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l Paper IF Citations

171 TheNvkgNmaizeNgenomenNcomplexityZNdiversityZNandNdynamicsbNScienceZN2009ZNgfjZNeeefai 33.3 2949

170 MaizeNinbredsNexhibitNhighNlevelsNofNcopyNnumberNvariationNVwNVWNandNpresencecabsenceNvariationN
VPuVWNinNgenomeNcontentbNPLoSbGeneticsZN2009ZNiZNeedddkgh 6 389

169
ullNpossibleNmodesNofNgeneNactionNareNobservedNinNaNglobalNcomparisonNofNgeneNexpressionNinNaN
maizeNzeNhybridNandNitsNinbredNparentsbNProceedingsbofbthebNationalbAcademybofbSciencesbofbtheb
UnitedbStatesbofbAmericaZN2006ZNedgZNjldiaed

11.5 314

168 –eneNmappingNviaNbulkedNsegregantNRNuaSeqNVvSRaSeqWbNPLoSbONEZN2012ZNkZNegjhdj 3.7 212

167 xevelopmentalNtranscriptNprofilingNofNcystNnematodeNfeedingNcellsNinNsoybeanNrootsbNMolecularb
PlantpMicrobebInteractionsZN2007ZNfdZNiedafi 3.6 201

166 xuplicateNgeneNexpressionNinNallopolyploidN–ossypiumNrevealsNtwoNtemporallyNdistinctNphasesNofN
expressionNevolutionbNBMCbBiologyZN2008ZNjZNej 7.3 194

165 –eneNexpressionNprogramsNduringNshootZNrootZNandNcallusNdevelopmentNinNurabidopsisNtissueN
culturebNPlantbPhysiologyZN2006ZNeheZNjfdagk 6.6 194

164 xetectingNdifferentialNexpressionNinNRNuasequenceNdataNusingNquasialikelihoodNwithNshrunkenN
dispersionNestimatesbNStatisticalbApplicationsbinbGeneticsbandbMolecularbBiologyZN2012ZNeeZN 1.2 191

163 ParallelNgenomeawideNexpressionNprofilingNofNhostNandNpathogenNduringNsoybeanNcystNnematodeN
infectionNofNsoybeanbNMolecularbPlantpMicrobebInteractionsZN2007ZNfdZNfmgagdi 3.6 176

162 InteractionadependentNgeneNexpressionNinNMlaaspecifiedNresponseNtoNbarleyNpowderyNmildewbNPlantb
CellZN2004ZNejZNfiehafl 11.6 174

161 TheNurabidopsisNmicroRNugmja–Rzec–RzgNregulatoryNmoduleNactsNasNaNdevelopmentalNregulatorNinN
theNreprogrammingNofNrootNcellsNduringNcystNnematodeNinfectionbNPlantbPhysiologyZN2012ZNeimZNgfeagi 6.6 168

160 urabidopsisNgeneNexpressionNchangesNduringNcystNnematodeNparasitismNrevealedNbyNstatisticalN
analysesNofNmicroarrayNexpressionNprofilesbNPlantbJournalZN2003ZNggZNmeeafe 6.9 163

159 MuNtransposonNinsertionNsitesNandNmeioticNrecombinationNeventsNcoalocalizeNwithNepigeneticNmarksN
forNopenNchromatinNacrossNtheNmaizeNgenomebNPLoSbGeneticsZN2009ZNiZNeedddkgg 6 154

158 IsolationZNcharacterizationZNandNpericycleaspecificNtranscriptomeNanalysesNofNtheNnovelNmaizeNlateralN
andNseminalNrootNinitiationNmutantNrumebNPlantbPhysiologyZN2005ZNegmZNefiiajk 6.6 148

157 TranscriptionalNresponsesNofNPseudomonasNsyringaeNtoNgrowthNinNepiphyticNversusNapoplasticNleafN
sitesbNProceedingsbofbthebNationalbAcademybofbSciencesbofbthebUnitedbStatesbofbAmericaZN2013ZNeedZNyhfiagh11.5 141

156 HostainducedNgeneNsilencingNinNbarleyNpowderyNmildewNrevealsNaNclassNofNribonucleasealikeN
effectorsbNMolecularbPlantpMicrobebInteractionsZN2013ZNfjZNjggahf 3.6 136

155 SpatialNanalysisNofNarabidopsisNthalianaNgeneNexpressionNinNresponseNtoNTurnipNmosaicNvirusN
infectionbNMolecularbPlantpMicrobebInteractionsZN2007ZNfdZNgilakd 3.6 120
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154 TranscriptomicNandNproteomicNanalysesNofNpericycleNcellsNofNtheNmaizeNprimaryNrootbNPlantbPhysiology
ZN2007ZNehiZNikiall 6.6 120

153 SoybeanNhomologsNofNMPKhNnegativelyNregulateNdefenseNresponsesNandNpositivelyNregulateNgrowthN
andNdevelopmentbNPlantbPhysiologyZN2011ZNeikZNegjgakl 6.6 109

152 –lobalNgeneNexpressionNanalysisNofNtheNshootNapicalNmeristemNofNmaizeNVZeaNmaysNLbWbNPlantbJournalZN
2007ZNifZNgmeahdh 6.9 108

