
Jill L Wegrzyn

ListhofhPublicationshbyhYearhinh
DescendinghOrder

Source:hhttps:xxexalywcomxauthorvpdfx44z757xjillvlvwegrzynvpublicationsvbyvyearwpdf

Version:h2y24vy4v25h

ThishdocumenthhashbeenhgeneratedhbasedhonhthehpublicationshandhcitationshrecordedhbyhexalywcomwhForh

thehlatesthversionhofhthishpublicationhlistuhvisiththehlinkhgivenhabovew

ThehthirdhcolumnhishthehimpacthfactorhpIFrhofhthehjournaluhandhthehfourthhcolumnhishthehnumberhofh

citationshofhtheharticlew

104
papers

4,219
citations

36
h-index

63
g-index

117
ext. papers

5,421
ext. citations

5.3
avg, IF

5.1
L-index



k Paper IF Citations

104 StandardsMrecommendationsMforMtheMzarthMwio enomeMProjectccMProceedingsdofdthedNationald
AcademydofdSciencesdofdthedUniteddStatesdofdAmericaaM2022aMffnaM 11.5 4

103  reenMplantMgenomesoMWhatMweMknowMinManMeraMofMrapidlyMexpandingMopportunitiesccMProceedingsdofd
thedNationaldAcademydofdSciencesdofdthedUniteddStatesdofdAmericaaM2022aMffnaM 11.5 9

102 vssembledMandMannotatedMgkcjM bpMcoastMredwoodMgenomeoMaMresourceMforMestimatingMevolutionaryM
adaptiveMpotentialMandMinvestigatingMhexaploidMoriginccMG3:dGenessdGenomessdGeneticsaM2022aMfgaM 3.2 4

101 xomparativeManalysisMofMdifferentialMgeneMexpressionMindicatesMdivergenceMinMontogeneticMstrategiesM
ofMleavesMinMtwoMconiferMgeneraccMEcologydanddEvolutionaM2022aMfgaMemkff 2.8

100 yeMnovoMassemblyMofMaMfruitMtranscriptomeMsetMidentifiesMvmMYwfeMasMaMkeyMregulatorMofM
anthocyaninMbiosynthesisMinMvroniaMmelanocarpaccMBMCdPlantdBiologyaM2022aMggaMfih 5.3 0

99 TheMxycasMgenomeMandMtheMearlyMevolutionMofMseedMplantsccMNaturedPlantsaM2022aM 11.5 5

98 wioinformaticMapproachMforMtheMdiscoveryMofMcisbeQTLMsignalsMduringMfruitMripeningMofMaMwoodyM
speciesMasMgrapeMUVitisMviniferaMLcVccMScientificdReportsaM2022aMfgaMlimf 4.9

97 TranscriptomeMofMweepingMpinyonMpineaMPinusMpinceanaaMshowsMdifferencesMacrossMheterogeneousM
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aMShadebTolerantMMutantMofMPerennialMRyegrasscMFrontiersdindPlantdScienceaM2017aMmaMmkm 6.2 12
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60 SequenceMofMtheMSugarMPineMMegagenomecMGeneticsaM2016aMgeiaMfkfhbfkgk 4 119

59 QuantitativeMtraitMlociMinfluencingMforkingMdefectsMinManMoutbredMpedigreeMofMloblollyMpinecMBMCd
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56 vssessingMtheM eneMxontentMofMtheMMegagenomeoMSugarMPineMUPinusMlambertianaVcMG3:dGenessd
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2013aMfnlaMfkgbflk 9.8 61

38 xartograTreeoMconnectingMtreeMgenomesaMphenotypesMandMenvironmentcMMoleculardEcologyd
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