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Fig. S1 The alignment of clean reads from the F2 individuals of Chinese cabbage with the reference genome and the average sequencing depth at the SNP positions in the F2 individuals. (A) The mapping rate of clean reads from 120 F2 individuals with the reference genome and the percentage of the genome covered by reads. (B) The average sequencing depth at the SNP positions in 120 F2 individuals. 
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Fig. S2 Measurement or classification criteria of some traits in Chinese cabbage. (A) The measurement criterion of leaf length and width; LL, Leaf Length; LW, leaf Width; PL, Petiole Length; PLL, Petiole with Leaf Length; PW, Petiole Width; (B) The classification criterion of leaf wing, recording as 1-3 from left to right respectively; (C) The classification criterion of leaf shrink, recording as 1-5 from left to right respectively; (D) The classification criterion of inner and outer leaf color contrast, recording as 1-3 from left to right respectively; (E) The classification criterion of petiole color, recording as 1-3 from left to right respectively; (F) The classification criterion of core leaf color, recording as 1-5 from left to right respectively; (G) The classification criterion of leaf color, recording as 1-5 from left to right respectively.
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