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Analysis of SSR Information in EST Resources of Kiwifruit (Actinidia ssp.)
Jiang Chunya, Xu Xiaobiao, Liao Jiao, Ni Zhihua, Li Jing
(College of Agronomy, Jiangxi Agricultural University, Nanchang Jiangxi 330045)

Abstract: [OBJECTIVE]We screened and mined the SSR repeats in the EST database of kiwifruit (Actinidia
spp.) in order to make better use of the EST-SSR resources of kiwifruit for further molecular biological studies
and new EST-SSR marker development; [IMETHOD]56,400 EST sequences were randomly selected from EST
(Expressed Sequence Tag) sequences of kiwifruit in the database of NCBI. EST sequences were analyzed and
the SSR (Microsatellite) could be found out by using the SSRHunter software; [RESULTS]The results showed
that the 7939 SSRs were identified from the randomly selected kiwifruit EST resources. Among which there
were 5131 (64.63% ) dinucleotide,1237 (15.58% ) trinucleotide, 284 (3.58% ) tetra nucleotide, 397 (5.00% )
pentanucleotide and 890 (11.21% ) hexanucleotide SSRs. Among the dinucleotide sequences, AG/CT repeat
motif was accounted for 4654(90.70%).The frequency of SSRs was approximately 1/2.48 kb, which could exist
to 1 SSR in 7 unigenes; LCONCLUSION]The dinucleotide repeats appeared to be the most abundant SSRs,
followed by the trinucleotide and hexanucleotide repeats. Among them the repeat motif such as AG/CT was
predominant in each type of SSRs.
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nlm.nih.gov/bdEST/index.heml) I % FT 47 (1 BBk EST
JEH o P S AR AT 28 A Kb Ui 45
1.2 EST-SSR # & #
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Tii% TR pentanucleotide 397 5.00%
NI R hexanucleotide 890 11.21%
&l Total 7939 100%
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AG/CT 4654 90.70%
AT/AT 286 5.57%
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ATC/GAT 49 3.96%
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