Supplemental Table 1.  mPCR assessments of methylation are reproducible across two different CE platforms for both normal and full mutation alleles.  Results for four alleles in three samples obtained from eight replicates for both instruments are shown.
	Platform
	Sample
	Allele CGG #
	Average (%)
	StDev (%)
	CV
	95% CI

	3130xl
	AS10017
	30
	74
	5.3
	7%
	70.4-77.7

	
	AS10017
	32
	25
	2.0
	8%
	23.4-26.2

	
	NA07862
	~550
	101
	10.0
	10%
	94.5-108.4

	
	NA09237
	~940
	97
	15.7
	16%
	86.5-108.3

	3500xL
	AS10017
	30
	76
	5.7
	8%
	71.8-79.7

	
	AS10017
	32
	27
	2.1
	8%
	25.9-28.8

	
	NA07862
	~550 
	101
	8.0
	8%
	95.7-106.8

	
	NA09237
	~940
	97
	12.0
	12%
	88.6-105.3



