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140 xomparativeNgenomicsNrevealsNmobileNpathogenicityNchromosomesNinN–usariumcNNatureaN2010aNikiaNhklblh50.4 1085

139 γenomeNsequencingNandNanalysisNofNtheNbiomassbdegradingNfungusNTrichodermaNreeseiNWsyncN
HypocreaNjecorinaXcNNaturedBiotechnologyaN2008aNgkaNjjhbke 44.5 920

138 TheN–usariumNgraminearumNgenomeNrevealsNaNlinkNbetweenNlocalizedNpolymorphismNandNpathogenN
specializationcNScienceaN2007aNhflaNfieebg 33.3 668

137
γenomeaNtranscriptomeaNandNsecretomeNanalysisNofNwoodNdecayNfungusNPostiaNplacentaNsupportsN
uniqueNmechanismsNofNlignocelluloseNconversioncNProceedingsdofdthedNationaldAcademydofdSciencesdofd
thedUniteddStatesdofdAmericaaN2009aNfekaNfnjibn

11.5 479

136
zxtensiveNsamplingNofNbasidiomyceteNgenomesNdemonstratesNinadequacyNofNtheN
whitebrotdbrownbrotNparadigmNforNwoodNdecayNfungicNProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaaN2014aNfffaNnnghbm

11.5 461

135 xomparativeNgenomeNsequenceNanalysisNunderscoresNmycoparasitismNasNtheNancestralNlifeNstyleNofN
TrichodermacNGenomedBiologyaN2011aNfgaNRie 18.3 448

134 StructureNandNfunctionNofNhemidesmosomesoNmoreNthanNsimpleNadhesionNcomplexescNJournaldofd
InvestigativedDermatologyaN1999aNffgaNiffbm 4.3 428

133 TheNplantNcellNwallbdecomposingNmachineryNunderliesNtheNfunctionalNdiversityNofNforestNfungicN
ScienceaN2011aNhhhaNlkgbj 33.3 417

132 γenomeNsequenceNofNtheNmodelNmushroomNSchizophyllumNcommunecNNaturedBiotechnologyaN2010aN
gmaNnjlbkh 44.5 381

131 xomparativeNgenomicNanalysisNofNtheNthermophilicNbiomassbdegradingNfungiNMyceliophthoraN
thermophilaNandNThielaviaNterrestriscNNaturedBiotechnologyaN2011aNgnaNnggbl 44.5 324

130 vNversatileNtoolkitNforNhighNthroughputNfunctionalNgenomicsNwithNTrichodermaNreeseicNBiotechnologyd
fordBiofuelsaN2012aNjaNf 7.8 318

129 xomparativeNgenomicsNofNcitricbacidbproducingNvspergillusNnigerNvTxxNfefjNversusN
enzymebproducingNxwSNjfhcmmcNGenomedResearchaN2011aNgfaNmmjbnl 9.7 266

128 xomparativeNgenomicsNrevealsNhighNbiologicalNdiversityNandNspecificNadaptationsNinNtheNindustriallyN
andNmedicallyNimportantNfungalNgenusNvspergilluscNGenomedBiologyaN2017aNfmaNgm 18.3 261

127 TheNputativeNproteinNmethyltransferaseNLvzfNcontrolsNcellulaseNgeneNexpressionNinNTrichodermaN
reeseicNMoleculardMicrobiologyaN2012aNmiaNffjebki 4.1 170

126
TrackingNtheNrootsNofNcellulaseNhyperproductionNbyNtheNfungusNTrichodermaNreeseiNusingNmassivelyN
parallelNyNvNsequencingcNProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaaN2009aNfekaNfkfjfbk

11.5 164

125 xomparativeNgenomeNstructureaNsecondaryNmetaboliteaNandNeffectorNcodingNcapacityNacrossN
xochliobolusNpathogenscNPLoSdGeneticsaN2013aNnaNefeehghh 6 161

124 OneNfungusaNoneNnameoNdefiningNtheNgenusN–usariumNinNaNscientificallyNrobustNwayNthatNpreservesN
longstandingNusecNPhytopathologyaN2013aNfehaNieebm 3.8 155
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123 vspergillusNnigerNgenomicsoNpastaNpresentNandNintoNtheNfuturecNMedicaldMycologyaN2006aNiiNSupplNfaNSflbgf3.9 155