151 –eneticNregulationNofNgeneNexpressionNduringNshootNdevelopmentNinNurabidopsisbNGeneticsZN2006ZN
ekfZNeeiiajh 4 107

150 TranscriptionalNprofilingNofNmyostatinaknockoutNmiceNimplicatesNWntNsignalingNinNpostnatalNskeletalN
muscleNgrowthNandNhypertrophybNFASEBbJournalZN2006ZNfdZNildaf 0.9 103

149 PaternalNdominanceNofNtransaeQTLNinfluencesNgeneNexpressionNpatternsNinNmaizeNhybridsbNScienceZN
2009ZNgfjZNeeelafd 33.3 98

148 womplementationNcontributesNtoNtranscriptomeNcomplexityNinNmaizeNVZeaNmaysNLbWNhybridsNrelativeN
toNtheirNinbredNparentsbNGenomebResearchZN2012ZNffZNfhhiaih 9.7 97

147 wodeaassistedNdiscoveryNofNTuLNeffectorNtargetsNinNbacterialNleafNstreakNofNriceNrevealsNcontrastNwithN
bacterialNblightNandNaNnovelNsusceptibilityNgenebNPLoSbPathogensZN2014ZNedZNeeddgmkf 7.6 94

146 xistinctNbiphasicNmRNuNchangesNinNresponseNtoNusianNsoybeanNrustNinfectionbNMolecularb
PlantpMicrobebInteractionsZN2007ZNfdZNllkamm 3.6 94

145 LossNofNRNuadependentNRNuNpolymeraseNfNVRxRfWNfunctionNcausesNwidespreadNandNunexpectedN
changesNinNtheNexpressionNofNtransposonsZNgenesZNandNfhantNsmallNRNusbNPLoSbGeneticsZN2009ZNiZNeedddkgk6 92

144 IdentificationNofNtheNnovelNproteinNQQSNasNaNcomponentNofNtheNstarchNmetabolicNnetworkNinN
urabidopsisNleavesbNPlantbJournalZN2009ZNilZNhliaml 6.9 88

143 ystimatingNtheNnumberNofNtrueNnullNhypothesesNfromNaNhistogramNofNpNvaluesbNJournalbofbAgriculturalob
BiologicalobandbEnvironmentalbStatisticsZN2006ZNeeZNggkagij 1.9 81

142 xifferentialNgeneNexpressionNinNtheNratNsoleusNmuscleNduringNearlyNworkNoverloadainducedN
hypertrophybNFASEBbJournalZN2002ZNejZNfdkam 0.9 80

141
TheNSoybeanNRhgeNlocusNforNresistanceNtoNtheNsoybeanNcystNnematodeNHeteroderaNglycinesN
regulatesNtheNexpressionNofNaNlargeNnumberNofNstressaNandNdefensearelatedNgenesNinNdegeneratingN
feedingNcellsbNPlantbPhysiologyZN2011ZNeiiZNemjdaki

6.6 74

140 varleyvaseaaanNexpressionNprofilingNdatabaseNforNplantNgenomicsbNNucleicbAcidsbResearchZN2005ZNggZNxjehal20.1 74

139
StageaspecificNsuppressionNofNbasalNdefenseNdiscriminatesNbarleyNplantsNcontainingNfastaNandN
delayedaactingNMlaNpowderyNmildewNresistanceNallelesbNMolecularbPlantpMicrobebInteractionsZN2006ZN
emZNmgmahk

3.6 71

138 uNnovelNapproachNforNcharacterizingNexpressionNlevelsNofNgenesNduplicatedNbyNpolyploidybNGeneticsZN
2006ZNekgZNelfgak 4 70

137 TheNmaizeNbrownNmidribfNVbmfWNgeneNencodesNaNmethylenetetrahydrofolateNreductaseNthatN
contributesNtoNligninNaccumulationbNPlantbJournalZN2014ZNkkZNgldamf 6.9 67
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136
–eneNexpressionNprofilingNofNtheNshortatermNadaptiveNresponseNtoNacuteNcaloricNrestrictionNinNliverN
andNadiposeNtissuesNofNpigsNdifferingNinNfeedNefficiencybNAmericanbJournalbofbPhysiologybpbRegulatoryb
IntegrativebandbComparativebPhysiologyZN2010ZNfmlZNRhmhaidk

3.2 67

135 MicrodissectionNofNshootNmeristemNfunctionalNdomainsbNPLoSbGeneticsZN2009ZNiZNeedddhkj 6 64

134 QQSNorphanNgeneNregulatesNcarbonNandNnitrogenNpartitioningNacrossNspeciesNviaNNzaYwNinteractionsbN
ProceedingsbofbthebNationalbAcademybofbSciencesbofbthebUnitedbStatesbofbAmericaZN2015ZNeefZNehkgham 11.5 63

133 uccountingNforNvariabilityNinNtheNuseNofNpermutationNtestingNtoNdetectNquantitativeNtraitNlocibN
BiometricsZN2000ZNijZNifal 1.8 62

132 –enomicsZNpriorNprobabilityZNandNstatisticalNtestsNofNmultipleNhypothesesbNGenomebResearchZN2004ZN
ehZNmmkaedde 9.7 61

131 OntogenyNofNtheNmaizeNshootNapicalNmeristembNPlantbCellZN2012ZNfhZNgfemagh 11.6 60

130 wopyNnumberNvariationNdetectionNusingNnextNgenerationNsequencingNreadNcountsbNBMCb
BioinformaticsZN2014ZNeiZNedm 3.6 59

