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k Paper IF Citations

43 FungalNcommunitiesNassociatedNwithNacornNwoodpeckersNandNtheirNexcavationsdNFungalhEcologybN
2022bNgfggkj 4.1 0

42 PredatorNpreferencesNshapeNtheNdietsNofNarthropodivorousNbatsNmoreNthanNquantitativeNlocalNpreyN
abundancedNMolecularhEcologybN2021bNifbNnkkcnmi 5.7 7

41 RoleNofNLeafNLitterNinNwbovecGroundNWoodNzecaydNMicroorganismsbN2020bNnbN 4.9 2

40 WoodccolonizingNfungalNcommunityNresponseNtoNforestNrestorationNthinningsNinNaNPinusNtabuliformisN
plantationNinNnorthernNyhinadNForesthEcologyhandhManagementbN2020bNjmlbNggnjko 3.9 1

39 MajorNhistocompatibilityNcomplexNvariationNisNsimilarNinNlittleNbrownNbatsNbeforeNandNafterN
whitecnoseNsyndromeNoutbreakdNEcologyhandhEvolutionbN2020bNgfbNgffigcgffji 2.8 2

38 RelationshipsNamongNwoodcboringNbeetlesbNfungibNandNtheNdecompositionNofNforestNbiomassdN
MolecularhEcologybN2019bNhnbNjomgcjonl 5.7 24

37 wnNimprovedNmethodNforNutilizingNhighcthroughputNampliconNsequencingNtoNdetermineNtheNdietsNofN
insectivorousNanimalsdNMolecularhEcologyhResourcesbN2019bNgobNgmlcgof 8.4 49

36 ExtremeNsensitivityNtoNultravioletNlightNinNtheNfungalNpathogenNcausingNwhitecnoseNsyndromeNofN
batsdNNaturehCommunicationsbN2018bNobNik 17.4 31

35 wssemblyNandNPhasingNofNzikaryoticNGenomesNfromNTwoNIsolatesNofNfdNspdNbNtheNyausalNwgentNofNOatN
yrownNRustdNMBiobN2018bNobN 7.8 27

34 SelenateNsensitivityNofNaNlaewNmutantNisNrestoredNbyNoverexpressionNofNtheNbZIPNproteinNMetRNinN
wspergillusNfumigatusdNFungalhGeneticshandhBiologybN2018bNggmbNgcgf 3.9 9

33 IncidenceNandNtaxonomicNrichnessNofNmosquitoesNinNtheNdietsNofNlittleNbrownNandNbigNbrownNbatsdN
JournalhofhMammalogybN2018bNoobNllnclmj 1.8 19

32 zraftNGenomeNSequenceNofNxurkholderiaNcepaciaNwTyyNgmmkobNaNPolyhydroxybutyratecyocValerateN
yopolymercProducingNxacteriumdNGenomehAnnouncementsbN2018bNlbN 1

31 NoncbiologicalNsyntheticNspikecinNcontrolsNandNtheNwMPtkNsoftwareNpipelineNimproveNmycobiomeN
datadNPeerJbN2018bNlbNejohk 3.1 107

30 spdNnovdpNaNnewNcoldctolerantNspeciesNofNyeastNisolatedNfromNbatsdNPersoonia:hMolecularhPhylogenyhandh
EvolutionhofhFungibN2018bNjgbNklcmf 9 50

29 yharacterizationNofNPdyPgbNaNserineNcarboxypeptidaseNfromNPseudogymnoascusNdestructansbNtheN
causalNagentNofNWhitecnoseNSyndromedNBiologicalhChemistrybN2018bNioobNgimkcginn 4.5 5

28 yaspofunginNexposureNaltersNtheNcoreNseptinNwspxNinteractomeNofNwspergillusNfumigatusdN
BiochemicalhandhBiophysicalhResearchhCommunicationsbN2017bNjnkbNhhgchhl 3.4 5

27 PseudogymnoascusNdestructansNtranscriptomeNchangesNduringNwhitecnoseNsyndromeNinfectionsdN
VirulencebN2017bNnbNglokcgmfm 4.7 13
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26 wNscalableNplatformNtoNidentifyNfungalNsecondaryNmetabolitesNandNtheirNgeneNclustersdNNatureh
ChemicalhBiologybN2017bNgibNnokcofg 11.7 108

25 zriversNofNgeneticNdiversityNinNsecondaryNmetabolicNgeneNclustersNwithinNaNfungalNspeciesdNPLoSh
BiologybN2017bNgkbNehffikni 9.7 102

24 RevitalizationNofNaNForwardNGeneticNScreenNIdentifiesNThreeNNewNRegulatorsNofNFungalNSecondaryN
MetabolismNinNtheNGenusdNMBiobN2017bNnbN 7.8 29