122 vNcellNsignalNpathwayNinvolvingNlamininbjaNalphahbetafNintegrinaNandNmitogenbactivatedNproteinN
kinaseNcanNregulateNepithelialNcellNproliferationcNMoleculardBiologydofdthedCellaN1999aNfeaNgjnble 3.5 135

121
MolecularNgeneticNstudiesNofNaNhumanNepidermalNautoantigenNWtheNfmebkyNbullousNpemphigoidN
antigendwPfmeXoNidentificationNofNfunctionallyNimportantNsequencesNwithinNtheNwPfmeNmoleculeNandN
evidenceNforNanNinteractionNbetweenNwPfmeNandNalphaNkNintegrincNJournaldofdCelldBiologyaN1995aNfheaNfflbgj

7.3 120

120 zxpansionNofNSignalNTransductionNPathwaysNinN–ungiNbyNzxtensiveNγenomeNyuplicationcNCurrentd
BiologyaN2016aNgkaNfjllbfjmi 6.3 119

119 TheNγenomesNofNThreeNUnevenNSiblingsoN–ootprintsNofNtheNLifestylesNofNThreeNTrichodermaNSpeciescN
MicrobiologydanddMoleculardBiologydReviewsaN2016aNmeaNgejbhgl 13.2 118

118 TranscriptomicNresponseNofNtheNmycoparasiticNfungusNTrichodermaNatrovirideNtoNtheNpresenceNofNaN
fungalNpreycNBMCdGenomicsaN2009aNfeaNjkl 4.5 118

117 vNpartsNlistNforNfungalNcellulosomesNrevealedNbyNcomparativeNgenomicscNNaturedMicrobiologyaN2017aN
gaNfleml 26.6 111

116 TwoNpolyketideNsynthasebencodingNgenesNareNrequiredNforNbiosynthesisNofNtheNpolyketideNvirulenceN
factoraNTbtoxinaNbyNxochliobolusNheterostrophuscNMoleculardPlantrMicrobedInteractionsaN2006aNfnaNfhnbin 3.6 108

115 RegulationNofNaminobacidNmetabolismNcontrolsNfluxNtoNlipidNaccumulationNincNNpjdSystemsdBiologydandd
ApplicationsaN2016aNgaNfkeej 5 106

114 InvestigationNofNinterbNandNintraspeciesNvariationNthroughNgenomeNsequencingNofNvspergillusNsectionN
NigricNNaturedGeneticsaN2018aNjeaNfkmmbfknj 36.3 100

113 HarnessingNglycosylationNtoNimproveNcellulaseNactivitycNCurrentdOpiniondindBiotechnologyaN2012aNghaNhhmbij11.4 96

112 SequencingNtheNfungalNtreeNofNlifecNNewdPhytologistaN2011aNfneaNmfmbmgf 9.8 91

111 vctivationNofNanNvPfblikeNtranscriptionNfactorNofNtheNmaizeNpathogenNxochliobolusNheterostrophusN
inNresponseNtoNoxidativeNstressNandNplantNsignalscNEukaryoticdCellaN2005aNiaNiihbji 90

110
NewNinsightNintoNtheNochratoxinNvNbiosyntheticNpathwayNthroughNdeletionNofNaNnonribosomalN
peptideNsynthetaseNgeneNinNvspergillusNcarbonariuscNApplieddanddEnvironmentaldMicrobiologyaN2012aN
lmaNmgembfm

4.8 87

109 –unctionalNanalysesNofNTrichodermaNreeseiNLvzfNrevealNconservedNandNcontrastingNrolesNofNthisN
regulatorcNGx:dGenespdGenomespdGeneticsaN2013aNhaNhknblm 3.2 86

108 HemidesmosomesoNextracellularNmatrixdintermediateNfilamentNconnectorscNExperimentaldCelld
ResearchaN1994aNgfhaNfbff 4.2 84

107 LinkingNsecondaryNmetabolitesNtoNgeneNclustersNthroughNgenomeNsequencingNofNsixNdiverseNspeciescN
ProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaaN2018aNffjaNzljhbzlkf 11.5 78

