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The soybean EST and GSS sequences were downloaded from NCBI, and the 100 nt SSR flanking sequences were

Abstract:
extracted as analyzing material. The number of SSRs and the base composition of the flanking sequences were
calculated. Meanwhile, the multiple sequence alignment and the blast scanning were conducted. The results
showed distribution frequency of soybean SSRs was 1/6.67kb, GC content of the flanking sequences was 37.83%,
and the dinucleotide was major type of the motif. The multiple sequence alignment revealed polymorphic types
flanking sequences were in any kind of motif. The same type flanking sequences were highly conserved, but
different type flanking sequences had less similarity. Especially, the blast analyzing showed the SSR flanking
sequences may exist in no SSR regions. So we claimed no SSR fragments may be amplified by SSR primer pairs,
and new type SSR could stem from translocation, which is one kind of chromosomal variations. The analyzing
could contribute to efficient design of SSR primers and to further illuminate formative mechanism of simple

sequence repeats.
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