNlossesNinNgeneNfamiliesNofNrustNpathogensNhighlightNputativeNeffectorscNFrontierseine
PlanteScienceaN2014aNjaNgnn 6.2 32

128 vNspruceNdefensinNshowingNstrongNantifungalNactivityNandNincreasedNtranscriptNaccumulationNafterN
woundingNandNjasmonateNtreatmentscNPhysiologicaleandeMolecularePlantePathologyaN2004aNkiaNhhfbhif 2.6 32

127 ’eneticNdiversityNinNxronartiumNquercuumNfcspcNfusiformeNonNloblollyNpinesNinNsouthernNUcScNCurrente
GeneticsaN1994aNgkaNhjnbkh 2.9 31

126 ’enomicNbiosurveillanceNofNforestNinvasiveNalienNenemiesoNvNstoryNwrittenNinNcodecNEvolutionarye
ApplicationsaN2020aNfhaNnjbffj 4.8 31

125 PoplarNrustNsystematicsNandNrefinementNofNMelampsoraNspeciesNdelineationcNFungaleDiversityaN2011aN
jeaNgglbgim 17.6 30

124 —mpactNofNanNmbyearboldNtransgenicNpoplarNplantationNonNtheNectomycorrhizalNfungalNcommunitycN
AppliedeandeEnvironmentaleMicrobiologyaN2009aNljaNljglbhk 4.8 30

123 ’eneticNStructureNofNxronartiumNribicolaNPopulationsNinNzasternNxanadacNPhytopathologyaN1999aNmnaNnfjbn3.8 30

122 ‘ungalNdiversityaNdominanceaNandNcommunityNstructureNinNtheNrhizosphereNofNclonalNPiceaNmarianaN
plantsNthroughoutNnurseryNproductionNchronosequencescNMicrobialeEcologyaN2007aNjiaNklgbmi 4.4 29

121 MolecularNzvidenceNofNyistinctN—ntroductionsNofNtheNzuropeanNRaceNofN’remmeniellaNabietinaNintoN
NorthNvmericacNPhytopathologyaN1998aNmmaNjmgbm 3.8 29

120 PutativeNoriginNofNclonalNlineagesNofNvmylostereumNareolatumaNtheNfungalNsymbiontNassociatedNwithN
SirexNnoctilioaNretrievedNfromNPinusNsylvestrisaNinNeasternNxanadacNFungaleBiologyaN2011aNffjaNljebm 2.8 28

119 zvaluationNofNmolecularNmarkersNforNPhytophthoraNramorumNdetectionNandNidentificationoNtestingN
forNspecificityNusingNaNstandardizedNlibraryNofNisolatescNPhytopathologyaN2009aNnnaNhnebieh 3.8 28
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118 ’eneticNyiversityNwetweenNandNWithinNxankersNofNtheNWhiteNPineNwlisterNRustcNPhytopathologyaN1996
aNmkaNmlj 3.8 28

117 vpproachesNtoNmolecularNcharacterizationNofNfungalNbiocontrolNagentsoNsomeNcaseNstudiescNCanadiane
JournaleofePlantePathologyaN2001aNghaNmbfg 1.6 27

116 ’eneticNandNgenomicNevidenceNofNnicheNpartitioningNandNadaptiveNradiationNinNmountainNpineNbeetleN
fungalNsymbiontscNMoleculareEcologyaN2017aNgkaNgellbgenf 5.7 26

115 RecentNadvancesNrelatedNtoNpoplarNleafNspotNandNcankerNcausedNbyNSeptoriaNmusivacNCanadiane
JournaleofePlantePathologyaN2010aNhgaNfggbfhi 1.6 26

114 vlterationNofNsoilNrhizosphereNcommunitiesNfollowingNgeneticNtransformationNofNwhiteNsprucecN
AppliedeandeEnvironmentaleMicrobiologyaN2007aNlhaNifgmbhi 4.8 26

113 vssociationNanalysisNidentifiesNMelampsoraNˆ�columbianaNpoplarNleafNrustNresistanceNSNPscNPLoSeONE
aN2013aNmaNelmigh 3.7 26

112 ’eneticNStructureNofNMycosphaerellaNpopulorumNVvnamorphNSeptoriaNmusivaWNPopulationsNinN
NorthbxentralNandNNortheasternNNorthNvmericacNPhytopathologyaN2005aNnjaNkembfk 3.8 25