23 PhylogeneticsNofNaNFungalNInvasionpNOriginsNandNWidespreadNzispersalNofNWhitecNoseNSyndromedN
MBiobN2017bNnbN 7.8 45

22 LipoxygenaseNwctivityNwcceleratesNProgrammedNSporeNGerminationNindNFrontiershinhMicrobiologybN
2017bNnbNnig 5.7 13

21 wmpliconcxasedNSequencingNofNSoilNFungiNfromNWoodNPreservativeNTestNSitesdNFrontiershinh
MicrobiologybN2017bNnbNgoom 5.7 6

20 yharacterizationNofNIsolatesNfromNwirNandNSurfacesNofNtheNInternationalNSpaceNStationdNMSpherebN
2016bNgbN 5 61

19 FirstNzetectionNofNxatNWhitecNoseNSyndromeNinNWesternNNorthNwmericadNMSpherebN2016bNgbN 5 55

18 FlewNExpressionNinNwspergillusNfumigatusNIsNRecognizedNbyNFucosylatedNStructuresNonNMucinsNandN
MacrophagesNtoNPreventNLungNInfectiondNPLoShPathogensbN2016bNghbNegffkkkk 7.6 39

17
UseNofNMultipleNSequencingNTechnologiesNToNProduceNaNHighcQualityNGenomeNofNtheNFungusN
PseudogymnoascusNdestructansbNtheNyausativeNwgentNofNxatNWhitecNoseNSyndromedNGenomeh
AnnouncementsbN2016bNjbN

16

16 OneNJulietNandNfourNRomeospNVewNandNitsNmethyltransferasesdNFrontiershinhMicrobiologybN2015bNlbNg 5.7 837

15 MolecularNcharacterizationNofNaNheterothallicNmatingNsystemNinNPseudogymnoascusNdestructansbNtheN
FungusNcausingNwhitecnoseNsyndromeNofNbatsdNG3:hGenesvhGenomesvhGeneticsbN2014bNjbNgmkkcli 3.2 28

14 wNnovelNautomethylationNreactionNinNtheNwspergillusNnidulansNLaewNproteinNgeneratesN
ScmethylmethioninedNJournalhofhBiologicalhChemistrybN2013bNhnnbNgjfihcgjfjk 5.4 44

13 RsmwNregulatesNwspergillusNfumigatusNgliotoxinNclusterNmetabolitesNincludingNcycloVLcPhecLcSerWbNaN
potentialNnewNdiagnosticNmarkerNforNinvasiveNaspergillosisdNPLoShONEbN2013bNnbNelhkog 3.7 32

12 SecondaryNmetabolismNandNdevelopmentNisNmediatedNbyNLlmFNcontrolNofNVewNsubcellularN
localizationNinNwspergillusNnidulansdNPLoShGeneticsbN2013bNobNegffigoi 6 59

11 PrototypeNofNanNintertwinedNsecondarycmetaboliteNsuperclusterdNProceedingshofhthehNationalh
AcademyhofhScienceshofhthehUnitedhStateshofhAmericabN2013bNggfbNgmflkcmf 11.5 141

10 LossNofNyclwbNrequiredNforNhistoneNiNlysineNjNmethylationbNdecreasesNgrowthNbutNincreasesNsecondaryN
metaboliteNproductionNinNwspergillusNfumigatusdNPeerJbN2013bNgbNej 3.1 50

9 TelomereNpositionNeffectNisNregulatedNbyNheterochromatincassociatedNproteinsNandNNkuwNinN
wspergillusNnidulansdNMicrobiologyhrUnitedhKingdomsbN2010bNgklbNikhhcikig 2.9 26

(2010-2017)
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8 SecondaryNmetabolismNinNfungipNdoesNchromosomalNlocationNmatterudNCurrenthOpinionhinh
MicrobiologybN2010bNgibNjigcl 7.9 173

7 InvolvementNofNtransposonclikeNelementsNinNpenicillinNgeneNclusterNregulationdNFungalhGeneticshandh
BiologybN2010bNjmbNjhicih 3.9 51

6 HiKoNmethylationNregulatesNgrowthNandNdevelopmentNinNwspergillusNfumigatusdNEukaryotichCellbN
2008bNmbNhfkhclf 51

5 EctomycorrhizalNcharacterizationNofNanNwmericanNchestnutNVyastaneaNdentataWcdominatedN
communityNinNWesternNWisconsindNMycorrhizabN2008bNgobNhmcil 3.9 52

4 PreliminaryNcharacterizationNofNlittleNbrownNbatsNVMyotisNlucifugusWNimmuneNMHyNIINzRxNallelesN
usingNnextcgenerationNsequencing 2

3 wnNimprovedNmethodNforNutilizingNhighcthroughputNampliconNsequencingNtoNdetermineNtheNdietsNofN
insectivorousNanimals 3

2 zriversNofNgeneticNdiversityNinNsecondaryNmetabolicNgeneNclustersNwithinNaNfungalNspecies 5

1 NoncbiologicalNsyntheticNspikecinNcontrolsNandNtheNwMPtkNsoftwareNpipelineNimproveNmycobiomeNdata 2
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