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Figure S1. GO enrichment of genes in cluster I and II indicated in
Figure 1b and Figure 1c.
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Figure 1d.

Figure S2. GO enrichment of genes in cluster III and IV indicated in
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Figure S3. The expression difference and GO enrichment analysis of
genes in royalblue and darkred modules. A and C, heatmap showing
the expression difference of genes in royalblue (A) and darkred (C)
modules in different samples. B and D, Dotplot showing the result of
GO enrichment analysis of genes in royalblue (B) and darkred (D)
modules.
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Figure S4. The expression difference and GO enrichment analysis of
genes in grey60 and cyan modules. A and C, heatmap showing the
expression difference of genes in grey60 (A) and cyan (C) modules in
different samples. B and D, Dotplot showing the result of GO

enrichment analysis of genes in grey60 (B) and cyan (D) modules.
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Figure S5. The expression difference and GO enrichment analysis of
genes in blue and darkgreen modules. A and C, heatmap showing the
expression difference of genes in blue (A) and darkgreen (C) modules
in different samples. B and D, Dotplot showing the result of GO

enrichment analysis of genes in blue (B) and darkgreen (D) modules.
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Figure S6. qPCR validation of selected genes.

unEsad ke pane{ap]

uoissod wm saneE]

uoEsord ¥e aane{oN]

W FPEM == Relative expression

ML MH CL

Smel.3 07723.1_g00003.1

CH

o FPEM === Relative expression

ML MH CL

Sme2 5 03267.1_g00006.1

CH

[ FPEM == Relative expression

ML MH CL

Sme2 5 08418.1_200004.1

CH

unmssidys aaneo]

o Esoadxs saneay

uomsoidze saneay



Figure S7. The plant phenotype of male sterile line 05ms and male
fertile line S63. A, 05ms. B, S63.