129 LaserNmicrodissectionNofNnarrowNsheathNmutantNmaizeNuncoversNnovelNgeneNexpressionNinNtheNshootN
apicalNmeristembNPLoSbGeneticsZN2007ZNgZNeede 6 58

128
yxtremeaphenotypeNgenomeawideNassociationNstudyNVXPa–WuSWnNaNmethodNforNidentifyingN
traitaassociatedNvariantsNbyNsequencingNpoolsNofNindividualsNselectedNfromNaNdiversityNpanelbNPlantb
JournalZN2015ZNlhZNilkamj

6.9 57

127 ValidationNofNaNfirstagenerationNlongaoligonucleotideNmicroarrayNforNtranscriptionalNprofilingNinNtheN
pigbNGenomicsZN2005ZNljZNjelafi 4.3 57

126 UniqueNgenomeawideNtranscriptomeNprofilesNofNchickenNmacrophagesNexposedNtoN
SalmonellaaderivedNendotoxinbNBMCbGenomicsZN2010ZNeeZNihi 4.5 55

125 wmeRNfunctionsNasNaNpleiotropicNregulatorNandNisNrequiredNforNoptimalNcolonizationNofN
wampylobacterNjejuniNinNvivobNJournalbofbBacteriologyZN2008ZNemdZNelkmamd 3.5 54

124 TranscriptomicNandNanatomicalNcomplexityNofNprimaryZNseminalZNandNcrownNrootsNhighlightNrootN
typeaspecificNfunctionalNdiversityNinNmaizeNVZeaNmaysNLbWbNJournalbofbExperimentalbBotanyZN2016ZNjkZNeefgagi7 53

123 uNdiscussionNofNstatisticalNmethodsNforNdesignNandNanalysisNofNmicroarrayNexperimentsNforNplantN
scientistsbNPlantbCellZN2006ZNelZNfeefafe 11.6 52

122 TranscriptionalNprofilingNofNMycoplasmaNhyopneumoniaeNduringNheatNshockNusingNmicroarraysbN
InfectionbandbImmunityZN2006ZNkhZNejdaj 3.7 52

121 yxtensiveNtissueaspecificNtranscriptomicNplasticityNinNmaizeNprimaryNrootsNuponNwaterNdeficitbNJournalb
ofbExperimentalbBotanyZN2016ZNjkZNedmiaedk 7 51

120 IdentificationNofNdifferentiallyNexpressedNgeneNcategoriesNinNmicroarrayNstudiesNusingN
nonparametricNmultivariateNanalysisbNBioinformaticsZN2008ZNfhZNemfafde 7.2 47

119 xistinctNgeneticNarchitecturesNforNphenotypeNmeansNandNplasticitiesNinNZeaNmaysbNNaturebPlantsZN
2017ZNgZNkeiakfg 11.5 46
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118 NonsyntenicNgenesNdriveNhighlyNdynamicNcomplementationNofNgeneNexpressionNinNmaizeNhybridsbN
PlantbCellZN2014ZNfjZNgmgmahl 11.6 43

117 womparativeNgeneNexpressionNprofilesNbetweenNheteroticNandNnonaheteroticNhybridsNofNtetraploidN
MedicagoNsativabNBMCbPlantbBiologyZN2009ZNmZNedk 5.3 42

116 TranscriptionalNanalysisNofNtheNglobalNregulatoryNnetworksNactiveNinNPseudomonasNsyringaeNduringN
leafNcolonizationbNMBioZN2014ZNiZNedejlgaeh 7.8 41

115 PoolingNmRNuNinNmicroarrayNexperimentsNandNitsNeffectNonNpowerbNBioinformaticsZN2007ZNfgZNefekafh 7.2 41

114 RootNTypeaSpecificNReprogrammingNofNMaizeNPericycleNTranscriptomesNbyNLocalNHighNNitrateN
ResultsNinNxisparateNLateralNRootNvranchingNPatternsbNPlantbPhysiologyZN2016ZNekdZNeklgaml 6.6 39

113 xistinctNperipheralNbloodNRNuNresponsesNtoNSalmonellaNinNpigsNdifferingNinNSalmonellaNsheddingN
levelsnNintersectionNofNIzN–ZNTLRNandNmiRNuNpathwaysbNPLoSbONEZN2011ZNjZNeflkjl 3.7 38

112 viphasicNgeneNexpressionNchangesNelicitedNbyNPhakopsoraNpachyrhiziNinNsoybeanNcorrelateNwithN
fungalNpenetrationNandNhaustoriaNformationbNPlantbPhysiologyZN2011ZNeikZNgiiake 6.6 38

111 unalysisNofNporcineNtranscriptionalNresponseNtoNSalmonellaNentericaNserovarNwholeraesuisNsuggestsN
novelNtargetsNofNNzkappavNareNactivatedNinNtheNmesentericNlymphNnodebNBMCbGenomicsZN2008ZNmZNhgk 4.5 38

110 TranscriptionalNprofilingNofNMycoplasmaNhyopneumoniaeNduringNironNdepletionNusingNmicroarraysbN
MicrobiologybkUnitedbKingdomlZN2006ZNeifZNmgkamhh 2.9 38

