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Supplemental Table 1. DAMD-positive loci in the RMS cell lines and patient
samples. Columns are denoted with a ‘1’ if the locus was found to be DAMD-
positive and a ‘0’ if it was not for each of the RMS patient samples and cell lines.
The column labeled as Combined_score shows how many samples were DAMD-
positive for the given locus.
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Supplemental Figure 1. Differentiation of RD cells by 5-aza-dC treatment. Untreated and 5-
aza-dC treated RD cells were stained with DAPI (blue) or an antibody to myosin heavy chain

red).
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Supplemental Figure 2. Bisulfite sequence analysis of BMP8A and ALX3. (A,B) Bisulfite
sequence analysis from the rhabdomyosarcoma cell lines (RD, Rh18, RhJT, and Rh30) and
normal skeletal muscle (SKM). Bisulfite sequence analysis of RMS patient samples is also

shown for ALX3.