111 PoplarNleafNrustsoNmodelNpathogensNforNaNmodelNtreeThisNminireviewNisNoneNofNaNselectionNofNpapersN
publishedNinNtheNSpecialN—ssueNonNPoplarNResearchNinNxanadaccNCanadianeJournaleofeBotanyaN2007aNmjaNffglbffhj 24

110 —dentificationNofNmycobacteriaNinNpeatNmossNprocessingNplantsoNapplicationNofNmolecularNbiologyN
approachescNCanadianeJournaleofeMicrobiologyaN2007aNjhaNngbn 3.2 24

109 –ybridizationNandNintrogressionNdriveNgenomeNevolutionNofNyutchNelmNdiseaseNpathogenscNNaturee
EcologyeandeEvolutionaN2020aNiaNkgkbkhm 12.3 23

108 MultiplexNrealbtimeNpolymeraseNchainNreactionNVPxRWNforNdetectionNofNPhytophthoraNramorumaNtheN
causalNagentNofNsuddenNoakNdeathcNCanadianeJournaleofePlantePathologyaN2009aNhfaNfnjbgfe 1.6 23

107 zffectsNofNtransgenicNhybridNaspenNoverexpressingNpolyphenolNoxidaseNonNrhizosphereNdiversitycN
AppliedeandeEnvironmentaleMicrobiologyaN2008aNliaNjhiebm 4.8 23

106 wiosurveillanceNofNforestNinsectsoNpartN—â��integrationNandNapplicationNofNgenomicNtoolsNtoNtheN
surveillanceNofNnonbnativeNforestNinsectscNJournaleofePesteScienceaN2019aNngaNjfble 5.5 22

105 vdvancingN×nowledgeNonNwiologyNofNRustN‘ungiNThroughN’enomicscNAdvanceseineBotanicaleResearchaN
2014aNflhbgen 2.2 22

104 yiscriminationNbetweenNalfalfaNandNpotatoNisolatesNofNVerticilliumNalbobatrumNusingNRvPyNmarkerscN
MycologicaleResearchaN1995aNnnaNfjelbfjfg 22

103 xomparativeNanalysisNofNmitochondrialNgenomesNofNgeographicNvariantsNofNtheNgypsyNmothaN
LymantriaNdisparaNrevealsNaNpreviouslyNundescribedNgenotypicNentitycNScientificeReportsaN2017aNlaNfigij 4.9 21

102 RapidNidentificationNandNdetectionNofNpineNpathogenicNfungiNassociatedNwithNmountainNpineNbeetlesN
byNpadlockNprobescNJournaleofeMicrobiologicaleMethodsaN2010aNmhaNgkbhh 2.8 21

101
vttributesNandNcongruenceNofNthreeNmolecularNdataNsetsoNinferringNphylogeniesNamongN
SeptoriabrelatedNspeciesNfromNwoodyNperennialNplantscNMolecularePhylogeneticseandeEvolutionaN2006aN
ieaNmembgn

4.1 21

(2006-1996)
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100 vNMultibSpeciesNTaqManNPxRNvssayNforNtheN—dentificationNofNvsianN’ypsyNMothsNVLymantriaNsppcWNandN
OtherN—nvasiveNLymantriinesNofNwiosecurityNxoncernNtoNNorthNvmericacNPLoSeONEaN2016aNffaNeefkemlm 3.7 21

99 zvolutionaryNQuantitativeN’enomicsNofNPopulusNtrichocarpacNPLoSeONEaN2015aNfeaNeefigmki 3.7 20

98 TheNeffectsNofNhighbtanninNleafNlitterNfromNtransgenicNpoplarsNonNmicrobialNcommunitiesNinN
microcosmNsoilscNFrontierseineMicrobiologyaN2013aNiaNgne 5.7 20

97 PhylogenyNofN’remmeniellaNsppcNbasedNonNsequencesNofNtheNjcmSNryNvNandNinternalNtranscribedN
spacerNregioncNCanadianeJournaleofeBotanyaN1997aNljaNknhbknm 20

96 ’enomeNsequencesNofNsixNspeciesNthreateningNforestNecosystemscNGenomicseDataaN2016aNfeaNmjbmm 20

95
vssessingNtheNpotentialNofNgenotypingbbybsequencingbderivedNsingleNnucleotideNpolymorphismsNtoN
identifyNtheNgeographicNoriginsNofNinterceptedNgypsyNmothNVLymantriaNdisparWNspecimensoNvN
proofbofbconceptNstudycNEvolutionaryeApplicationsaN2018aNffaNhgjbhhn