109 TranscriptomeNanalysesNandNvirusNinducedNgeneNsilencingNidentifyNgenesNinNtheNRpphamediatedNusianN
soybeanNrustNresistanceNpathwaybNFunctionalbPlantbBiologyZN2013ZNhdZNedfmaedhk 2.7 37

108 SimSeqnNaNnonparametricNapproachNtoNsimulationNofNRNuasequenceNdatasetsbNBioinformaticsZN2015ZN
geZNfegeahd 7.2 37

107 SpottedNcottonNoligonucleotideNmicroarraysNforNgeneNexpressionNanalysisbNBMCbGenomicsZN2007ZNlZNle 4.5 37

106 –eneNexpressionNprofilingNinNSalmonellaNwholeraesuisainfectedNporcineNlungNusingNaNlongN
oligonucleotideNmicroarraybNMammalianbGenomeZN2006ZNekZNkkkalm 3.2 37

105 xivergentNevolutionNofNarrestedNdevelopmentNinNtheNdauerNstageNofNwaenorhabditisNelegansNandNtheN
infectiveNstageNofNHeteroderaNglycinesbNGenomebBiologyZN2007ZNlZNRfee 18.3 36

104 udaptiveNandNdynamicNadaptiveNproceduresNforNfalseNdiscoveryNrateNcontrolNandNestimationbNJournalb
ofbthebRoyalbStatisticalbSocietybSeriesbB:bStatisticalbMethodologyZN2012ZNkhZNejgaelf 3.9 35

103 MicroarrayNgeneNexpressionNprofilesNofNfastingNinducedNchangesNinNliverNandNadiposeNtissuesNofNpigsN
expressingNtheNmelanocortinahNreceptorNxfmlNNvariantbNPhysiologicalbGenomicsZN2009ZNglZNmlaeee 3.6 34

102 SequenceNminingNandNtranscriptNprofilingNtoNexploreNcystNnematodeNparasitismbNBMCbGenomicsZN2009
ZNedZNil 4.5 34

101 MultipleNMarginalNIndependenceNTestingNforNPickNunycwNVariablesbNCommunicationsbinbStatisticsbPartb
B:bSimulationbandbComputationZN2000ZNfmZNefliaegej 0.6 33

(2000-2014)
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100 wonvergenceNpropertiesNofNtheNyMNalgorithmNinNconstrainedNparameterNspacesbNCanadianbJournalbofb
StatisticsZN1999ZNfkZNjgmajhl 0.4 33

99
vroadlyNwonservedNzungalNyffectorNvywedemNSuppressesNHostNwellNxeathNandNynhancesNPathogenN
VirulenceNinNPowderyNMildewNofNvarleyNVHordeumNvulgareNLbWbNMolecularbPlantpMicrobebInteractionsZN
2015ZNflZNmjlalg

3.6 32

98 uNsystemsNbiologyNapproachNtowardNunderstandingNseedNcompositionNinNsoybeanbNBMCbGenomicsZN
2015ZNejNSupplNgZNSm 4.5 31

97 MicroarrayNanalysisNofNvegetativeNphaseNchangeNinNmaizebNPlantbJournalZN2008ZNijZNedhiaik 6.9 31

96 –lobalNtranscriptionalNresponseNofNporcineNmesentericNlymphNnodesNtoNSalmonellaNentericaNserovarN
TyphimuriumbNGenomicsZN2007ZNmdZNkfalh 4.3 31

95 yxploringNtheNinformationNinNpavaluesNforNtheNanalysisNandNplanningNofNmultipleatestNexperimentsbN
BiometricsZN2007ZNjgZNhlgami 1.8 30

94 SubstantialNcontributionNofNgeneticNvariationNinNtheNexpressionNofNtranscriptionNfactorsNtoN
phenotypicNvariationNrevealedNbyNeRxa–WuSbNGenomebBiologyZN2017ZNelZNemf 18.3 29

93 QuantitativeNtraitNlociNassociatedNwithNadventitiousNshootNformationNinNtissueNcultureNandNtheN
programNofNshootNdevelopmentNinNurabidopsisbNGeneticsZN2004ZNejkZNellgamf 4 29

92
UsingNRandomNzorestsNtoNdistinguishNgahniteNcompositionsNasNanNexplorationNguideNtoNvrokenN
HillatypeNPbâ��Znâ��ugNdepositsNinNtheNvrokenNHillNdomainZNuustraliabNJournalbofbGeochemicalb
ExplorationZN2015ZNehmZNkhalj

3.8 28

91 ReverseNengineeringNandNanalysisNofNlargeNgenomeascaleNgeneNnetworksbNNucleicbAcidsbResearchZN
2013ZNheZNefh 20.1 28

90
SalmonellaNentericaNserovarNTyphimuriumainfectedNpigsNwithNdifferentNsheddingNlevelsNexhibitN
distinctNclinicalZNperipheralNcytokineNandNtranscriptomicNimmuneNresponseNphenotypesbNInnateb
ImmunityZN2015ZNfeZNffkahe

2.7 27

89 TheNmaizeNbrownNmidribhNVbmhWNgeneNencodesNaNfunctionalNfolylpolyglutamateNsynthasebNPlantb
JournalZN2015ZNleZNhmgaidh 6.9 27

