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Tab.1 Genetic values of all loci
S A A5 S $4 S0 370 - 17 3 8 N2 P
emgp AR T AN e L B EST 9
i I 2 s e b e H NCBI i it &
average effective average observed average expected polymorphic . .
locus average allele . i . . NCBI registration
numbers of heterozygosity heterozygosity information content
(N,) number of EST
allele(N,) (H,) (H,) (PIC)
pt_576 3.00 2.67 0.59 0.64 0.55 GW400405.1;GW399381. 1
pt_291 4.00 3.69 1.00 0.74 0.68 GT558331.1;GT557654.1
pt_514 5.00 4.33 0.96 0.79 0.73 GE468116.1;GE46819. 1
pt_568 2.00 1.22 0.20 0.18 0.16 GE468127.1;GW400771. 1
pt_634 4.00 2.61 1.00 0.63 0.54 GW399475.1;GW399413. 1
pt_882 5.00 3.75 1.00 0.75 0.69 GT558359.1;GE342936. 1
pt_902 3.00 2.16 0.72 0.55 0.43 GT557237.1;GT557589.1
pt_907 7.00 4.43 0.92 0.79 0.74 GT564028.1;GT564520. 1
pt_339 1.00 1.00 0.00 0.00 0.00 GW397803.1;GW401893. 1
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Fig.4 Agarosegel electrophoresis for
14 type I microsatellite markers
1.pt_568; 2.pt_514; 3. pt_907; 4. pt_902; 5. pt_339; 6. pt_
882; 7.pt_297; 8. DL_2000; 9. pt_42; 10. pt_337; 11. pt_291;
12. pt_586; 13. pt_898; 14. pt_576; 15. pt_634.
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Fig.5 Polyacrylamide gel electrophoresis for
2 microsatellite markers in the

10 individuals
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Tab.2 Microsatellite sites selected for polymorphism estimation

L o o B E/C
iz £ S Ev-ESL RACEIEY R 16 51 4 kem/op
annealin
locus annotation (type) no. forward primer reverse primer length &
temperature
pt_514 None (AC), ATGCAGTGAATGGAGATCA  TTCTCAATAGCTTTTATTGTAGC 197 51
pt_568 None (CA),; GACCAACAGGCGACCGAG AGCCGCTTCCCGAGATTC 124 59
pt_907 None (TG),; CGGTAAGATCACCACAAC CAGAAAGAAAATCAAGCA 264 47
pt_902 None (GT),, CAAAGGCAGCAGCACCAG ATGCAGCCAGAGGGAACG 296 58
pt_339 None (TC),s CACTAGGAAAAGGAACGG TCACGAAAGACTGGAGACA 248 50
pt_882  c-reactive protein-1 (TG),;; AAGACCCCGAGGAAGAGC GCAAGGCATATCCAACAT 193 53
pt_297 None (TGC),, GTCTTCGCCTTAGTCAGT TCTTTATTTGTTCCCAAAG 262 47
cytochrome ¢
pt_42 ; . (CT)s; AAAGCTCGTATGACGTTTC AATTTGAGTGCCATGAAGA 267 50
oxidase subunit i

pt_337 None (AC)5y TGCCTGTTTTCATTTATTTC GATTAAGATTTGTAACTTTGGTG 216 50

pt_291 hypothetical protein (AC),, ATATTTTGCTACCTTTTCGA CACCCTGACAATCTATGGC 344 51.5
pt_586 None (GA);; CTGAACAGTGGGAGAAATG CTATAGGCAAGGGTAACGA 249 50

c-type lectin domain
pt_898 ) ) (AC);; CAGACAAGGTGCAAAGTCA CAACAACCACGGCAAAGC 332 54
family 2 member a-like
pt_576 None (AG);; CCATTGCCATCACCATCA TGTGCGTGACTTTGCGAC 302 55.5
pt_634 None (CA);; TCAATAAAGTTTCAGCGTGTT TTGCCTTGTTTGTATGTGC 173 52.5
o N [12]
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Identification of type I microsatellite markers and
their polymorphism in Portunus trituberculatus

LU Jianjian, WANG Yu, GAO Baoquan, LI Jian" , LIU Ping
(Yellow Sea Fisheries Research Institute ,Chinese Academy of Fishery Sciences,Qingdao 266071 ,China)

Abstract: In the present study,type | microsatellites of Portunus trituberculatus were screened from 13 985
ESTs in the NCBI database by bioinformatics approach. A total of 287 type [ microsatellites were
identified ,among which 173 were the type of dinucleotide repeat being the most abundant microsatellite and
accounting for 60. 3% of the identified microsatellite markers, and 79 were the type of trinucleotide
accounting for 27. 5% , while hexa-, penta- and tetra-nucleotide repeats were rare. Among the dinucleotide
repeats, AC/GT was the most abundant type with percentage of 53. 8% ,followed by the AG/CT type with
37.0% ,while AT and GC were rare. 14 microsatellites were selected for polymorphism analyses,8 of them
showed polymorphism in a wild population of P. trituberculatus. The mean PIC and heterozygosity values
were 0. 57 and 0. 63, respectively. Among them,6 PIC of microsatellites greater than 0. 5, showing high
polymorphism. This study showed that the way of screening type | microsatellite markers from EST data was
feasible. These type [ microsatellites can be used for further study in genetic diversity, genetic mapping and
quantitative trait loci( QTLs) identification in P. trituberculatus.

Key words: Portunus trituberculatus; microsatellite ; polymorphism information content( PIC)
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