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Temporal and spatial expression characteristics of transposons in Zebrafish

GAO Bo, WANG Wei, QIAN Yue, CHEN Cai, ZHONG Jihan, SHEN Dan, CHEN Wei, SONG Chengyi *
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Abstract ; Transposons are DNA sequences capable of moving and expansion in genomes. They can insert new sites,
influence the structure and function of genes and genomes, and play important roles in genome evolution. We
identified 9 suspected active transposons in zebrafish, including Tcl family (Tec-a, Te-b, Tc-c, Te-d, Te-e) from
DNA transposons, ERV and Line families ( ERV-1, ERV-2, L1-323, L1-21) retrotransposon. To explore the
expression pattern of transposons, the transcription activity of 9 transposons in 7 stages of zebrafish embryo and
adult viscera were assayed by real time quantitative PCR. The results showed Tcl transposons didn’t transcript at
stages of 0.75 h, 2.00 h and 3.00 h, but had high transcription activity at 6.00 h, 15.00 h, 24.00 h and 48.00 h;
retrotransposons  started to transcript at 3.00 h or 15.00 h stage. The expression level became stronger with
development. 9 transposons were all expressed in heart, brain, muscle, live, testis and ovary. The expression level
in brain and heart were significant higher than other tissues, and that in testis was lowest. These data suggest that
the transposons have specifically-temporal and spatial expression profile. Transposable elements may play a role
during embryonic and tissue development, especially in brain and heart development, which also provide a solid
experimental foundation for the research of gene expression and regulation of transposons.
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Fig.1 Expression level of DNA transposons at development nodes of zebrafish
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