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Supplementary Figure 3. GO analysis. (A) Enriched GO terms at the 20™ day after pollination. In
the figure, the abscissa is the ratio of the number of differentially annotated genes on GO Term to
the total number of differentially annotated genes on GO Term; the vertical axis is GO Term (first
30); the size of dots represents the number of genes annotated on GO term; the color from red to
purple represents the significance of enrichment, the same as below. (B) GO terms at the 30" day
after pollination.



