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Reduced Representation Bisulfite
Sequencing (RRBS)

DNA methylation research has always been a hot topicin disease research, and

is closely related to gene expression and pheno- typic traits. RRBS is an accu-
rate, efficient and economical method for DNA methylation research. Enrich-
ment of promoter and CpG island regions by enzymatic cleavage (Msp 1),
combined with Bisulfite sequencing, provides high resolution DNA methyla-
tion detection.

WGBS, the current "gold standard “ in detecting DNA methylation levels, is
limited in its widespread use due to its higher cost. As a cost-effective methyl-
ation research method, RRBS has broad applications in large-scale clinical

research.
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RRBS Specifications
® 200-400-bp insert bisulfite treated e DNAamount: = 1.5 pg.
DNA library. . ® DNA concentration: = 20ng/pl.
® NovaSeq 6000 platform, 01 sample ® Purity: 00260/280 = 1.8-2.0 without
paired-end 150 bp. Requirements degradation, protein
Sequencing or RNA contamination.
Strategy
Turnaround ® 22 working days for 20 or fewer
Time I
samples from verification of
Recommended sample quality without data
e 10 G/Sample recommended. Sequencing analysis.
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