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Figure S3. PCA of the LS-means calculated from the content of the 1536 proteins signatures measured in
the panel of 29 maize hybrids grown under reduced (LN, blue circles) and optimal (HN, red squares)
fertilization conditions. (A) Scores plot annotated with the hybrid codes. (B) Loadings plot in which proteins

are colored according to their Mercator bin functional category.