88
TransformationNofNmaizeNwithNtheNpeNtranscriptionNfactorNdirectsNproductionNofNsilkNmaysinZNaNcornN
earwormNresistanceNfactorZNinNconcordanceNwithNaNhierarchyNofNfloralNorganNpigmentationbNPlantb
BiotechnologybJournalZN2005ZNgZNffiagi

11.6 27

87 wrowdsourcingNimageNanalysisNforNplantNphenomicsNtoNgenerateNgroundNtruthNdataNforNmachineN
learningbNPLoSbComputationalbBiologyZN2018ZNehZNeeddjggk 5 27

86 yndometrialNgeneNexpressionNprofilingNinNpregnantNMeishanNandNYorkshireNpigsNonNdayNefNofN
gestationbNBMCbGenomicsZN2014ZNeiZNeij 4.5 22

85 QuantitativeNandNtemporalNdefinitionNofNtheNMlaNtranscriptionalNregulonNduringNbarleyapowderyN
mildewNinteractionsbNMolecularbPlantpMicrobebInteractionsZN2011ZNfhZNjmhakdi 3.6 22

84 ScanningNmicroarraysNatNmultipleNintensitiesNenhancesNdiscoveryNofNdifferentiallyNexpressedNgenesbN
BioinformaticsZN2006ZNffZNeljgakd 7.2 22

83 SingleaParentNyxpressionNIsNaN–eneralNMechanismNxrivingNyxtensiveNwomplementationNofN
NonasyntenicN–enesNinNMaizeNHybridsbNCurrentbBiologyZN2018ZNflZNhgeahgkbeh 6.3 21
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82 whangesNinNgenomeNcontentNgeneratedNviaNsegregationNofNnonaallelicNhomologsbNPlantbJournalZN2012
ZNkfZNgmdam 6.9 21

81 HelicobacterNbilisNcolonizationNenhancesNsusceptibilityNtoNTyphlocolitisNfollowingNanNinflammatoryN
triggerbNDigestivebDiseasesbandbSciencesZN2011ZNijZNflglahl 4 21

80 TranscriptabasedNcloningNofNRRPhjZNaNregulatorNofNrRNuNprocessingNandNRNgeneaindependentNcellN
deathNinNbarleyapowderyNmildewNinteractionsbNPlantbCellZN2009ZNfeZNgfldami 11.6 21

79 PrincipalNwomponentsNRegressionNWithNxataNwhosenNwomponentsNandNRelatedNMethodsbN
TechnometricsZN2003ZNhiZNkdakm 1.4 21

78 urcuNwontrolsNMetabolismZNwhemotaxisZNandNMotilityNwontributingNtoNtheNPathogenicityNofNuvianN
PathogenicNyscherichiaNcolibNInfectionbandbImmunityZN2015ZNlgZNgihiaih 3.7 20

77 uNHiddenNMarkovNModelNupproachNtoNTestingNMultipleNHypothesesNonNaNTreeaTransformedN–eneN
OntologyN–raphbNJournalbofbthebAmericanbStatisticalbAssociationZN2010ZNediZNehhhaehih 2.8 20

76 QQSNorphanNgeneNandNitsNinteractorNNzaYwhNreduceNsusceptibilityNtoNpathogensNandNpestsbNPlantb
BiotechnologybJournalZN2019ZNekZNfifafjg 11.6 19

75 waseaSpecificNRandomNzorestsbNJournalbofbComputationalbandbGraphicalbStatisticsZN2016ZNfiZNhmaji 1.4 18

74 PostaweaningNbloodNtranscriptomicNdifferencesNbetweenNYorkshireNpigsNdivergentlyNselectedNforN
residualNfeedNintakebNBMCbGenomicsZN2016ZNekZNkg 4.5 18

73 RandomNzorestNPredictionNIntervalsbNAmericanbStatisticianZN2020ZNkhZNgmfahdj 5 18

72 SmallNRNuNdiscoveryNinNtheNinteractionNbetweenNbarleyNandNtheNpowderyNmildewNpathogenbNBMCb
GenomicsZN2019ZNfdZNjed 4.5 17

71 UsingNrandomNforestsNtoNestimateNwinNprobabilityNbeforeNeachNplayNofNanNNzLNgamebNJournalbofb
QuantitativebAnalysisbinbSportsZN2014ZNedZN 1.2 17

70 TestingNtheNequalityNofNdistributionsNofNrandomNvectorsNwithNcategoricalNcomponentsbN
ComputationalbStatisticsbandbDatabAnalysisZN2001ZNgkZNemiafdl 1.6 17

69 TranscriptionalNprofilingNusingNaNnovelNcxNuNarrayNidentifiesNdifferentialNgeneNexpressionNduringN
porcineNembryoNelongationbNMolecularbReproductionbandbDevelopmentZN2005ZNkeZNefmagm 2.6 16

68 StabilityNofNSingleaParentN–eneNyxpressionNwomplementationNinNMaizeNHybridsNuponNWaterNxeficitN
StressbNPlantbPhysiologyZN2017ZNekgZNefhkaefik 6.6 15

67 –eneNexpressionNinNintestinalNmucosalNbiopsyNspecimensNobtainedNfromNdogsNwithNchronicN
enteropathybNAmericanbJournalbofbVeterinarybResearchZN2012ZNkgZNefemafm 1.1 14

