Figure S1. Density chart of mRNA expression level.
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Figure S2. Box plot of mRNA expression level.
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Figure S3. GO enrichment functional analysis of DEGs.



GO enrichment analysis
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Figure S4. KEGG enrichment functional analysis of DEGs.
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Figure S5. GO and KEGG network diagrams of each comparison group during the
morphogenesis of goose knob. Note: Figure S5-a compares 70 vs 120, Figure S5-b compares



70 vs 300, and Figure S5-c compares 120 vs 300.
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Figure S6. Time series expression analysis of differentially expressed mRNAs among three

comparison groups.
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