Fig S1. Size distribution of reads. Length distribution of the sequencing reads after trimming low-quality reads. This fig was created using ggplot2 R-package. 
Fig S2. Box plots of the length distribution of microsatellite loci located in different genic regions. This fig was created using ggplot2 R-package. 
[bookmark: _GoBack]Fig S3. Number of Go term for sequence with different length. This fig was created using ggplot2 R-package. 
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