106 xharacterizationNofNaNpolyketideNsynthaseNinNvspergillusNnigerNwhoseNproductNisNaNprecursorNforNbothN
dihydroxynaphthaleneNWyHNXNmelaninNandNnaphthob˛‡bpyronecNFungaldGeneticsdanddBiologyaN2011aNimaNihebl3.9 77
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105 vnalyticalNandNcomputationalNapproachesNtoNdefineNtheNvspergillusNnigerNsecretomecNFungald
GeneticsdanddBiologyaN2009aNikNSupplNfaNSfjhbSfke 3.9 77

104 WhatNcanNcomparativeNgenomicsNtellNusNaboutNspeciesNconceptsNinNtheNgenusNvspergillustcNStudiesdind
MycologyaN2007aNjnaNffbl 22.2 70

103 PhylogenomicNanalysisNofNpolyketideNsynthasebencodingNgenesNinNTrichodermacNMicrobiologydlUnitedd
KingdommaN2012aNfjmaNfilbfji 2.9 67

102 fefNgenomesoNvNtestNcaseNforNpredictingNlifestylesNandNemergenceNofNpathogenscNStudiesdindMycology
aN2020aNnkaNfifbfjh 22.2 63

101 MorphogeneticNeffectsNofNsolubleNlamininbjNonNculturedNepithelialNcellsNandNtissueNexplantscN
ExperimentaldCelldResearchaN1996aNggmaNgkgble 4.2 63

100 TheNpolyketideNsynthaseNgeneNpksiNofNTrichodermaNreeseiNprovidesNpigmentationNandNstressN
resistancecNEukaryoticdCellaN2013aNfgaNfinnbjem 61

99 IdentificationNandNcharacterizationNofNtheNpolyketideNsynthaseNinvolvedNinNochratoxinNvNbiosynthesisN
inNvspergillusNcarbonariuscNInternationaldJournaldofdFooddMicrobiologyaN2014aNflnaNfebl 5.8 60

98 PurifyingNselectionNandNbirthbandbdeathNevolutionNinNtheNclassNIINhydrophobinNgeneNfamiliesNofNtheN
ascomyceteNTrichodermadHypocreacNBMCdEvolutionarydBiologyaN2008aNmaNi 3 59

97 TheNproductionNofNmultipleNsmallNpeptaibolNfamiliesNbyNsingleNfibmoduleNPeptideNsynthetasesNinN
TrichodermadHypocreacNChemistrydanddBiodiversityaN2012aNnaNinnbjhj 2.5 58

96 IncreasedNproductionNofNfattyNacidsNandNtriglyceridesNinNvspergillusNoryzaeNbyNenhancingNexpressionsN
ofNfattyNacidNsynthesisbrelatedNgenescNApplieddMicrobiologydanddBiotechnologyaN2013aNnlaNgknbmf 5.7 57

95 vNcomparativeNgenomicsNstudyNofNghNvspergillusNspeciesNfromNsectionN–lavicNNaturedCommunicationsaN
2020aNffaNffek 17.4 54

94 NovelNhydrophobinsNfromNTrichodermaNdefineNaNnewNhydrophobinNsubclassoNproteinNpropertiesaN
evolutionaNregulationNandNprocessingcNJournaldofdMoleculardEvolutionaN2011aNlgaNhhnbjf 3.1 54

93 RediscoveryNbyNWholeNγenomeNSequencingoNxlassicalNMutationsNandNγenomeNPolymorphismsNinN
NeurosporaNcrassacNGx:dGenespdGenomespdGeneticsaN2011aNfaNhehbfk 3.2 54

92 MappingNNblinkedNglycosylationNsitesNinNtheNsecretomeNandNwholeNcellsNofNvspergillusNnigerNusingN
hydrazideNchemistryNandNmassNspectrometrycNJournaldofdProteomedResearchaN2012aNffaNfihbjk 5.6 53

91 γeneticNandNgenomicNdissectionNofNtheNxochliobolusNheterostrophusNToxfNlocusNcontrollingN
biosynthesisNofNtheNpolyketideNvirulenceNfactorNTbtoxincNAdvancesdindGeneticsaN2007aNjlaNgfnbkf 3.3 47

