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Programming for SSR Marker Developing Software SSR MINING 1.0
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Abstract: [Objective] As the number of EST sequences increasing, which supplies a valuable resource for the development of
SSR markers, and bioinformatics has become a powerful tool for mining SSR.  [Method] By analysis of the characteristic of SSR
marker itself and permutation and combination theory of SSR as well, an efficient arithmetic was put forward. The relative software
also was programmed by Visual Basic 6.0. 22 161 soybean EST sequences published between August of 2004 and June of 2005, as
the resource to search SSR sites. [Result] After summarizing and analyzing the problems of existed software for SSR markers
finding, a new software named SSR MINING 1.0 was accomplished. After searching for SSR markers, 2 068 SSR markers were got,
and with the help of DNAMAN, 30 pairs of primer were designed from the found SSR markers. Then synthesized them and did the
experiment, 14 polymorphic SSR markers were found. [ Conclusion] SSR MINING 1.0 is an efficient, flexible, interface friendly,
and convenient SSR markers developing software.
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Table 2 Comparison of different SSR marker developing soft wares
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