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Tab.3 Comparison of homology with partial breeding-relevant genes identified in GenBank

(bp)

Zootoca vivipara 456 3e-11

Gallus gallus 786 le-44

Taeniopygia guttata 425 le-36

Salmo salar 800 le-7

Gallus gallus 775 5e-59
70 Alligator mississippiensis 720 le-109

Gallus gallus 672 8e-40

Taeniopygia gutta 728 Te-64

C I Pelodiscus sinensis 1626 0
Anolis carolinensis 750 2e-98
NADH Pelodiscus sinensis 997 0

Gallus gallus 3638 le-123
Anser anser 819 le-147
P450 Alligator mississippiensis 2111 le-160

TNF Taeniopygia guttata 828 8e-21
CD9 Pelodiscus sinensis 1317 Te-47
L3 Gallus gallus 1082 le-166
L7 Taeniopygia guttata 657 le-165

L18 Anolis carolinensis 603 le-91

L23 Pelodiscus sinensis 384 3e-16

1 CATAAGACATAAAACCCTTTATTGGATTGTTACAGAACAAGAGTGTTTACACAACATTTTTACATAGCATGACTT
76 CTGGAGAGTAGGGTTTATCCCTGTTAAGCGTAGATTGCAATTTAAACTAAAACCATTAAGGAGCAGTATGGCAGG
151 CCAATACAAGCCAGCCATCCTTATGAGTTTACAAGCTGGTTCTCTAAGTCCTCCTCTAAAACCAGTCAAGTAGGA
226 AAAGATCTTGTTTCACTTACATGATCTTTATTGTATATTGGGATATACACTTAACTTTGCAATACAAGTCCCTAC
301 TTAGAATAGGCAGCTACAATTGTAGGTTATGCCTGTCACTTCAATAATGGTGTACAGTACGTGAAAATATTCCCT
376 CTGGTTCTTTTCCATCTCCAAGGGCAGCAAGGAAGCCTTCTTGTCTCCTCCTCTGAGCTAAGGCAGCTAGGGACT
451 TGAATGTCTTCGGCTCATAAATAGCCAGATCAGCAAGCATTTTCCTATTCAGGACTCCAGCCCCTTCCACAAATG
526 TTACTAGTAACTAGCAGCCTATCCAAAGAAGATGIAGTGTTTGAAAGTTATAGCACTCTTACTGTTTTGTGCAGC
1 MacLKVIALLLTFZ CAHA
601 CCTACTGACGCAGACACACTGTGCTTCTTTGCATCATTCAAGCTCACAACTAACAAGACAAAGGAGGATGACTCC
6 LLTQTHCASLHHESSSQLTR® QRRMTP
676 TTTCTGGAGGGGGATTTCCCTCAGACCTATAGGAGCATTATGCAGGCATGACAATGAATGCATCTCAATGCTGTG
4 FWRGISLRPIGALCRHEDNETCTISMLOC
751 CAGGAAGAATCGCTGTTCCCTAAGAATTTCCTGTGAGTGACCTGTCACGAAAGAAGATAATATTGTTTTTACCTC
66 R K N R CS L RTSCEH
826 TGACAATGTCCTACCCTATATATGAAATATTTATTATCAACTATCCTTAAGTGAGGACACTTTGAATTATGCAAC
901 TGCATATATTTAATATTTTTAAGATGAACATTTGTTGTATGAAATGATATAAGGGTTTCATGAAAGTTGAAACAA
976 TCCTCTGGTCTGGGCTCCTGAAGACATGCTCAATAGAAGACCTTGCAGTTTTTAAATTGTTCCTTTTTTCCTATA :
1051 AGATAAAGATTTGTATTTAGCAAAAAAAAAAAAAAAAAAAAAAAAAAAA
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Fig.5 Open reading frame sequence and its amino acid sequence of liver expressed antibacterical
peptide gene in P. sinensis
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CONSTRUCTION OF AcDNA LIBRARY FROM LIVER TISSUE OF THE CHINESE
SOFTSHELL TURTLE PELODISCUS SINENSIS

ZHANG Hai-Qi"?, HE Zhong-Yang?, SHAO Jian-Zhong',
QIAN Guo-Ying’, ZHANG Chao?

(1. College of Life Sciences, Zhejiang University, Hangzhou, 310058; 2. Zhejiang Fisheries Extension Station,
Hangzhou, 310012; 3. Zhejiang Wanli University, Ningbo, 315100)

Abstract

Superscript cDNA recombinant technique, and expressed sequence tags (ESTs) were analyzed by Gene Ontology method.

A high quality cDNA library from the liver of Chinese softshell turtle Pelodiscus sinensis was constructed by

The results indicate that the titre of the constructed library was 2.982x10° CFU/ml, the percentage of recombination was
93%, and the average length of inserted cDNA fragment was about 1kb. 4146 raw sequences of the ESTs were obtained,
1957 unigenes including 404 contigs and 1553 singletons were found. 264 cDNA sequences showed similarity to known
breeding-relevant genes, including ubiquitin C variant 2, heat shock protein70, metallothionein, superoxidedismutase, CD9,
antibacterial peptides and so on. These results built the foundation for further researches on germplasm resources evalua-
tion, molecular genetics studies and molecular breeding of P. sinensis.
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