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Abstract: The differentiation and development of germ cells in teleosts are important for the sex differenti-
ation, which is regulated by many factors, including genetic factors and environmental factors. More and
more studies show that non-coding RNAs play an important role in gonad development. Through tran-
scriptome sequencing, hundreds of sexually dimorphic LncRNAs were obtained from nile tilapia(Oreochro-
mis niloticus). LncRNA (TCONS 02477925) as a example was researched. This LncRNA has 2 exons and
it is a typical Intergenic LncRNA. The full length of the transcript is 1537nt(nucleotide) , which is located
on LG19 (linkage Group 19). the expression level of this gene in ovary was significantly higher than testis.
Fluorescence in situ hybridization showed that the LncRNA was mainly expressed in cytoplasm of oocytes
in phase I and II. Transcriptome sequencing results and bioinformatics analysis indicated that grs/1 and
rtndipl might be the cis target genes of this LncRNA, and the abundance expression of the two target
genes was higher in ovary than the testis. In conclusion, LncRNA may play an important role in tilapia oo-
cyte development and sex differentiation.
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