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Analysis of 5-hydroxymethylcytosine: genome-wide mapping and screening for binding
proteins
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Living organism reads the same genome sequence variably to create a variety of
cell types. To read the same genome differentially, many organisms including human exploits a mechanism
termed methylation, which chemically marks the genomic letter called “ cytosine” located in particular
locations in the genome. Recent studies revealed that the orgamisms also use hydroxymethylation to mark

their genomes. In this study, we developed methods to reveal the positions of hydroxymethylation in the
genome.
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