66 uNwladeaSpecificNurabidopsisN–eneNwonnectsNPrimaryNMetabolismNandNSenescencebNFrontiersbinbPlantb
ScienceZN2016ZNkZNmlg 6.2 13

65 xiscoveryNandNwharacterizationNofNtheNgaHydroxyacylauwPNxehydrataseNwomponentNofNtheNPlantN
MitochondrialNzattyNucidNSynthaseNSystembNPlantbPhysiologyZN2017ZNekgZNfdedafdfl 6.6 12

(2017-2012)
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64 womplexityNandNspecificityNofNtheNmaizeNVZeaNmaysNLbWNrootNhairNtranscriptomebNJournalbofb
ExperimentalbBotanyZN2017ZNjlZNfekiafeli 7 12

63 NestedNHierarchicalNzunctionalNxataNModelingNandNInferenceNforNtheNunalysisNofNzunctionalNPlantN
PhenotypesbNJournalbofbthebAmericanbStatisticalbAssociationZN2018ZNeegZNimgajdj 2.8 12

62 MicrobialNcommunityNsequencingNanalysisNofNtheNcalfNeyeNmicrobiotaNandNrelationshipNtoNinfectiousN
bovineNkeratoconjunctivitisbNVeterinarybMicrobiologyZN2017ZNfdkZNfjkafkm 3.3 12

61 ystimationNofNfalseNdiscoveryNrateNusingNsequentialNpermutationNpavaluesbNBiometricsZN2013ZNjmZNeak 1.8 12

60 womparisonNofNTranscriptNProfilesNinNWildaTypeNandNofNMaizeNyndospermNinNxifferentN–eneticN
vackgroundsbNCropbScienceZN2007ZNhkZNSahi 2.4 12

59 urrayabasedNgenomicNcomparativeNhybridizationNanalysisNofNfieldNstrainsNofNMycoplasmaN
hyopneumoniaebNJournalbofbBacteriologyZN2007ZNelmZNkmkkalf 3.5 12

58 ussessingNplantNperformanceNinNtheNynviratronbNPlantbMethodsZN2019ZNeiZNeek 5.8 11

57 MucosalNgeneNexpressionNprofilesNfollowingNtheNcolonizationNofNimmunocompetentNdefinedafloraN
wgHNmiceNwithNHelicobacterNbilisnNaNpreludeNtoNtyphlocolitisbNMicrobesbandbInfectionZN2009ZNeeZNgkhalg 9.3 11

56 TreeNaggregationNforNrandomNforestNclassNprobabilityNestimationbNStatisticalbAnalysisbandbDatab
MiningZN2020ZNegZNeghaeid 1.4 11

55
zloretaspecificNdifferencesNinNgeneNexpressionNandNsupportNforNtheNhypothesisNthatNtapetalN
degenerationNofNZeaNmaysNLbNoccursNviaNprogrammedNcellNdeathbNJournalbofbGeneticsbandbGenomicsZN
2008ZNgiZNjdgaej

4 10

54 IdentifyingNgenesNassociatedNwithNaNquantitativeNtraitNorNquantitativeNtraitNlocusNviaNselectiveN
transcriptionalNprofilingbNBiometricsZN2006ZNjfZNidhaeh 1.8 10

53 HigharesolutionNgenotypingNviaNwholeNgenomeNhybridizationsNtoNmicroarraysNcontainingNlongN
oligonucleotideNprobesbNPLoSbONEZN2010ZNiZNeehekl 3.7 10

52 ProteomicsabasedZNmultivariateNrandomNforestNmethodNforNpredictionNofNproteinNseparationN
behaviorNduringNcationaexchangeNchromatographybNJournalbofbChromatographybAZN2012ZNefhmZNedgaeh 4.5 9

51 TestingNforNtheNSupremacyNofNaNMultinomialNwellNProbabilitybNJournalbofbthebAmericanbStatisticalb
AssociationZN2009ZNedhZNedifaedim 2.8 9

50
ympiricalNwomparisonsNofNxifferentNStatisticalNModelsNToNIdentifyNandNValidateNKernelNRowN
NumberaussociatedNVariantsNfromNStructuredNMultiaparentNMappingNPopulationsNofNMaizebNGx:b
GenesobGenomesobGeneticsZN2018ZNlZNgijkagiki

3.2 9

49 StressNresponseNtoNwOfNdeprivationNbyNurabidopsisNthalianaNinNplantNculturesbNPLoSbONEZN2019ZNehZNedfefhjf3.7 8

48
NonasyntenicNgenesNdriveNRTwSadependentNregulationNofNtheNembryoNtranscriptomeNduringN
formationNofNseminalNrootNprimordiaNinNmaizeNVZeaNmaysNLbWbNJournalbofbExperimentalbBotanyZN2017ZN
jlZNhdgaheh

7 8

47 –enesNandNSmallNRNuNTranscriptsNyxhibitNxosageaxependentNyxpressionNPatternNinNMaizeN
wopyaNumberNulterationsbNGeneticsZN2016ZNfdgZNeeggahk 4 8
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46 SelectiveNtranscriptionalNprofilingNforNtraitabasedNeQTLNmappingbNAnimalbGeneticsZN2006ZNgkNSupplNeZNegak 2.5 8

