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Abstract  With the rapid development of molecular population genetics and the widespread application of SSR marker, much
molecular population genetics software appears, consecutively. However, the format of SSR data for different genetics software is not
the same. Manual data transform for different genetic software would take long time and would always make mistakes. Therefore,
the software DataFormater was developed with Python language for SSR data formatting to different population genetics software.
The software has a friendly graphical user interface, and can transform original SSR data into the input file for Popgene, Ntsys,
PowerMarker, Structure, Tassel and SPAGeDi. Meanwhile, it can filter rare alleles and monomorphic loci, and validate users’ original
data. Compared with artificial way, the software DataFormater can improve the efficiency and accuracy of data formatter
significantly. So that it’s a necessary tool in the study of molecular population genetics. Now, the user can download DataFormater
conveniently through www.ycsjk.com.cn/dataformater/nome/ or email renmin@caas.cn.
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