
                                                                  

Supplementary Figure 3. ChIP-chip analysis of the imprinted regions 15q11-13

and 11p15.5.
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Supplementary Figure 3. A. A total of 62 novel L3 MeCP2 binding sites were identified over 13 Mb. Four novel sites were
observed between UBE3A and GABRB3, genes affected by MeCP2 deficiency 19 and between the two known MeCP2 binding
sites in SNRPN and GABRB3 29(pink boxes): one was between the imprinted genes UBE3A and ATP10A, two were within
ATP10A introns and one was between ATP10A and GABRB3 (middle bracket). Two other novel sites were observed between
GABRB3 and OCA2. A region centromeric to SNRPN (left bracket) contained four novel sites; two of which were located between
OR4M2 and CYFIP1, two between NIPA1 and MKRN3 and one between MKRN3 and NDN. The region between TJP1 and RYR3
contains an unusually dense cluster of 39 L3 sites (right bracket). This is an average of one site per 98 Kb versus an average of
one site per 209 Kb in the total loci tested. Sites in this subregion including two that were validated (black stars) contain the
neurotransmitter receptor genes CHRNA7 and duplicate CHRFAM7A and the neurologically expressed genes SGNE1 and RYR3.
B. An example of abundant MeCP2 sites flanking the cholinergic receptor gene CHRNA7 within 15q11-13. C. Seven novel
MeCP2 binding sites were identified in the transcriptionally active H19-IGF2 locus. One site upstream of H19 (black box)
corresponds to the imprinting control region (ICR) that controls expression of H19 and IGF2 30. MeCP2 has also been shown
previously to bind to the murine H19/Igf2 ICR 20. Another site was observed between and upstream of both LOC492304 and
IGF2 and validated. Five novel sites (black boxes) were found flanking INS and TH encoding insulin and tyrosine hydroxylase.
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