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Tab.1 Sequences of the primers used in this study
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Fig. 1  The electrophoretic detection of the synthesized dsSRNA
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1. DNA Marker DL2000; 2-3. dsRNA product; 4. control (tran-
scriptase not added)
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Fig. 2 The level of foxI2 mRNA detected by qRT-PCR in C.
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Fig. 4 Histological observation of C. farreri ovaries effected
by the fox/2 RNAi
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Necessity of fox/2 in the oogenesis of the scallop Chlamys farreri
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Abstract: This study elucidates the fox/2 function in the oogenesis and ovarian maintenance of the scallop Chlamys
farreri. We synthesized the C. farreri foxI2 dsRNA in vitro and then injected into the adductor muscle with 50 pg
dsRNA for each scallop. The injection was administered two times; the second injection was on the 7" day after the
first injection. The scallops injected with the PBS solution using the same volume and method were considered the
negative control, and the scallops without any injection were the blank control. qRT-PCR revealed a 62% decline in
the fox/2 mRNA level in the ovaries of RNAI scallops and an apparent reduction in the FOXL2 protein content in
the RNAIi ovaries, suggesting the effective knockdown in the fox/2 mRNA level. Furthermore, histologically, the
abnormal oocyte morphology, enhanced eosinophilia of the cytoplasm, and nucleus pulsation were observed in the
ovaries after RNAI, suggesting that oogenesis was apparently blocked. This study establishes that fox/2 plays a vital

role in C. farreri oogenesis.
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