45 ympiricalNvayesNanalysisNofNRNuaseqNdataNforNdetectionNofNgeneNexpressionNheterosisbNJournalbofb
AgriculturalobBiologicalobandbEnvironmentalbStatisticsZN2015ZNfdZNjehajfl 1.9 7

44 udjustingNforNSpatialNyffectsNinN–enomicNPredictionbNJournalbofbAgriculturalobBiologicalobandb
EnvironmentalbStatisticsZN2020ZNfiZNjmmakel 1.9 6

43 zullyNvayesianNanalysisNofNRNuaseqNcountsNforNtheNdetectionNofNgeneNexpressionNheterosisbNJournalb
ofbthebAmericanbStatisticalbAssociationZN2019ZNeehZNjedajfe 2.8 6

42
xetectingNxifferentiallyNyxpressedN–enesNwithNRNuaseqNxataNUsingNvackwardNSelectionNtoNuccountN
forNtheNyffectsNofNRelevantNwovariatesbNJournalbofbAgriculturalobBiologicalobandbEnvironmentalb
StatisticsZN2015ZNfdZNikkaimk

1.9 6

41 TheNknottinalikeNvlufensinNfamilyNregulatesNgenesNinvolvedNinNnuclearNimportNandNtheNsecretoryN
pathwayNinNbarleyapowderyNmildewNinteractionsbNFrontiersbinbPlantbScienceZN2015ZNjZNhdm 6.2 6

40
SignificantNVariationNforNvioaoilNwompoundsNufterNPyrolysisc–asNwhromatographyâ��MassN
SpectrometryNofNwobsNandNStoverNumongNziveNNearaIsogenicNvrownNMidribNHybridsNinNMaizebN
BioenergybResearchZN2014ZNkZNjmgakde

3.1 6

39 rmRNuseqnNdifferentialNexpressionNanalysisNforNrepeatedameasuresNRNuaseqNdatabNBioinformaticsZN
2020ZNgjZNhhgfahhgm 7.2 5

38 LinearNmixedNmodelNselectionNforNfalseNdiscoveryNrateNcontrolNinNmicroarrayNdataNanalysisbNBiometricsZN
2010ZNjjZNjfeam 1.8 5

37 vorrowingNinformationNacrossNgenesNandNexperimentsNforNimprovedNerrorNvarianceNestimationNinN
microarrayNdataNanalysisbNStatisticalbApplicationsbinbGeneticsbandbMolecularbBiologyZN2012ZNeeZNurticleNef 1.2 5

36 ystimationNandNTestingNofN–eneNyxpressionNHeterosisbNJournalbofbAgriculturalobBiologicalobandb
EnvironmentalbStatisticsZN2014ZNemZNgemaggk 1.9 4

35 udditiveNpartiallyNlinearNmodelsNforNultraahighadimensionalNregressionbNStatZN2019ZNlZNeffg 0.7 3

34 MetabolomicNProfilingNofNSppbNNectarsNIndicateNThatNPollinatorNzeedingNPreferenceNIsNaNStrongerN
xeterminantNThanNPlantNPhylogeneticsNinNShapingNNectarNxiversitybNMetabolitesZN2020ZNedZN 5.6 3

33 zromNurabidopsisNtoNwropsnNTheNurabidopsisNQQSNOrphanN–eneNModulatesNNitrogenNullocationN
ucrossNSpeciesN2018ZNmiaeek 3

32
ImprovedNestimationNofNtheNnoncentralityNparameterNdistributionNfromNaNlargeNnumberNofN
tastatisticsZNwithNapplicationsNtoNfalseNdiscoveryNrateNestimationNinNmicroarrayNdataNanalysisbN
BiometricsZN2012ZNjlZNeeklalk

1.8 3

31 uccountingNforNspotNmatchingNuncertaintyNinNtheNanalysisNofNproteomicsNdataNfromNtwoadimensionalN
gelNelectrophoresisbNSankhyabBZN2011ZNkgZNefgaehg 0.4 3

30 unNyfficientNandNScalableNImplementationNofNSNPaPairNInteractionNTestingNforN–eneticNussociationN
StudiesN2011ZN 3

29 IdentifyingNdifferentiallyNexpressedNgenesNinNunreplicatedNmultipleatreatmentNmicroarrayN
timecourseNexperimentsbNComputationalbStatisticsbandbDatabAnalysisZN2006ZNidZNielaigf 1.6 3
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28 IntervalNMappingNofNQuantitativeNTraitNLociNthroughNOrderaRestrictedNInferencebNBiometricsZN1998ZN
ihZNkh 1.8 3

27 OrderarestrictedNhypothesisNtestingNinNaNvariationNofNtheNnormalNmixtureNmodelbNCanadianbJournalbofb
StatisticsZN1999ZNfkZNglgagmh 0.4 3

26 InvestigatingNtheNprobabilityNofNsignNinconsistencyNinNtheNregressionNcoefficientsNofNmarkersNflankingN
quantitativeNtraitNlocibNGeneticsZN2002ZNejdZNejmkakdi 4 3

25 KuThIunNaMeansNussistedNTrainingNforNImageNunalysisNofNzielda–rownNPlantNPhenotypesbNPlantb
PhenomicsZN2021ZNfdfeZNmldihlm 7 3

