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Methods of bioinformatics analysis for high-throughput sequencing of DNA methylation
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Abstract: DNA methylation is an important epigenetic modification and plays crucial roles in regulating gene
expression, X chromosome activation and imprinting genes. Several pretreatment approaches of DNA methylation
combined with next-generation sequencing have generated enormous high-throughput data. How to store, process
and analyze large volume of raw data produced are in an urgent requirement. Here, we summarized three high-
throughput sequencing technologies of DNA methylation and the relative bioinformatics tools. Furthermore, we
highlight the principles and the methods of data processing of the combination of bisulfite treatment of DNA and
high-throughput sequencing data (BS-seq).
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Fig.1 Methods of detection and software packages of analysis for high-throughput sequencing of DNA methylation
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