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Fig. 2. Effects of biotic and abiotic factors on individual methylation rate. (a)–(g): Variation partitioning of C. chinensis methylation rates variation in (b)–(d), recover, and (e)–(g), native stand. The number is the significant interpretation rate; the residual is the unexplained part. (a): visualization outline (b), (e): full methylation rate (c), (f): hemi-methylation rate (d), (g): total methylation rate. The significant edaphic and topographic variables are presented in the table of each subgraph with the contributed variation.
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