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Figure S9. The pattern of differentially expressed genes related to SNP-associated DMCs. A,
Heatmap showing the expression levels of the DEGs during the WB and GF stage in Beihua and
Sijihua (There are four clusters of expression: C1: the expression levels of Beihua>Sijihua in WB
stage and Beihua<Sijihua in GF stage, C2: the expression levels of Beihua<Sijihua in WB stage
and Beihua>Sijihua in GF stage, C3: the expression levels of Beihua in WB stage and GF stage is
higher than Sijihua, C4: the expression levels of Beihua in WB stage and GF stage is lower than
Sijihua). B, GO enrichment analysis of C3 and C4 gene clusters.



