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Analysis of Microsatellites in Tree Peony EST Sequences

JIA Xiao-ping, SHI Guo-an, KONG Xiang-sheng, FAN Bing-you,ZHANG Long
(College of Agriculture, Henan University of Science and Technoloy , LLuoyang, Henan 471003)

Abstract: After precleaning 2 204 tree peony(Paeonia suf fruticosa Andrews) expressed sequence tags(ESTs) from
dbEST of NCBI, 2 048 high-quality ESTs were obtained. 318 contigs and 636 singlets were obtained by assembling of
these 2 048 ESTs. 167 microsatellites ( simple sequence repeats, SSRs) were found in 142 of the 954 assembled
sequences,on average 1. 18 SSRs per assembled sequence. The repeat unit of SSRs included from dinucleotide repeat
to tetramer repeat, most of the SSRs were dinucleotide repeat type and trinucleotide repeat type(97. 61%) ,the two
repeat types accounted for 46. 71% and 50. 90% respectively. Among dinucleotide repeat type, AG/TC and GA/CT
were the most (20. 36% and 16. 77%) , while in trinucleotide repeat type, AGA/TCT, GAT /ATC were the most
(5.40% and 5. 40%). Finally, bioinformatic analysis such as gene annotation, gene function group were done on
contigs and singlets containing SSR.
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