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Abstract

Landscape BEeaolb olgdcasgpatibaf®u eorscaucst i o n
Het erobal anus

Doc Can diYdaantjlew o
(Ecol)ogy
DirecFadgbu
Abstract
The QiTndgdai Pl ateau (QTP), characterized by 1its

species di versitwy,at geal e adnsweast hasrgyedteiagig evol uti o
di ver siAf ino antsid oundd fetsh aftoumadmoy gs at e dQD@Eh d o$ pottéhaedr t o
regiuamer cl i macé aNscarAtghe samEur+ ovphe wlhagne dporooa et
i bhe formation of biodiversity. Hj ;2w eevedcrd), a nti hsemsg eonf ¢
| ocal aadraept Bt iad mli aneekQpdAa mte gTitbins st wew efno swcd eeg ogprh y
oak spR®uoeesadet erobh &lagmece aQufeamiulswhi(ch mainly dis
t h@TRindtasd ] alcieqh t iatruedddsi. s odmldiyned with pamudl ati on
| andscape gethionmvi ecssthienagtleensitlis ce alg & edisvdrygence, evol
sel ect iavned slwoeceaplu sawhamedteantoinoen r e,s e laaiaewg i ve candi
geniens lad@agplt ati on. The main results are as foll ows
(1Genetli cotfseervren scl erophyls| omwst oakt hsep e¢terinabdsi wii toh
mor phol ogi cal ,Ybudcisdioivie@u rddr igesosQhapmogal atriegn o
structur e sAthaowaed tthleadDKa rscaueset & Ir 0 éwehli arhu sdo welddl b e
into four Qg & metaig®ei Aeetgelisogmadges B and C in the Heng
i neage D ranging from thee@Liorhéd angge sMoBi namd nG had Ehe
di veli sietayg.e e emhd ebridt e | evewhiolf e gleneeagedDvieaditly
di veTbrdlyat i ve(Fshibee wgemceé i neagbsgdHsia@ d2D,Feali It & e
bet ween | i neaglecensfisa.dOMB) avag mindter wa s g e beetf wepahln
di f fleirreenaages, awadsati md ydiifnresadytieincdnd@enoB r ap hshcovhe kst or y
t hallli nevmagse ssubj ected to repeated populQataiter nax yan
gl aci,atiincrseasi ng the postThiMantiely tods pgechpmaiphiyt &l
i solation may be the mdi inf & raecitoiea siardite ti enrgo bt ahlea nques
Mantel PRP= =0.00B@00RCANv phowsl owhat evewashs eowerdl ap
amodigf fleirregmasjseu g g etghtt h e rnee ciod oagi c al preference in e
(2NDhengp mer ev axail grdidfiifcfaenrtieinglelsy i ei vEHDIkse)t weginons
paiofds f ferestthrloiumgamaspgee.@@et iprocess of | i meage ndiyf f e
the changesdimgpsegeiemces but also regulatory val
evolution of ITh ene aHjDeR wd | deeet r egcet necde i n edta vipenedn wBhiaah
experi encneada Bpeol seiblbir@ebhP spoisni t i ve sewéeeeti oocatH®8& i n i

regionsl | I i whaldoewpeagirdiigos t i el et afWBswi thin the tre



Abstract

of 910 <candi dat e gpeonseist i weer essdilnkecttti eofne pHHiBSRBODNn eage s
enri chment analpsdist iofe t het eatnédondiadidd®el op ment al r
abiotic stress respgbased FPpmecesepaeisdeaentkiessriech as

temperatusér ansg wWealer ddeenttwedadreda dlidiehaege lamdkeage
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hree dii ateraigddPt e elG%-88&%f candi date SNPs were | ocat
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variation was bfyluinmat iod IBwacnmaa blingesage. The parti al
showed that the adaptive genetic variation of I
climatic factors, wihaii Inel yl idnyepalgdeiistmeBt iacn df abDcotmoarsst . Tt
indicated that solar radiation was an i mportant e
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Species Code Longitude Latitude Location
CYX 97.32 28.61 v a
MKD 98.18 29.57 \ a
MKR 98.47 29.72 \ a
BZL 99.15 28.31 €V a
ZD 99.64 27.90 €M
XCR 99.84 28.68 3 G
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Species Code Longitude Latitude Location
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SNPs(AIl SNPs) i SNPs Putative selected SNB) R 7 SNPs(Climated-associated SNB)
R? adjR? P R? adjR? P R? adjR? P
lineage A RDA
G-Env 0.31 0.16 0.001 0.59 0.50 0.001 0.52 0.41 0.001
G-Geo 0.14 0.09 0.001 0.34 0.31 0.001 0.25 0.21 0.001
G-Env+Geo 0.37 0.17 0.001 0.64 0.52 0.001 0.56 0.42 0.001
pRDA
G-Env|Geo 0.23 0.08 0.001 0.29 0.22 0.001 0.31 0.21 0.001
G-Geo|Env  0.06 0.02 0.001 0.04 0.02 0.001 0.04 0.02 0.002
lineage B RDA
G-Env 0.24 0.06 0.001 0.35 0.19 0.001 0.39 0.24 0.001
G-Geo 0.08 0.03 0.002 0.16 0.11 0.001 0.18 0.13 0.001
G-Env+Geo 0.30 0.07 0.001 0.39 0.19 0.001 0.44 0.25 0.001
pRDA
G-Env|Geo 0.22 0.04 0.001 0.23 0.08 0.008 0.26 0.12 0.001
G-Geo|Env  0.06 0.01 0.078 0.04 0.00 0.421 0.05 0.01 0.033
lineage C RDA
G-Env 0.45 0.17 0.001 0.70 0.56 0.002 0.70 0.55 0.001
G-Geo 0.19 0.07 0.003 0.40 0.31 0.005 0.36 0.26 0.001
G-Env+Geo 052 0.18 0.001 0.70 0.56 0.001 0.70 0.55 0.001
pRDA
G-Env|Geo 0.25 0.10  0.004 0.30 0.25 0.002 0.34 0.29 0.001
G-GeolEnv 0.11 0.07 0.01 0.42 0.46 0.001 0.22 0.20 0.001
lineage D RDA
G-Env 0.54 0.18 0.001 0.79 0.63 0.001 0.69 0.45 0.001
G-Geo 0.24 0.13 0.001 0.53 0.47 0.001 0.38 0.29 0.001
G-Env+Geo 0.65 0.19 0.002 0.85 0.65 0.001 0.77 0.48 0.001
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SNPs(AIl SNPs) i SNPs Putative selected SNB) R 7 SNPs(Climated-associated SNB)
R? adjR? P R? adjR? P R? adjR P
pRDA
G-Env|Geo 0.41 0.06  0.069 0.32 0.19 0.001 0.39 0.19 0.004
G-GeolEnv  0.10 0.01 0.45 0.05 0.02 0.186 0.08 0.03 0.18
"G B i ' Ge'o T ' Env 1 ' R? ' adjRe "*Pvalue ¥PQalbe’ ¥*0.01

Pvalue < 0.001
NotG: Dependent matri x of; pGmolgavadpdirya mledhse;l erhve mid&dedfs s ci ent ;alj det er mi n:

adjusted coeffi¢cPeatuef xt®P@b@bmi KM OBIAue < 0. 001
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