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Additional file 10 Relationship between gene methylation (5-methylcytosines) and gene expression. (A), (B), and (C) Expression profiles of methylated genes compared with unmethylated genes in CG, CHG, and CHH contexts in primary stems (PS), respectively. (D), (E), and (F) Expression profiles of methylated genes compared with unmethylated genes in CG, CHG, and CHH contexts in transitional stems (TS), respectively. (G), (H), and (I) Expression profiles of methylated genes compared with unmethylated genes in CG, CHG, and CHH contexts in secondary stems (SS), respectively. The y-axis indicates the methylation levels. None represents the unmethylated group. Low represents the bottom third of the methylation group. Moderate represents the middle third of the methylation group. High represents the top third of the methylation group.
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