4.8 19

94 —mpactNofNendochitinasebtransformedNwhiteNspruceNonNsoilNfungalNbiomassNandNectendomycorrhizalN
symbiosiscNAppliedeandeEnvironmentaleMicrobiologyaN2010aNlkaNgkelbfi 4.8 19

93 xurrentNstateNofNgeneticallyNmodifiedNplantNimpactNonNtargetNandNnonbtargetNfungicNEnvironmentale
ReviewsaN2010aNfmaNiifbilj 4.5 18

92 xolonizationNhistoryaNhostNdistributionaNanthropogenicNinfluenceNandNlandscapeNfeaturesNshapeN
populationsNofNwhiteNpineNblisterNrustaNanNinvasiveNalienNtreeNpathogencNPLoSeONEaN2015aNfeaNeefglnfk 3.7 17

91
’eneticNyiversityNandNtheNPresenceNofNTwoNyistinctN’roupsNinNOphiostomaNclavigerumNvssociatedN
withNyendroctonusNponderosaeNinNwritishNxolumbiaNandNtheNNorthernNRockyNMountainscN
PhytopathologyaN2007aNnlaNffllbmj

3.8 17

90 zxtensiveNfunctionalNpleiotropyNofNRzVOLUTvNsubstantiatedNthroughNforwardNgeneticscNPlante
PhysiologyaN2014aNfkiaNjimbji 6.6 15

89 yifferentiationNofNzuropeanNandNNorthNvmericanNgenotypesNofNPhytophthoraNramorumNbyNrealbtimeN
polymeraseNchainNreactionNprimerNextensioncNCanadianeJournaleofePlantePathologyaN2007aNgnaNiembige 1.6 15

88 VariabilityNofNnuclearNSSUbryNvNgroupNintronsNwithinNSeptoriaNspeciesoNincongruenceNwithNhostN
sequenceNphylogeniescNJournaleofeMoleculareEvolutionaN2007aNkiaNimnbnn 3.1 15

87 ‘ineblevelNgeneticNstructureNofNwhiteNpineNblisterNrustNpopulationscNPhytopathologyaN1998aNmmaNffmlbnf 3.8 15

86 ’enomebznhancedNyetectionNandN—dentificationNV’zy—WNofNplantNpathogenscNPeerJaN2018aNkaNeihng 3.1 15

85 —mpactNofNendochitinasebtransformedNwhiteNspruceNonNsoilNfungalNcommunitiesNunderNgreenhouseN
conditionscNFEMSeMicrobiologyeEcologyaN2011aNlkaNfnnbgem 4.3 14

84 MorchellaNtomentosaoNaNuniqueNbelowgroundNstructureNandNaNnewNcladeNofNmorelscNMycologiaaN2010aN
fegaNfemgbm 2.4 14

83 PredictionNofNpoplarNleafNrustNepidemicsNfromNaNleafbdiskNassaycNCanadianeJournaleofeForesteResearchaN
1994aNgiaNgemjbgemm 1.9 14
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82
SinglebnucleotideNpolymorphismNdiscoveryNinNLeptographiumNlongiclavatumaNaNmountainNpineN
beetlebassociatedNsymbioticNfungusaNusingNwholebgenomeNresequencingcNMoleculareEcologye
ResourcesaN2014aNfiaNiefbfe

8.4 13

81 SequencebtaggedNsitesNVSTSWNforNstudiesNofNmolecularNepidemiologyNofNscleroderrisNcankerNofN
coniferscNTheoreticaleandeAppliedeGeneticsaN1998aNnlaNlmnblnk 6 13

80 yetectionNandNvalidationNofNzSTbderivedNSNPsNforNpoplarNleafNrustNMelampsoraNmedusaeNfcNspcN
deltoidaecNMoleculareEcologyeNotesaN2007aNlaNfgggbfggm 13

79 ’eneticNdiversityNofNPhytophthoraNpluvialisaNaNpathogenNofNconifersaNinNNewNZealandNandNtheNwestN
coastNofNtheNUnitedNStatesNofNvmericacNPlantePathologyaN2018aNklaNffhfbffhn 2.8 13

78 RealbtimeNPxRNassaysNforNtheNdetectionNofN–eterobasidionNirregulareaN–c´ occidentaleaN–c´ annosumN
sensuNstrictoNandNtheN–eterobasidionNannosumNcomplexcNForestePathologyaN2017aNilaNefghgf 1.2 12

