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Epigenetic molecular mechanism of CDX2 using differentiation-induced placental
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The specification of mouse trophectoderm (TE) lineage involves the
transcript factor Cdx2 and Oct 3/4. At mouse molura stage, Cdx2 proteins demonstrate restricted
expression in the outer cells of TE and Oct 3/4 in inner cell of the inner cell mass. In human, the
molecular mechanism of TE commitment remains obscure. We examined on Cdx2 function in TE
determinations using human trophoblastic stem (TS) cells, which we derived from cytotrophoblasts and

blastocysts. Unlike in a mouse TE lineage, human CDX2 and OCT3/4 proteins not expressed in TE and
TS cells. The promoter regions of human CDX2 showed hypermethylation were and had repressive histone
modifications. We speculated that CDX2 does not function as TE determination in human.
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