Supplemental Table 5.

Methylation status of RASSF1A CpG island in microdissected

villous cytotrophoblasts, syncytiotrophoblasts, stroma and
cytotrophoblast progenitors from first trimester placentas
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The analyzed CpG sites are named according to the RASSF1 (Homo sapiens) GenBank

Accession NM_007182 with the start codon of its

protein coding sequence as position +1.

The first CpG site (+45) corresponds to chr3:50353196 (reverse strand) of the human genome in the

UCSC Genome Browser (May 2004 assembly, hgl7).

Filled and unfilled circles represent methylated and unmethylated CpG sites, respectively.