77 RealbtimeNPxRNassayNtoNdistinguishNPhytophthoraNramorumNlineagesNusingNtheNcelluloseNbindingN
elicitorNlectinNVxwzLWNlocuscNCanadianeJournaleofePlantePathologyaN2014aNhkaNhklbhlk 1.6 12

76
TargetbspecificNPxRNprimersNcanNdetectNandNdifferentiateNophiostomatoidNfungiNfromNmicrobialN
communitiesNassociatedNwithNtheNmountainNpineNbeetleNyendroctonusNponderosaecNFungaleBiologyaN
2010aNffiaNmgjbhh

2.8 12

75 yNvNpolymorphismNandNmolecularNdiagnosisNinN—nonotusNsppccNCanadianeJournaleofePlantePathologyaN
2002aNgiaNfnibfnn 1.6 12

74 ’eneticNpatternsNrevealNhistoricalNandNcontemporaryNdispersalNofNaNtreeNpathogencNBiologicale
InvasionsaN2016aNfmaNflmfbflnn 2.7 12

73 SignaturesNofNPostb’lacialN’eneticN—solationNandN–umanbyrivenNMigrationNinNtheNyothistromaN
NeedleNwlightNPathogenNinNWesternNxanadacNPhytopathologyaN2021aNfffaNffkbfgl 3.8 12

72 OverexpressionNofNvt’olShNandNxsR‘SNinNpoplarNenhancesNROSNtoleranceNandNrepressesNdefenseN
responseNtoNleafNrustNdiseasecNTreeePhysiologyaN2018aNhmaNijlbile 4.2 11

71 wiosurveillanceNofNforestNinsectsoNpartN——â��adoptionNofNgenomicNtoolsNbyNendNuserNcommunitiesNandN
barriersNtoNintegrationcNJournaleofePesteScienceaN2019aNngaNlfbmg 5.5 11

70 SayNhelloNtoNmyNlittleNfriendsoNhowNmicrobiotaNcanNmodulateNtreeNhealthcNNewePhytologistaN2017aNgfjaNjembjfe9.8 11

69 vNcomparativeNstudyNofNgeneticNdiversityNofNpopulationsNofNNectriaNgalligenaNandNNcNcoccineaNvarcN
faginataNinNNorthNvmericacNMycologicaleResearchaN2002aNfekaNfmhbfnh 11

68 MolecularNepidemiologyNofNwhiteNpineNblisterNrustoNrecombinationNandNspatialNdistributioncN
PhytopathologyaN2005aNnjaNlnhbn 3.8 11

67 ’eneticNVariabilityNofNxanadianNPopulationsNofNtheNSapstainN‘ungusNOphiostomaNpiceaecN
PhytopathologyaN2001aNnfaNhknblk 3.8 11

66 xR—SPRdxasnN’eneNzditingoNvnNUnexploredN‘rontierNforN‘orestNPathologycNFrontierseinePlanteScienceaN
2020aNffaNffgk 6.2 11

65 yevelopmentNandNValidationNofNPolymorphicNMicrosatelliteNLociNforNtheNNvgNLineageNofN
PhytophthoraNramorumNfromNWholeN’enomeNSequenceNyatacNPlanteDiseaseaN2017aNfefaNkkkbklh 1.5 10

(2017-2014)
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64 ’eneticNyiversityNinNPoplarNLeafNRustNVMelampsoraNmedusaeNfcNspcNdeltoidaeWNinNtheNZonesNofN–ostN
SympatryNandNvllopatrycNPhytopathologyaN2007aNnlaNkehbfe 3.8 10

63 PopulationNstructureNofNmountainNpineNbeetleNsymbiontNLeptographiumNlongiclavatumNandNtheN
implicationNonNtheNmultipartiteNbeetlebfungiNrelationshipscNPLoSeONEaN2014aNnaNefejijj 3.7 10

62 QuantificationNofNyiseaseNProgressNandNyefoliationNinNtheNPoplarNLeafNRustbzasternNxottonwoodN
PathosystemcNPhytopathologyaN1993aNmhaNfie 3.8 10

61 —nNSituNProcessingNandNzfficientNznvironmentalNyetectionNViSPzzyWNofNtreeNpestsNandNpathogensN
usingNpointbofbuseNrealbtimeNPxRcNPLoSeONEaN2020aNfjaNeeggkmkh 3.7 10

60 OhNtheNplacesNtheyâ��llNgooNimprovingNspeciesNdistributionNmodellingNforNinvasiveNforestNpestsNinNanN
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