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Analysis of early post-implantation development and establishment of
physiological ex vivo culture method in primate
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In this research project, we focused on primate-specific developmental
phenomena immediately after implantation using cynomolgus macaques. First, we performed scRNA-seq on
embryos at E15-E23 to identify all cell types emerging during early post-implantation. To this end,
we developed an algorithm, RECODE, to solve the "curse of dimensionality” problem inherent in
scRNA-seq. We found that the developmental stages of embryos change significantly between E17 and
E19, and the characters of EXMC and AmEcto, which are not present in mice of the same age. We also
found that the differences of inactivation mechanisms of the X chromosome between mice and the
mokyes. Furthermore, we investigated the germline lineage induction from primate ESCs and found that
the lineage is via AmEcto.
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