Raw reads

Remove PCR duplication Filter low quality

Clean reads

Customized pipeline
SOAPaligner —

Samtools

Bam file

7,343,419 raw SNPs 181,770 raw SNPs

Genotype quality
Coverage depth

SNP quality —_—
MMD 45%
8,664 filtered SNPs 7,457 filtered SNPs

JoinMap 4.0

Map of 5,286 markers Map of 3,282 markers
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