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Supplementary figure 8. Ks dot plot analysis of four Gastrodia genomes: three G. elata forms (A: G.
elata f. glauca (2021), B: G. elata (2022), C: dark red G. elata and D: G. menghaiensis,). Colors repre-
sent Ks values of homologous gene pairs in covariant genomic segments, illustrating intragenomic
covariance.



