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The analysis of the function of long non-coding RNA by reporter gene knock-in
via improved CRISPR/Cas9
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To analyze long non-coding RNA (IncRNA) in zebrafish, I chose target genes
to generate mutants by checking the genomic location in IncRNA database. | detected target gene’ s
expression by whole-mount in situ hybridization, and picked up 50 genes which expressed in
circulatory system. | performed knock-in of a reporter gene in target loci to generate mutants and
visualize target gene’ s expression.
Unfortunately, 1 failed to generate the stable knock-in lines, but I achieved to generate mutant
lines. Two lines showed the abnormality in sex determination. Now I am writing the paper to report
the phenotype of mutants and the function of target genes. This study will shed light on the
function of IncRNA in sex determination. On the other hand, 1 published the paper about knock-in
technology developed via this study.
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