List of Additional files
Additional file 1.  Overview of the method. Explanation of method with sample parameter values.   
Additional file 2.   Method parameters. The parameters used in this article.  
Additional file 3. Block results. Where block sum is the total number of CpG reads per block and block mean is the average number of reads per CpG site. L is the number of CpG sites found within the block. PC is the average relative methylation for all CpG sites in the block. Imp is the percentage of values that were imputed in the block.  
Additional file 4. GO enrichment full result. Promoters that overlapped both a block and a CpG island were isolated. The promoter entrez gene unique identifier was then used for GO gene set enrichment.  
Additional file 5. Testing Algorithm Parameters on TF binding site Discovery. Min.seg and min.block represent the minimum number of CpG sites needed in each. Bwd represents the bandwidth of distance decay component, and hclust represents the cuttree cutoff of the covariation distance matrix. With the given row parameters, number blocks represent the number of blocks found. CpG sites is the average number of CpG sites per block.  Width represents average length of block in bp. Imp is the percentage of imputed values per block. TF represents the number of block TF binding site that overlap with blocks.    
Additional file 6: Example of TF binding site overlaps. Red represents UC samples. Green represents Control samples. Y axis represents relative methylation from 0 to 1, or 0 to 100% methylated. X axis represents position on chromosome. Sites denote the number of CpG sites in the block, imputed the percentage of values that were imputed, and width is the length of the block in bp. Note that all blocks overlap a known TF binding site.   
