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Through this study, we revealed that mouse Gcm2 exhibits different
transcriptional activity compared to the zebrafish Gecm2 based on the comparative analysis of Gcm2
among species. Additionally, it was clarified that the difference in transcriptional activation
abilrties among species depends on the Trans-Activating Domain(TAD) of Gcm2. Structural differences
observed in the TAD region create differences in transcriptional activation abilities, which may
further lead to the expression of different downstream genes, potentially resulting in morphological

differences during development. Furthermore, results from ATAC-seq and RNA-seq strongly suggest
that Gem2 may function as a pioneer factor. Through this study, we uncovered new functions of Gcm2.
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