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Fig. 1 Two different shell color phenotypes in juvenile Hyriopsis
cumingii
D- ; L-
D-Greenish-brown with rays, L- Golden without rays
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Tab. 1 Sequences of SRAP F-Primer and R-Primer

Marker R-Primer Marker F-Primer
R1 gactgcgtacgaattcca F1 tgagtccaaaccggtgc
R2 gactgcgtacgaattcag F2 tgagtccaaaccggtce
R3 gactgegtacgaattcga F3 tgagtccaaaccggtaa
R4 gactgegtacgaattctg F4 tgagtccaaaccggaag
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ANALYSIS OF DIFFERENTIAL GENE EXPRESSION BY SRAP-cDNA IN MANTLE
TISSUE OF HYRIOPSIS CUMINGII WITH DIFFERENT EXTERNAL SHELL COLOR

WEN Hai-Bo"** CAO Zhe-Ming', JIN Wu', GU Ruo-Bo" %, HUA Dan*, HUANG Xiao-Fei® and XU Pao" *?

(1. Key Laboratory of Genetic Breeding and Aquaculture Biology of Freshwater Fishes, Ministry of Agriculture, Freshwater Fisheries
Research Center, Chinese Academy of Fishery Sciences, Wuxi 214081, China; 2. Sino-US Cooperative Laboratory for Germplasm
Conservation and Utilization of Freshwater Mollusks, Freshwater Fisheries Research Center, Wuxi, Jiangsu 214081, China;

3. Wuxi Fishery college, Nanjing Agriculture University, Wuxi 214081, China)

Abstract: The segregation of shell coloration and presence of radial rays in the juvenile freshwater mussel, Hyriopsis
cumingii, follows Mendelian inheritance modes of a single gene locus with one pair of dominant/recessive alleles. To
elucidate the mechanisms of external shell color formation, gene expression of two typical shell colors was analyzed by
bulked segregant analysis (BSA) and SRAP-cDNA. Five differential gene segments were obtained by SRAP-cDNA
using 30 primers’ combinations, and 14 fragments with the size ranging from 195 bp to 339 bp were obtained after re-
claim and clone. Using BlastX, these fragments could encode two similar proteins, dihydropyrimidine dehydrogenase
(DPD) and MYM-1 Zn Finger protein, and no protein related to pigment could be encoded. Further directions should
focus on the relationship between shell color phenotype and pyrimidine metabolism by similar Zn finger proteins in the

triangle pearl mussels.
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