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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size For genome assembly and comparative analysis of haplotypes, a single sample of RH is enough. For genetic groups construction, we applied 
880 selfed progeny and for fine mapping of genes. To locate the candidate genes for PA1 and WS1, we applied another 1200 progeny, which 
provides sufficient segregations in genetic mapping.

Data exclusions No data was excluded.

Replication For transcriptome sequencing, methylome sequencing and RT-qPCR analysis, the analyses were conducted on three replicates for each tissue. 

Randomization The sequencing samples of RH were collected randomly from the cultured seedlings and plants grown in green house.

Blinding A blinded-experiment is not needed in this study because there is no comparing analysis between different groups. 
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