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F1 KHFESTHRIEEZEEFINEKE. KEME LEHE
Tab. 1 The number, length, and copy number of SSR in the Pacific Oyster EST

() %) ®p) %)

A/T 603 23.17 16 491 26.71 153 15 273
G/C 202 7.76 5017 8.13 1046 15 248
805 30.93 21 508 34.84 1046 15 26.7
AT 50 1.92 1075 1.74 27 7.5 10.8
AC 36 1.38 810 1.31 17 8 11.3
AG 221 8.49 8329 13.49 55 7.5 18.8
307 11.79 10214 16.54 55 7.5 16.6
AAC 48 1.84 1479.3 2.4 40.7 5 10.3
AAG 39 1.5 943.5 1.53 21.3 5 8.1
AAT 40 1.54 765.3 1.24 9.7 5 6.4
ACC 14 0.54 327.3 0.53 18 5 7.8
ACT 6 0.23 189.9 0.31 20 5 10.6
AGG 26 1 519.3 0.84 12.7 5 6.7
ATC 73 2.81 2 005.5 3.25 17.7 5 9.2
CAG 9 0.35 203.1 0.33 15 5 7.5
CGA 2 0.08 38.1 0.06 7.7 5 6.4
CGC 1 0.04 309 0.05 10.3 10.3 10.3
258 9.93 6502.2 10.54 40.7 5 8.4

0%AT 2 0.08 36.8 0.06 5 4.2 4.6
25%AT 6 0.23 187.2 03 11.8 4 7.8
50%AT 33 1.27 935.2 1.51 27.5 38 7.1
75%AT 59 2.27 1528.8 2.48 21.2 38 6.5
100%AT 41 1.58 880 1.43 11.5 38 5.4
141 543 3568 5.78 27.5 38 6.3

0%AT 0 0 0 0 0 0 0
20%AT 10 0.38 233 0.38 7.4 3 4.7
40%AT 12 0.46 217 0.35 7.2 3 3.6
60%AT 26 1 474 0.77 5.4 3 3.6
80%AT 113 4.34 2 068 3.35 6.6 3 3.7

100%AT 79 3.04 1589 2.57 18.4 3 4
240 9.22 4581 7.42 18.4 3 3.8

0%AT 7 0.27 120.6 0.2 35 2.5 29

16.7%AT 53 2.04 969.6 1.57 6.3 2.5 3

33.3%AT 46 1.77 819 1.33 7.2 2.5 3
50%AT 160 6.15 3036.6 4.92 10 2.5 3.2
67.7%AT 223 8.57 3906.6 6.33 8.7 2.5 2.9

83.3%AT 241 9.26 4301.4 6.97 6.7 2.5 3
100%AT 121 4.65 2217 3.59 10.3 2.5 3.1

851 32.71 15370.8 2491 10.3 2.5 3
2 602 100 61 744 100 1046 2.5 12.7
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F2 KHIFEST BEBEEEFT 5UTR, 3'UTR # CDS $51E
Tab. 2 The distributions of 5’UTR, 3’'UTR and CDS of SSR in the Pacific Oyster EST

SSR SSR (%)
5'UTR CDS 3'UTR 5'UTR CDS 3'UTR
1 19 0 17 0.26 0 0.06
2 0 0 40.5 0 0 0.31
3 0 30.4 0 0 0.1 0
4 0 0 0 0 0 0
5 0 0 6.8 0 0 0.13
6 0 2.5 0 0 0.01 0
19 32.9 64.3 0.26 0.11 0.5
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Bioinformatics data mining of EST- tandem repeats of the
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Abstract: Large scale analysis of tandem repeats in the Pacific Oyster is underdeveloped on the level of ESTs. The
analysis of tandem repeats will be useful to a variety of applications in the study of transcripts characteristics and
population genetics of the Pacific Oyster. We analyzed tandem repeats in the Pacific Oyster based on 57 139 ESTs
downloaded from NCBI. The major results were as follows: 1) we obtained 8 392 minisatellite sequences, which
were much more widely dispersed in the repeat types of 162~167 bp (>100bp); 2) ESTs were abundant, and 1 954
EST-SSRs were of the potential for designing primers specific to flanking sequences; 3) the repeat counts and repeat
types were significantly different for 5’UTR, 3’UTR, and CDS; CDS undergoes much greater selective pressure.
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