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We have established the KI(c-fos/egrl: DD_mClover3) lines and analyzed the
up regulation of DD_mClover3 by TMP(epilepsy inducer). We have detected DD_mClover3 expression 1.5-6
times higher than untreated medaka in Kl(c-fos: DD_mClover3) line and 1.9 times higher than
untreated medaka in Kl(egrl: DD_mClover3) line. These two lines may be useful for visualization of

neural networks based on the specific behavior using DD_mClover3 expression.
We successfully established KO individuals of the SWS1, SWS2 and LWS genes by CRISPR-Cas9. In

addition, we could obtaine SWS1 specific monoclonal antibody.
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