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Figure S1 KEGG enrichment of DEGs between SAM and three stages of curd development.
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Figure S2 KEGG enrichment of DEGs between CB and three stages of curd development.
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Figure S3 KEGG enrichment of DEGs between curd and peduncle.
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Figure S4 KEGG enrichment of DEGs related to peduncle development.
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Figure S5 Correlations between RNA-seq and qRT-PCR gene expression data.



