Figure S3. Clustering of genotypes based on various types of data. In (B-E) similarity coefficients based on euclidean
distances computed from (drought - control) contrast estimates, complete link clustering algorithm

A. Kinship coefficients computed from 46170 SNP markers (only markers homozygous in all genotypes;
average link clustering algorithm)
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B. Clustering of genotypes based on differentially expressed genes in at least one comparison,

at T1 and T2
Tl T2
0.5 4
0.6
0.6 1
0.7 4
. > 0.7
= b=
© o
E o8- £
n wn 0.8 1
0.9 H 0.9 4
1.0 4 1.0 4
s & & > 8 o .o N ' NN N
4/0'\ ‘ R 6\’0 é\{b {\,\b& . Q\'\ R b$\ > 4))'\ & {\,\b& 4/0'\ /1)}'\ §\\ R ((\fb é{b bé\ '
N 3 N > & 3 W e N W 2 3 o2 2
F P S o S & 8
K\ \3 K\ o
S N N »



Figure S3. Continued

C. Clustering of genotypes based on differentially abundant proteins in at least one comparison, at T1 and T2
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D. Clustering of genotypes based on phytohormones abundance at T1 and T2
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Figure S3. Continued

E. Clustering of genotypes based on post-harvest traits
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