Table S2. SNPs information of DXWR. The data were deposited and are available at https://drive.google.com/file/d/0B5qnyxKsbnsCU0FWMkxZY1hHVk0/view?usp=sharing. Data file is generally TXT. For Windows user, “Editplus” or “UltraEdit” is recommended as the browser program. Format description (left to right). 1. Chromosome name. 2. Position of locus. 3. Nucleotide at corresponding locus of reference sequence. 4. Genotype of sequencing sample. 5. Quality value. 6. Nucleotide with the highest probability (first nucleotide). 7. Quality value of the nucleotide with the highest probability. 8. Number of supported reads that can only be aligned to this locus. 9. Number of all supported reads that can be aligned to this locus. 10. Nucleotide with higher probability. 11. Quality value of nucleotide with higher probability. 12. Number of supported reads that can only be aligned to this locus. 13. Number of all supported reads that can be aligned to this locus. 14. Total number of reads that can be aligned to this locus. 15. Order and quality value. 16. Estimated copy number for this locus. 17. Presence of this locus in the dbSNP database. 1 refers to presence and 0 refers to inexistence. 18. The distance between this locus and another closest SNP

