Table 	S3
Genes differentially methylated in normal breast, DNA binding and transcription regulator subgroup: A comparison with methylation in the respective carcinomas–TCGA analysis.
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15 DNA binding and transcription regulators with breast specific methylation in normal tissues were analyzed for differential methylation in normal versus tumor samples. TCGA Illumina methylation 450 data sets of breast (BRCA), colon (COAD), lung (LUSC) and endometrial (UCEC) cancers were analyzed in the UCSF genome browser. Normal samples were selected as "normal solid tissues" and cancers as "primary tumors" and compared by student t-test with Bonferroni correction.      Hyper-methylation in the tumors.     Hypo-methylation in the tumors. P-values (-log10) are given for each comparison. "ns" not significant, p>0.05. The Illumina probe ID refers to the probe that was found differentially methylated in the breast (Table S1). For some genes, more than one probe was included in the analysis.. Sample numbers: (N=normal, T=tumors) breast: N=79 T=497, colon: N=16, T=150, lung: N=42, T=226, endometrium: N=42, T=383. Additional information for the probe genomic site is supplied. 
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Gene name

breast normal vs tumors

colon normal vs tumors

lung normal vs tumors

endometrium normal vs tumors

UCSC_RefGene_G

roup

Relation_to_UCSC_CpG_Island

DMR

Ilumina probe ID

chromosomal coordinates of probes analyzed

# probes in the region with similar pattern

ALX4 4.9 6 5.1 5.4Body Island CDMR cg26365854chr11:44287382-44288261 7

FEV 4.1 6 6 6 TSS200 Island cg24178740chr2:219557709-219559000 4

HLF ns 3.3 5.1 ns Body Island cg04219321chr17:50695658-50697658 4

HOXA11 4.4 ns 5.1 5.1TSS1500 N_Shore cg15760840chr7:27191611-27191882 7

LYL1 4.7 4.7 4.7 4.7Body;TSS1500 Island cg15013019chr19:13074340-13074519 2

NEUROG1 5.7 5.7 5.7 5.25'UTR;1stExon Island cg14958635chr5:134898307-134899876 6

PAX9 5.6 5.6 5.6 5.6TSS1500 N_Shore cg00509670chr14:36199670-36200269 2

GATA5 ns 2.4 5.6 5.21stExon Island DMR cg20822628chr20:60474829-60475015 2

MGMT 5.7 ns 5.3 2.45'UTR N_Shore RDMR cg02330106chr10:131154807-131154883 2

SOX10 6 ns 5.3 ns TSS1500 S_Shore cg19257200chr22:36710706-36711088 1

SREBF1 6 ns 2.6 ns TSS1500 S_Shore cg14808739chr17:17681793-17681863 1

ST18 ns 2 6 5.85'UTR;1stExon cg15905979chr8:53484865-53484881 1

TP73 2.5 ns 6 3.3Body;TSS200 Island cg25115460chr1:3596962-3596983 1

TRIM29 5.5 5.5 5.6 5.61stExon Island cg13625403chr11:119513394-119513711 3

ZNF436 6 5.8 6 6 Body;Body N_Shore cg10347418chr1:23566407-23566609 1


