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Bisulfit-Sequenzierung

Epigenomics uses its proprietary bisulfite conversion protocols in
combination with in-house developed sequence analysis software for
direct sequencing of bisulfite converted genomic DNA. The main
features of this technology are:

¢ Highly efficient bisulfite conversion.

¢ Direct sequencing of genomic DNA (no sub-cloning steps
required).

¢ Quantitative methylation information at each CpG over up to 500
bp.

¢ Suitable for methylation analysis of paraffin-embedded tissue
samples.
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