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Figure S2. Variation of DAP clusters according to genotype and treatment (blue: well watered, yellow:

water stressed).




Figure S3. Fold change of the 50 most upregulated proteins in response to drought.
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Figure S4. Response of all clusters to hybridity and water status. Hybridity status: hybrid vs line
(H/L); water status: WD/WW. Lines-WW in blue, Lines-WD in orange, Hybrids-WW in green and
Hybrids-WD in red (the SF009 line was excluded, see text).
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Figure S5. Number of proteins showing heterosis in the progeny
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Figure S6. Correlation of DAPs with the first component of the PLS shown in Fig. 7. DAPs are grouped by
functional category. The vertical dotted line separates proteins according to whether the correlation is greater

or smaller than -0.5.




T Z

W

Figure S7. Overview of the 144 plants with surrounding protecting plants of the 13HP02 experiment on the
Heliaphen platform at 44 DAG (end of the experiment)



