[image: image1.png]Genomewide distribution of read coverage (DN422)
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[image: image2.png]Genomewide distribution of read coverage(KY131)
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[image: image3.png]Genomewide distribution of read coverage(T-pool)
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[image: image4.png]Genomewide distribution of read coverage(S-pool)
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Additional Figure S1. Distributions of coverage depth on chromosomes of the sequencing samples. X-axe indicates the 12 chromosomes of rice. Y-axe indicates the log2 value of coverage depth corresponding to chromosome location.
