Supplemental Table 3.  Inclusion of an mPCR-CE digestion control reveals 97% loss of amplicon signal consistent with HpaII digestion, and accurate co-detection of a partially methylated 30 CGG plasmid and a fully methylated full mutation allele.  Preliminary findings for inclusion of a plasmid digestion control with a 20% methylated 30 CGG plasmid (see Materials and Methods) and a 645 CGG full mutation sample (NA04025) supported digestion of the control in the presence of HpaII.  The plasmid digestion control was premixed with genomic DNA and amplified in respective FAM- or HEX-labeled PCR reactions.  Signal intensities and calculated percent methylation status are listed.   The percent digestion corresponded to the signal relative to the reference peak that was lost after treatment with HpaII. %M = percent methylation of the corresponding FMR1 target.
	
	Reference 
	Digestion Control 
	20% Methylated Plasmid
	645 CGG Full Mutation 

	Replicate/

Dye Channel 
	 Signal Height  (RFU)
	 Signal Height  (RFU)
	% Signal Lost
	 Signal Height  (RFU)
	%M
	Signal Height
       (RFU)                        %M

	1
	Blue
	2474
	67
	96%
	647
	21%
	     1508
	

	
	Green
	1823
	1219
	
	2232
	
	     1047                          106%
	

	2
	Blue
	2294
	33
	98%
	613
	22%
	     1420
	

	
	Green
	1658
	1309
	
	1988
	
	      988                           104%