90 StructuralNreorganizationNofNtheNfungalNendoplasmicNreticulumNuponNinductionNofNmycotoxinN
biosynthesiscNScientificdReportsaN2017aNlaNiignk 4.9 46

89 xircadianNProteomicNvnalysisNUncoversNMechanismsNofNPostbTranscriptionalNRegulationNinNMetabolicN
PathwayscNCelldSystemsaN2018aNlaNkfhbkgkcej 10.6 46

88 MultibomicsNanalysisNrevealsNregulatorsNofNtheNresponseNtoNnitrogenNlimitationNinNYarrowiaNlipolyticacN
BMCdGenomicsaN2016aNflaNfhm 4.5 45
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87 xomprehensiveNMetabolomicaNLipidomicNandNMicroscopicNProfilingNofNYarrowiaNlipolyticaNduringN
LipidNvccumulationNIdentifiesNTargetsNforNIncreasedNLipogenesiscNPLoSdONEaN2015aNfeaNeefghfmm 3.7 44

86
IdentificationNofNaNxlassicalNMutantNinNtheNIndustrialNHostNvspergillusNnigerNbyNSystemsNγeneticsoN
LaevNIsNRequiredNforNxitricNvcidNProductionNandNRegulatesNtheN–ormationNofNSomeNSecondaryN
MetabolitescNGx:dGenespdGenomespdGeneticsaN2015aNkaNfnhbgei

3.2 42

85 vNmolecularNgeneticNtoolboxNforcNBiotechnologydfordBiofuelsaN2017aNfeaNg 7.8 41

84 PhylogenomicNandNfunctionalNdomainNanalysisNofNpolyketideNsynthasesNinN–usariumcNFungaldBiologyaN
2012aNffkaNhfmbhf 2.8 41

83 wiomarkerNcandidateNidentificationNinNYersiniaNpestisNusingNorganismbwideNsemiquantitativeN
proteomicscNJournaldofdProteomedResearchaN2006aNjaNheembfl 5.6 40

82 vnaerobicNfungioNNeocallimastigomycotacNIMAdFungusaN2010aNfaNfmfbj 6.8 37

81 MixedbeffectsNstatisticalNmodelNforNcomparativeNLxbMSNproteomicsNstudiescNJournaldofdProteomed
ResearchaN2008aNlaNfgenbfl 5.6 35

80
γenomeNsequencingNandNtranscriptomeNanalysisNofNQMnnlmNstrainNrevealsNaNdistalNchromosomeN
translocationNtoNbeNresponsibleNforNlossNofNexpressionNandNlossNofNcellulaseNinductioncNBiotechnologyd
fordBiofuelsaN2017aNfeaNgen

7.8 32

79 zxploitingNproteomicNdataNforNgenomeNannotationNandNgeneNmodelNvalidationNinNvspergillusNnigercN
BMCdGenomicsaN2009aNfeaNkf 4.5 32

78 LeucineNwiosynthesisNIsNInvolvedNinNRegulatingNHighNLipidNvccumulationNincNMBioaN2017aNmaN 7.8 29

77 vNnewNapproachNtoNxasnbbasedNgenomeNeditingNinNvspergillusNnigerNthatNisNpreciseaNefficientNandN
selectablecNPLoSdONEaN2019aNfiaNeegfegih 3.7 29

76 xomparativeNγenomicsNvnalysisNofNTrichodermaNreeseiNStrainscNIndustrialdBiotechnologyaN2013aNnaNhjgbhkl1.3 27

75 γeneticNinteractionNbetweenNintegrinsNandNmoleskinaNaNgeneNencodingNaNyrosophilaNhomologNofN
importinblcNGeneticsaN2002aNfkgaNgmjbnk 4 26

74
γenomeNsequencingNofNtheNTrichodermaNreeseiNQMnfhkNmutantNidentifiesNaNtruncationNofNtheN
transcriptionalNregulatorNXYRfNasNtheNcauseNforNitsNcellulasebnegativeNphenotypecNBMCdGenomicsaN
2015aNfkaNhgk

