
Figure S2-1. Expression profiles of potential gene resources for maize starch content improvement.
(A) Expression heatmap of potential gene resources for maize starch content improvement from
maize nucellus at different time points after pollination. NU0-144 represents the nucellus (embryo
sac included) after 0-144 hours of self-pollination. (B) Expression heatmap of potential gene
resources for maize starch content improvement from maize kernels. AS, Apical scutellum; End,
Endosperm; SAL, Scutellar Alleurone Layer; Emb, Embryo; EAS, Endosperm Adjacent to
Scutellum; Per, Pericarp. (C) Expression heatmap of potential gene resources for maize starch
content improvement from 16 maize tissues. Root1,2,3 represent V2, V5 seminal root and adult
nodal root, respectively; Leaf1,2,3 represent the 2nd, 4th and 8th leaf, respectively; Ear1,2
represent V8 and V15 ear, respectively; Tassel 1,2,3,4 represent 1mm, 2cm, 12cm and 22cm tassel,
respectively. The color scale bars represent the relative expression level.
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Figure S2-2. Expression profiles of potential gene resources for maize essential amino acid content
improvement. (A) Expression heatmap of potential gene resources for maize essential amino acid
content improvement from maize nucellus at different time points after pollination. (B) Expression
heatmap of potential gene resources for maize essential amino acid content improvement from maize
kernels (C) Expression heatmap of potential gene resources for maize essential amino acid content
improvement from 16 maize tissues. Annotations for tissue abbreviations are the same as in Figure S2-
1. The color scale bars represent the relative expression level.



A B C

Figure S2-3. Expression profiles of potential gene resources for maize vitamin content improvement.
(A) Expression heatmap of potential gene resources for maize vitamin content improvement from
maize nucellus at different time points after pollination. (B) Expression heatmap of potential gene
resources for maize vitamin content improvement from maize kernels. (C) Expression heatmap of
potential gene resources for maize vitamin content improvement from 16 maize tissues. Annotations
for tissue abbreviations are the same as in Figure S2-1. The color scale bars represent the relative
expression level.
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Figure S2-4. Expression profiles of potential gene resources for maize mineral content improvement.
(A) Expression heatmap of potential gene resources for maize mineral content improvement from
maize nucellus at different time points after pollination. (B) Expression level heatmap of potential
gene resources for maize mineral content improvement from maize kernels. (C) Expression heatmap
of potential gene resources for maize mineral content improvement from 16 maize tissues.
Annotations for tissue abbreviations are the same as in Figure S2-1. The color scale bars represent the
relative expression level.
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Figure S2-5. Expression profiles of potential gene resources for maize anthocyanin content
improvement. (A) Expression heatmap of potential gene resources for maize anthocyanin content
improvement from maize nucellus at different time points after pollination. (B) Expression
heatmap of potential gene resources for maize anthocyanin content improvement from maize
kernels. (C) Expression heatmap of potential gene resources for maize anthocyanin content
improvement from 16 maize tissues. Annotations for tissue abbreviations are the same as in Figure
S2-1. The color scale bars represent the relative expression level.


