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Abgtract : One thousand four hundred and fifty three loci wereidentified the same asin two rice varieties, indica rice 93-11
and japonica rice Nipponbare, by usng bioinformatics tools based on 6655 sequences released by Monsanto enterprise which
consisted of perfect repeatsflanked by 100 bp on either side of the simple sequence repeat (SSR) . Among those sequence hits,
1449 and 1451 SSRs were detected in 93-11 and Nipponbare, respectively. Among those, 371 SSRs had the same repeat units
and the same repeat count , while 804 SSRs had the same special motifs with different repeat counts. In addition, in the same
repeat units with different repeat counts SSR class,di- nucl eotide SSRs were the most abundant , occupying 62.94 % identified ,
while penta- and hexa nucleotide SSRs were the least frequent. Polymorphism of SSR between two varietiesin the collinear re-
gion were identified , revealing that new SSR markers could be developed for the further research of the genetic variation and
genome analysis of the two varieties.
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Table 1 . Polymor phism results between 93-11 and collinear Nippon-
bare.
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2 9311 SSRs
Table 2. Total numbers of SSRsand frequency variation between 93-11 and cdllinear Nipponbare.

SSR

Frequency Percentage/ % Variation in repeat count Types with the highest frequency
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Fig. 1. SSR repeat count variation between 93-11 and Nipponbare at the same loci.
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Fig. 2. Average repeat count variation of dimers, trimers, tetramers at the same loci.
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Fg. 3. Distribution of some unique SSR markers on the physca map of Nipponbare.
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