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Figure S7 “Starch and sucrose metabolism” (cm00500). The color bar represents de log2 FoldChange of maturation process and ranges from
green (up-regulated genes in 40 DAP fruit) to red (up-regulated genes in 10 DAP fruit). The blues letters are enzymes short names described in
KEEG pathway and the purple are enzymes short names that were described in the literature associated with sugar pathway [13].
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Figure S8 “Galactose metabolism” (cm00052). The color bar represents de log2 FoldChange of maturation process and ranges from green (up-
regulated genes in 40 DAP fruit) to red (up-regulated genes in 10 DAP fruit). The blues letters are enzymes short names described in KEEG
pathway and the purple are enzymes short names that were described in the literature associated with sugar pathway [13].
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Figure S9 “Amino sugar and nucleotide sugar metabolism” (cm00520). The color bar represents de
log2 FoldChange of maturation process and ranges from green (up-regulated genes in 40 DAP fruit)
to red (up-regulated genes in 10 DAP fruit). The blues letters are enzymes short names described in
KEEG pathway and the purple are enzymes short names that were described in the literature
associated with sugar pathway [13].



