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DNA methylation is a highly conserved epigenetic mark present ol e L T e
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with single base resolution at the genomic scale. The service = —
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bioinformatics pipeline to provide both a consolidated and cost- T ] O e o e, e, PR b, s s
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mouse, and chicken. Additional analyses of other species are
ongoing. Those data should provide a means to understanding how
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fitness through heritable changes in epigenetic gene expression.

» Genome coverage

The EpiQuest™ Genome-Wide DNA methylation Profiling VR T 8
Service expands upon the conventional RRBS ( Reduced- g I
Representation Bisulfite Sequencing) method to greatly increase IR DS I I I
sequence analysis of CpG-riched DNA. Through an unique library T e
preparation procedure and an optimized workflow, the EpiQuest™ > Coverage per cytotine
team at Zymo Research has been able to expand coverage to 280%
of all gene promoters and 285% of CpG islands (for human reads coverase
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Browser tracks show the sequencing  Mean DNA Methylation Levels for
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Emb1.RRBS.methRatio

v Next-Gen sequencing based platforms

PGC1 RABS methRatio

v Low DNA input

v Applicable to a broad range of sample sources (human,
mouse, rat, plant, etc.)

v Streamlined workflows with comprehensive bioinformatic

PGC1.RRBS.methRatio

analysis and high quality publishable data delivery. 2. Smith ZD, Gu H, Bock C, Gnirke A, Meissner A.

Heatmap shows the hierarchical Pearson correlation for pairwise Methods. 2009 Jul;48(3):226-32

v Customizable, rapld turnaround at an affordable cost. clustering by region and sample data comparison between samples



