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Supporting information

Supplementary Figure 1. Population structure of three populations in the K=3 model.
Each accession was depicted by a vertical line segmented into 3 colored sections: blue,
red and green for population W, L and M respectively. The length of each section was
proportional to the estimated membership coefficient (Q) of the accession to each

cluster.

Supplementary Figure 2. GWAS of the phenotype of tiller number (T) by Anderson—
Darling test. Red and blue line indicated the Bonferroni corrected threshold of

(-log10(P)=6.35,a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.

Supplementary Figure 3. GWAS of the phenotype of spike length (SL) by
Anderson—Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35, a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.

Supplementary Figure 4. GWAS of the phenotype of spikelet number per spike
(SLN) by Anderson—Darling test. Red and blue line indicated the Bonferroni corrected
threshold of (-log10(P)=6.35, a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.

Supplementary Figure 5. GWAS of the phenotype of grain number (GN) by
Anderson-Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35,a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.

Supplementary Figure 6. GWAS of the phenotype of thousand grain weight (TGW)
by Anderson-Darling test. Red and blue line indicated the Bonferroni corrected

threshold of (-log10(P)=6.35, a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.

Supplementary Figure 7. GWAS of the phenotype of yield (Y) by Anderson—Darling
test. Red and blue line indicated the Bonferroni corrected threshold of

(-log10(P)=6.35,a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.



Supplementary Figure 8. GWAS of the phenotype of plant height (Ph) by Anderson—
Darling test. Red and blue line indicated the Bonferroni corrected threshold of

(-log10(P)=6.35,a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.

Supplementary Figure 9. GWAS of the phenotype of heading time (Ht) by
Anderson—Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35, a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.

Supplementary Figure 10. GWAS of the phenotype of mature time (Mt) by
Anderson-Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35, a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.

Supplementary Figure 11. GWAS of the phenotype of resistance to powdery mildew
(PM) by Anderson—Darling test. Red and blue line indicated the Bonferroni corrected

threshold of (-log10(P)=6.35, a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.

Supplementary Figure 12. Selection map of wheat during domestication and
improvement. Red, green and purple lines denote candidates subjected to selection
during domestication, improvement and both processes, respectively. Centromeric
regions are indicated by black dots in accordance with Cavanagh et al.?® Detailed

information on the mapped loci is provided in Supplementary dataset 1 to 4.
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Supplementary Figure 1. Population structure of three populations in the K=3
model. Each accession was depicted by a vertical line segmented into 3 colored
sections: blue, red and green for population W, L and M respectively. The length of
each section was proportional to the estimated membership coefficient (Q) of the

accession to each cluster.
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Supplementary Figure 2. GWAS of the phenotype of tiller number (T) by
Anderson-Darling test. Red and blue line indicated the Bonferroni corrected

threshold of (-log10(P)=6.35, a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 3. GWAS of the phenotype of spike length (SL) by
Anderson—Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35, a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 4. GWAS of the phenotype of spikelet number per spike
(SLN) by Anderson—-Darling test. Red and blue line indicated the Bonferroni corrected
threshold of (-log10(P)=6.35, a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 5. GWAS of the phenotype of grain number (GN) by
Anderson-Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35, a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 6. GWAS of the phenotype of thousand grain weight (TGW)
by Anderson-Darling test. Red and blue line indicated the Bonferroni corrected

threshold of (-log10(P)=6.35, a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 7. GWAS of the phenotype of yield (YY) by Anderson-Darling
test. Red and blue line indicated the Bonferroni corrected threshold of

(-log10(P)=6.35,a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.



Fh

g_ - A S 5 S D . 2A S 25 A 2D A S T S D LA D S 4D S A S S5 S D S GA S 55 S (D SN 7A SR TR e D
»
3
L]
“ 7] g
@
2
%
T : 2 -
& H
% o 2, . o
2 Y] e 7 ] g R B
a3 os-?o o @ » B oa g
B ! Doa, b . CI S : :
2 1800 v ha, 50 S5 P : CLuE
s : s i LR % e . s
T o ) s E < 2oy By © oo RiIN
= Eod
w - ° .l g =3E 5 o;é& F B . ° ° o B HAT SR
o g Ao o il &
=
Chromosome

Supplementary Figure 8. GWAS of the phenotype of plant height (Ph) by Anderson—
Darling test. Red and blue line indicated the Bonferroni corrected threshold of

(-log10(P)=6.35,a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 9. GWAS of the phenotype of heading time (Ht) by
Anderson-Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35, a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 10. GWAS of the phenotype of mature time (Mt) by
Anderson—Darling test. Red and blue line indicated the Bonferroni corrected threshold

of (-log10(P)=6.35, a=0.01) and (-logl0( P)=5.65, a = 0.05) respectively.
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Supplementary Figure 11. GWAS of the phenotype of resistance to powdery mildew
(PM) by Anderson—Darling test. Red and blue line indicated the Bonferroni corrected

threshold of (-log10(P)=6.35,a=0.01) and (-log10( P)=5.65, a = 0.05) respectively.



Supplementary Figure 12. Selection map of wheat during domestication and
improvement. Red, green and purple lines denote candidates subjected to selection
during domestication, improvement and both processes, respectively. Centromeric
regions are indicated by black dots in accordance with Cavanagh et al.?® Detailed

information on the mapped loci is provided in Supplementary Datasets 1 to 4.