4.5 25

73 –ungalNglycosideNhydrolasesNforNsaccharificationNofNlignocelluloseoNoutlookNforNnewNdiscoveriesN
fueledNbyNgenomicsNandNfunctionalNstudiescNCelluloseaN2009aNfkaNkmlbknl 5.5 23

72 γenomeNSequenceNandNvnnotationNofNTrichodermaNparareeseiaNtheNvncestorNofNtheNxellulaseN
ProducerNTrichodermaNreeseicNGenomedAnnouncementsaN2015aNhaN 21

71
ImpactNofNalghNgeneNdeletionNonNgrowthaNdevelopmentaNpigmentNproductionaNproteinNsecretionaNandN
functionsNofNrecombinantNTrichodermaNreeseiNcellobiohydrolasesNinNvspergillusNnigercNFungald
GeneticsdanddBiologyaN2013aNkfaNfgebhg

3.9 20

70 xompartmentalizedNmicrochannelNarrayNforNhighbthroughputNanalysisNofNsingleNcellNpolarizedNgrowthN
andNdynamicscNScientificdReportsaN2015aNjaNfkfff 4.9 20
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69 ResinbassistedNenrichmentNofNNbterminalNpeptidesNforNcharacterizingNproteolyticNprocessingcN
AnalyticaldChemistryaN2013aNmjaNkmgkbhg 7.8 20

68
LamininbjNandNmodulationNofNkeratinNcytoskeletonNarrangementNinN–γNpancreaticNcarcinomaNcellsoN
involvementNofNI–vPheeNandNevidenceNthatNlamininbjdcellNinteractionsNcorrelateNwithNaN
dephosphorylationNofNalphaNkvNintegrincNCytoskeletonaN1997aNhlaNglfbmk

20

67 RegulationNofNYeastbtobHyphaeNTransitionNinNYarrowiaNlipolyticacNMSphereaN2018aNhaN 5 20

66 RegulationNofNNitrogenNMetabolismNbyNγvTvNZincN–ingerNTranscriptionN–actorsNincNMSphereaN2017aNgaN 5 19

65 –ungalNgenomeNsequencingNandNbioenergycNFungaldBiologydReviewsaN2008aNggaNfbj 6.8 19

64 yichomitusNsqualensNpartiallyNtailorsNitsNmolecularNresponsesNtoNtheNcompositionNofNsolidNwoodcN
EnvironmentaldMicrobiologyaN2018aNgeaNififbifjk 5.2 19

63 vspergillusNinNtheNgenomicNeraN2008aN 17

62 –ungalNLigninolyticNznzymesNandNTheirNvpplicationscNMicrobiologydSpectrumaN2016aNiaN 8.9 17

61 ThermoascusNaurantiacusNisNanNIntriguingNHostNforNtheNIndustrialNProductionNofNxellulasescNCurrentd
BiotechnologyaN2017aNkaNmnbnl 0.6 16

60
periodbfNencodesNanNvTPbdependentNRNvNhelicaseNthatNinfluencesNnutritionalNcompensationNofNtheN
NeurosporaNcircadianNclockcNProceedingsdofdthedNationaldAcademydofdSciencesdofdthedUniteddStatesdofd
AmericaaN2015aNffgaNfjlelbfg

11.5 16

59 yraftNγenomeNSequenceNofNtheNyimorphicNYeastNYarrowiaNlipolyticaNStrainNWgncNGenomed
AnnouncementsaN2015aNhaN 15

58 zssentialNpathwayNidentificationoNfromNinNsilicoNanalysisNtoNpotentialNantifungalNtargetsNinNvspergillusN
fumigatuscNMedicaldMycologyaN2009aNilNSupplNfaNSmebl 3.9 15

57
OmicsNvnalysesNofNTrichodermaNreeseiNxwSnnncnlNandNQMkaNIndicateNtheNRelevanceNofN–emaleN
–ertilityNtoNxarbohydratebvctiveNznzymeNandNTransporterNLevelscNApplieddanddEnvironmentald
MicrobiologyaN2017aNmhaN

4.8 14

56 OchratoxinNvNproductionNbyNPenicilliumNthymicolacNFungaldBiologyaN2016aNfgeaNfeifbfein 2.8 13

55 yraftNγenomeNSequenceNofNNeurosporaNcrassaNStrainN–γSxNlhcNGenomedAnnouncementsaN2015aNhaN 12