24 uNhiddenNMarkovNtreeNmodelNforNtestingNmultipleNhypothesesNcorrespondingNtoN–eneNOntologyN
geneNsetsbNBMCbBioinformaticsZN2018ZNemZNedk 3.6 2

23 unNimprovedNmethodNforNcomputingNqavaluesNwhenNtheNdistributionNofNeffectNsizesNisNasymmetricbN
BioinformaticsZN2014ZNgdZNgdhhaig 7.2 2

22 InterchromosomalNTransferNofNImmuneNRegulationNxuringNInfectionNofNvarleyNwithNtheNPowderyN
MildewNPathogenbNGx:bGenesobGenomesobGeneticsZN2017ZNkZNggekaggfm 3.2 2

21 HierarchicalNModelingNandNxifferentialNyxpressionNunalysisNforNRNuaseqNyxperimentsNwithNInbredN
andNHybridN–enotypesbNJournalbofbAgriculturalobBiologicalobandbEnvironmentalbStatisticsZN2015ZNfdZNimlajeg1.9 2

20 TheNimportanceNofNdistinctNmodelingNstrategiesNforNgeneNandNgeneaspecificNtreatmentNeffectsNinN
hierarchicalNmodelsNforNmicroarrayNdatabNAnnalsbofbAppliedbStatisticsZN2012ZNjZN 2.1 2

19 xesignNofN–eneNyxpressionNMicroarrayNyxperimentsbNWileybSeriesbinbProbabilitybandbStatisticsZN2012ZNkgaedl1.3 2

18 wombiningNclassicalNtraitNandNmicroarrayNdataNtoNdissectNtranscriptionalNregulationnNaNcaseNstudybN
TheoreticalbandbAppliedbGeneticsZN2008ZNeejZNjlgamd 6 2

17 VarianceNmodelNselectionNwithNapplicationNtoNjointNanalysisNofNmultipleNmicroarrayNdatasetsNunderN
falseNdiscoveryNrateNcontrolbNStatisticsbandbItsbInterfaceZN2010ZNgZNhkkahme 0.4 2

16 uutomaticNTraitsNyxtractionNandNzittingNforNzieldNHighathroughputNPhenotypingNSystems 2

15 uccountingNforNhostNcellNproteinNbehaviorNinNanionaexchangeNchromatographybNBiotechnologyb
ProgressZN2016ZNgfZNehigaehjg 2.8 2

14 SparseNmodelNidentificationNandNlearningNforNultraahighadimensionalNadditiveNpartiallyNlinearNmodelsbN
JournalbofbMultivariatebAnalysisZN2019ZNekgZNfdhaffl 1.4 1

13 xetectingNrareNandNfaintNsignalsNviaNthresholdingNmaximumNlikelihoodNestimatorsbNAnnalsbofb
StatisticsZN2018ZNhjZN 3.2 1

12 uNhierarchicalNsemiparametricNmodelNforNincorporatingNintergeneNinformationNforNanalysisNofN
genomicNdatabNBiometricsZN2012ZNjlZNeejlakk 1.8 1

11 xoesNMyNvabyNReallyNLookNLikeNMesNUsingNTestsNzorNResemblanceNvetweenNParentNandNwhildNtoN
TeachNTopicsNinNwategoricalNxataNunalysisbNJournalbofbStatisticsbEducationZN2013ZNfeZN 1 1
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10 xesignNofNRNuNSequencingNyxperimentsN2014ZNmgaeeg 1

9 zlorNRevisitedNVugainWnNeQTLNandNMutationalNunalysisNofNNvaLRRNMediatedNImmunityNtoNPowderyN
MildewNinNvarleybNJournalbofbIntegrativebAgricultureZN2014ZNegZNfgkafhg 3.2 0

8 PredictorNaugmentationNinNrandomNforestsbNStatisticsbandbItsbInterfaceZN2014ZNkZNekkaelj 0.4 0

7 uNresidualabasedNapproachNforNrobustNrandomNforestNregressionbNStatisticsbandbItsbInterfaceZN2021ZNehZNglmahdf0.4 0

6 ystimatingNtheNNumberNofN–enesNThatNureNxifferentiallyNyxpressedNinNvothNofNTwoNIndependentN
yxperimentsbNJournalbofbAgriculturalobBiologicalobandbEnvironmentalbStatisticsZN2012ZNekZNilgajdd 1.9

5 TestingNforNorderedNmeansNinNaNvariationNofNtheNnormalNmixtureNmodelbNJournalbofbStatisticalb
PlanningbandbInferenceZN2002ZNedkZNehgaeig 0.8

4 yxpressionNpatternNofNyeastNsporulationnNaNcaseNstudyNforNregulatoryNchangesNafterNyeastNgenomeN
duplicationbNInformationbSciencesZN2002ZNehiZNfjeafjm 7.7

3 LeptinNmediatesNdiscriminateNresponseNtoNfeedNrestrictionNinNfeedNefficientNpigsbNFASEBbJournalZN
2009ZNfgZNedffbg 0.9

2 xifferentiallyNexpressedNmicroRNusNinNdystrophinadeficientNmusclebbNFASEBbJournalZN2010ZNfhZNmlmbe 0.9

1 VariableNimportanceNassessmentsNandNbackwardNvariableNselectionNforNmultiasampleNproblemsbN
JournalbofbMultivariatebAnalysisZN2021ZNeljZNedhldk 1.4
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