Supplementary information, Table S6 The overlaps between aberrant 5hmC and 5mC changes at single nucleotide resolution during

tumorigenesis.

hypo-5mC hyper-5mC hypo-5mCags hyper-5mCpgs
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(p=1) (p=0) (=1 (=1
Patient 2
74,908 1,738 3,976 5,005
hyper-5hmC
(r=1) (p=1) (p=1) (=1

Hypo and hyper represent 5hmC level for the tumor tissue is lower or higher than that in normal tissue, respectively. Hypo-5mCgs and hyper-5mCegs

are calculated by BS-seq data. P value for the number of the overlapped sites was calculated using a custom script based on BEDTools fisher.



