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Methylation 1. Full 2. Hemi 3. Non Methylation
y Sequence: y y
Status:
T + .\ = g — CviAll
1. Full 5' GCTCACCCGCGCCCATGGTGGGAGCCGGAGACG-FAM 3
' y 3' CGAGTGGGCGCGGGTACCACCCTCGGCCTCTGC 5
- - -, - dsDNA
: 5' GCTCACCCGCGCCCATGGTGGGAGCCGGAGACG-FAM 3'
2. Hemi
3' CGAGTGGGCGCGGGTACCACCCTCGGCCTCTGC 5 — R— - ssDNA
3 Non 5' GCTCACCCGCGCCCATGGTGGGAGCCGGAGACG-FAM 3
: o
3' CGAGTGGGCGCGGGTACCACCCTCGGCCTCTGC 5 ,
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