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Abstract: Appropriate reference gene is very important to precisely quantify the target gene expression. In this present
study, five reference genes mRNA expressions, including factin, 3-TUB, EF-1 o, 18S rRNA and GAPDH in Chlamys
farreri gonad , were quantified using real-time quantitative polymerase chain reaction (RT-qPCR). Their expression sta-
bility was analyzed online using RefFinder software. The results showed that EF-1 ¢ expression was the most stable among
these five reference genes in gonad of different development stages and estrogen exposure, suggesting that EF-lg is one of
suitable reference gene for quantifying genes expressions in Chlamys farreri gonad.
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Fig. 2 Nucleobase and corresponding amino acid sequences of GAPDH gene of Chlamys Farreri
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Fig. 3 Comparison of partial amino acid sequence alignments of GAPDH genes of Chlamys Farreri with those of
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Fig. 4 Reference genes expression stability during gonadal development and E, exposure of Chlamys Farreri (n=26)

Note: (a) first sampling; (b) second sampling; (¢) third sampling; (d) fourth sampling; (e) fifth sampling; (f) E,-exposure
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