
Table S3. Site-specific methylation data for 35 human breast tumor samples.
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15618 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0.0 0
15245 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 2 1.5 7
16834 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 2 1 4 2.0 9
16731 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1 1 5 2.0 9
16748 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1 2 4 2.0 9
13307 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 2 0 3 2.5 11
11913 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 2 1 0 0 1 1 2 6 3.0 13
13413 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 1 1 2 13 4.0 17
14991 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 1 1 1 0 1 0 1 2 9 5.0 22
16525 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 2 2 2 15 6.0 26
15830 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 1 1 1 2 1 1 2 2 10 6.5 28
8081 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 2 1 2 1 1 1 0 2 2 10 6.5 28
16610 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 1 1 2 2 1 1 1 1 2 11 6.5 28
12281 0 0 1 0 0 0 0 0 0 0 0 1 1 1 1 1 1 1 1 1 1 2 2 13 7.5 33
14642 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 2 1 2 2 2 0 1 1 1 11 7.5 33
16557 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 2 1 2 2 2 2 12 7.5 33
13869 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 2 2 2 1 1 2 2 12 8.5 37
16640 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 2 2 1 2 2 2 2 13 8.5 37
16641 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 2 2 1 2 2 2 2 13 8.5 37
14124 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 1 2 1 2 2 2 2 17 10.0 43
15876 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 2 1 2 2 2 2 1 2 2 2 2 13 10.0 43
15237 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 2 2 2 1 1 1 2 2 0 1 2 2 14 10.5 46
14697 0 0 1 0 1 0 0 0 0 1 0 1 1 1 1 2 2 2 2 1 2 2 2 15 11.0 48
11903 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 1 2 2 1 2 2 2 2 2 2 2 2 13 11.0 48
16651 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 2 2 1 2 2 2 2 1 2 2 2 2 13 11.0 48
12159 0 0 1 0 0 0 0 0 0 0 2 2 2 2 1 1 2 2 2 1 1 2 2 14 11.5 50
16558 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 2 2 2 2 2 2 2 2 2 2 2 2 2 14 12.5 54
13123 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 0 0 0 0 0 0 0 0 0 0 2 2 2 2 2 2 2 2 2 1 2 2 2 2 18 12.5 54
16331 0 0 0 0 0 0 0 1 1 1 1 1 1 1 0 0 1 1 1 0 0 0 0 1 1 2 2 2 2 1 2 2 2 1 2 2 2 2 25 13.5 59
16377 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 2 2 2 2 2 2 2 14 14.0 61
16405 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 1 1 1 0 0 1 0 1 0 0 0 0 1 2 2 2 2 2 2 2 2 2 2 2 2 2 2 23 14.5 63
14877 0 0 0 0 1 1 1 1 1 2 2 2 2 2 2 1 2 2 2 2 1 2 2 19 15.5 67
15175 0 0 0 1 1 1 1 1 1 1 2 2 2 2 2 2 2 2 2 2 2 2 2 20 16.5 72
16529 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 1 1 1 1 1 1 1 1 1 0 1 1 2 2 2 2 2 2 2 2 2 2 2 2 2 28 17.0 74
16667 0 0 0 0 0 0 0 0 0 0 0 0 1 2 2 1 1 1 1 0 0 0 0 0 1 1 0 0 0 1 1 1 2 2 2 2 2 2 2 1 2 2 1 0 0 1 2 2 2 2 2 2 2 2 2 1 2 2 2 2 38 19.0 83

# methylated 0 0 0 0 0 0 0 0 0 0 0 0 2 2 1 1 1 1 1 0 0 0 0 0 1 1 0 0 0 3 3 3 8 8 8 8 2 2 8 5 9 4 4 3 2 7 11 26 25 24 23 28 28 29 29 25 32 33 33 21
# determined 22 22 23 24 24 24 24 24 26 23 23 23 23 22 22 22 22 22 22 22 23 23 23 23 23 23 24 24 25 25 25 25 24 24 24 24 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 35 22

Frequency (%) 0 0 0 0 0 0 0 0 0 0 0 0 9 9 5 5 5 5 5 0 0 0 0 0 4 4 0 0 0 12 12 12 33 33 33 33 6 6 23 14 26 11 11 9 6 20 31 74 71 69 66 80 80 83 83 71 91 94 94 95
= not determined

0 = not methylated
1 = somewhat methylated 
2 = predominantly methylated

# - the number of distinct methylation sites, either somewhat or predominantly methylated, over the entire region analysed for that tumor sample.
Score - the weighted cummulative methylation that only includes data from sites -15 to +238, where all data is available for all samples.  Sites scored as somewhat (1) and predominantly (2) methylated are given a value   

of 0.5 and 1 respectively.  Note this excludes site 259, since data was not available for all samples for this site.
% methylation - an estimate of level of methylation observed that only includes data from sites -15 to +238, where all data is available for all samples. % methylation = Score/(23 CpG sites total) *100.
Frequency (%) - the percent of tumors showing methylation at that specific site; Frequency (%) = # methylated/(# determined) x 100


