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CONSTRUCTION AND ANALYSIS OF SUBTRACTED cDNA LIBRARY BY
SUPPRESSION SUBTRACTIVE HYBRIDIZATION FROM THE REPRODUCTIVE
CONVERSION GENES OF DAPHNIA CARINATA INDUCED BY CADMIUM

LUO Wen', ZENG Wen-Tao', WANG Dong-Fang?, ZHENG Da-Heng', HAN Ji-Wei'

(1. School of Life Sciences, Shaoxing University, Shaoxing, 312000; 2. Xinchang County Laiyi Ecological Agriculture
Development Co., Ltd., Shaoxing, 312000)

Abstract Suppression subtractive hybridization (SSH) was used to construct the cDNA subtractive library from the

reproductive conversion genes of Daphnia carinata induced by cadmium in this paper. The result showed that differentially

expressed genes were enriched 2'° times, 95% cloned sequences contained 200—800bp insertions in randomly selected

positive clones, which were identified by PCR. 252 effective ESTs were obtained by sequencing, relevant to 4 belong to

cell division genes, 52 belong to cellular structure and movement genes, 34 belong to metabolism genes, 16 belong to sig-

nal transduction genes, 10 belong to cell immune action genes, 76 belong to gene and protein expression associates genes

and 22 belong to unknown functions; in addition, there are 38 no similar sequences in GenBank. The results suggested that

the cDNA library had strong subtractive efficiency, SSH method was used to construct cDNA subtractive library could well

reflect the differentiation gene information of the reproductive conversion of D. carinata induced by cadmium.
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