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Additional file 10 SNP annotation for the 166 accessions. a, using genome annotation information we classify the SNPs into intergenic SNPs and SNPs in gene region, which are further classified as SNPs in intron or UTR regions, non-synonymous SNPs and synonymous SNPs. b, SNPs causing radical mutations including disrupting stop/start codons, causing premature stop codons or disupting splicing sites.

intergenic SNPs	SNPs in intron or UTRs	non-synonymous SNPs	synonymous SNPs	2471373	449542	61979	46928	
disrupting stop codon	premature stop codon	disrupting start codon	disrupting splicing site	368	1259	236	432	