54 ProteinNhyperproductionNinNfungiNbyNdesigncNApplieddMicrobiologydanddBiotechnologyaN2018aNfegaNmkgfbmkgm5.7 12

53 γenomeNSequenceNofNtheNMucoromycotinaN–ungusNUmbelopsisNisabellinaaNanNzffectiveNProducerNofN
LipidscNGenomedAnnouncementsaN2014aNgaN 12

52 IncreasedNproductionNofNfreeNfattyNacidsNinNvspergillusNoryzaeNbyNdisruptionNofNaNpredictedNacylbxovN
synthetaseNgenecNApplieddMicrobiologydanddBiotechnologyaN2015aNnnaNhfehbfh 5.7 11
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51 wlockingNhexoseNentryNintoNglycolysisNactivatesNalternativeNmetabolicNconversionNofNtheseNsugarsN
andNupregulatesNpentoseNmetabolismNinNvspergillusNnidulanscNBMCdGenomicsaN2018aNfnaNgfi 4.5 10

50 HydrogenosomesNofNvnaerobicNxhytridsoNvnNvlternativeNWayNtoNvdaptNtoNvnaerobicNznvironmentscN
MicrobiologydMonographsaN2008aNfilbfkg 0.8 10

49
–orwardNgeneticsNscreenNcoupledNwithNwholebgenomeNresequencingNidentifiesNnovelNgeneNtargetsN
forNimprovingNheterologousNenzymeNproductionNinNvspergillusNnigercNApplieddMicrobiologydandd
BiotechnologyaN2018aNfegaNflnlbfmel

5.7 9

48 PostbgenomicNapproachesNtoNunderstandingNinteractionsNbetweenNfungiNandNtheirNenvironmentcNIMAd
FungusaN2011aNgaNmfbk 6.8 9

47 TheNPSNintegrinsNareNrequiredNforNaNregulatoryNeventNduringNyrosophilaNwingNmorphogenesiscNAnnalsd
ofdthedNewdYorkdAcademydofdSciencesaN1998aNmjlaNnnbfen 6.5 9

46 zxpressionNofNnaturallyNionicNliquidbtolerantNthermophilicNcellulasesNinNvspergillusNnigercNPLoSdONEaN
2017aNfgaNeefmnkei 3.7 8

45 PredictionNofNMetaboliteNxoncentrationsaNRateNxonstantsNandNPostbTranslationalNRegulationNUsingN
MaximumNzntropybwasedNSimulationsNwithNvpplicationNtoNxentralNMetabolismNofcNProcessesaN2018aNkaN 2.9 8

44
xorrectionNforNRileyNetNalcaNzxtensiveNsamplingNofNbasidiomyceteNgenomesNdemonstratesNinadequacyN
ofNtheNwhitebrotdbrownbrotNparadigmNforNwoodNdecayNfungicNProceedingsdofdthedNationaldAcademydofd
SciencesdofdthedUniteddStatesdofdAmericaaN2014aNfffaNfinjnbfinjn

11.5 8

43 SelectionNtoNsequenceoNopportunitiesNinNfungalNgenomicscNEnvironmentaldMicrobiologyaN2009aNffaNgnjjbm 5.2 8

42 xomparativeNγenomicNvnalysisNofNOchratoxinNvNwiosyntheticNxlusterNinNProducingN–ungioNNewN
zvidenceNofNaNxyclaseNγeneNInvolvementcNFrontiersdindMicrobiologyaN2020aNffaNjmfhen 5.7 8

41 TheNmitochondrialNgenomeNofNtheNethanolbmetabolizingaNwineNcellarNmoldNZasmidiumNcellareNisNtheN
smallestNforNaNfilamentousNascomycetecNFungaldBiologyaN2016aNfgeaNnkfbnli 2.8 8

40 MultibOmicsNyrivenNMetabolicNNetworkNReconstructionNandNvnalysisNofNLignocellulosicNxarbonN
UtilizationNincNFrontiersdindBioengineeringdanddBiotechnologyaN2020aNmaNkfgmhg 5.8 8

