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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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19 wackMtoMnatureoMecologicalMgenomicsMofMloblollyMpineMUPinusMtaedaaMPinaceaeVcMMoleculardEcologyaM
2010aMfnaMhlmnbmej 5.7 170

18 vssociationMmappingMofMquantitativeMdiseaseMresistanceMinMaMnaturalMpopulationMofMloblollyMpineM
UPinusMtaedaMLcVcMGeneticsaM2010aMfmkaMkllbmk 4 79

17 ProteomicsMofMdenseMcoreMsecretoryMvesiclesMrevealMdistinctMproteinMcategoriesMforMsecretionMofM
neuroeffectorsMforMcellbcellMcommunicationcMJournaldofdProteomedResearchaM2010aMnaMjeegbgi 5.6 40

16 PatternsMofMpopulationMstructureMandMenvironmentalMassociationsMtoMaridityMacrossMtheMrangeMofM
loblollyMpineMUPinusMtaedaMLcaMPinaceaeVcMGeneticsaM2010aMfmjaMnknbmg 4 283
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