39
yuplicationsNandNlossesNofNgenesNencodingNknownNelementsNofNtheNstressNdefenceNsystemNofNtheN
vspergilliNcontributeNtoNtheNevolutionNofNtheseNfilamentousNfungiNbutNdoNnotNdirectlyNinfluenceNtheirN
environmentalNstressNtolerancecNStudiesdindMycologyaN2018aNnfaNghbhk

22.2 8

38 yiverseNdataNsupportsNtheNtransitionNofNfilamentousNfungalNmodelNorganismsNintoNtheN
postbgenomicsNeracNMycologyaN2017aNmaNklbmh 3.7 7

37 xoloniesNofNtheNfungusNvspergillusNnigerNareNhighlyNdifferentiatedNtoNadaptNtoNlocalNcarbonNsourceN
variationcNEnvironmentaldMicrobiologyaN2020aNggaNffjibffkk 5.2 7

36 StructuralNanalysisNofNNbNandNObglycansNusingNZIxbHILIxddialysisNcoupledNtoNNMRNdetectioncNFungald
GeneticsdanddBiologyaN2014aNlgaNgelbgfj 3.9 6

35 NonbsteadyNstateNmassNactionNdynamicsNwithoutNrateNconstantsoNdynamicsNofNcoupledNreactionsN
usingNchemicalNpotentialscNPhysicaldBiologyaN2017aNfiaNejjeeh 3 5

34
HighNresolutionNvisualizationNandNexobproteomicsNrevealNtheNphysiologicalNroleNofNXlnRNandNvraRNinN
plantNbiomassNcolonizationNandNdegradationNbyNvspergillusNnigercNEnvironmentaldMicrobiologyaN2017aN
fnaNijmlbijnm

5.2 5
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33 HydrogenosomesNofNvnaerobicN–ungioNvnNvlternativeNWayNtoNvdaptNtoNvnaerobicNznvironmentscN
MicrobiologydMonographsaN2019aNfjnbflj 0.8 5

32 vnNOverviewNofNtheNγenusNvspergilluscNMycologyaN2007aNhbfh 5

31 –ungiNandNIndustrialNwiotechnologyNâ��NvNSpecialNIssueNforNanNvmazingNKingdomcNIndustriald
BiotechnologyaN2013aNnaNfejbfel 1.3 4

30 IntegrativeNquantitativebphaseNandNairyNlightbsheetNimagingcNScientificdReportsaN2020aNfeaNgefje 4.9 4

29 –ungalNxellN–actoriesgejbgfn 4

28 yeletionNanalysisNofNtheNitaconicNacidNbiosynthesisNgeneNclusterNcomponentsNinNvspergillusN
pseudoterreusNvTxxhghjncNApplieddMicrobiologydanddBiotechnologyaN2020aNfeiaNhnmfbhnng 5.7 3

27 ProteomicsNforNvalidationNofNautomatedNgeneNmodelNpredictionscNMethodsdindMoleculardBiologyaN
2009aNingaNiilbjg 1.4 3

26 HighbThroughputNLargebScaleNTargetedNProteomicsNvssaysNforNQuantifyingNPathwayNProteinsNinN
KTgiiecNFrontiersdindBioengineeringdanddBiotechnologyaN2020aNmaNkehimm 5.8 3

25 MycotoxinsoNvN–ungalNγenomicsNPerspectivecNMethodsdindMoleculardBiologyaN2017aNfjigaNhklbhln 1.4 2

24 vpproachesNtoNunderstandingNproteinNhypersecretionNinNfungicNFungaldBiologydReviewsaN2016aNheaNfijbfjf6.8 2

23 vspergillusoNγenomicsNofNaNxosmopolitanN–unguscNSoildBiologyaN2013aNmnbfgk 1 2

22 –ungalNLigninolyticNznzymesNandNTheirNvpplicationsN2017aNfeinbfekf 2

21 zvidenceNofNtheNInvolvementNofNaNxyclaseNγeneNinNtheNwiosynthesisNofNOchratoxinNvNinNccNToxinsaN2021
aNfhaN 4.9 2

20 xomparativeNγenomicsaNResequencingNandN–astN–orwardNγeneticsNinNvspergillusNandNPenicilliumN
2016aNflbgk 2
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