
DNA methylation research has always been a hot topic in 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 I), 
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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Advantages of RRBS
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across the genome

Cost Effective
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coverage as WGBS with a 
lower data requirement, 

making this solution 
more cost-effective.
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For researchers preparing libraries themselves, Novogene provide sequencing service to power your study. With our 
world-leading capacity, including the Illumina and Pacbio platforms, we ensure highest data quality with competitive 
prices and quick turnaround times to meet your budget and research goals on time. 

Novogene Advantages

Project Workflow

Service Specifications
Sample Requirements:

State-of-the-art NGS technologies
Novogene is a world leader in sequencing capacity using latest technology.

Complementary strict data QC and superior data quality
We guarantee a Q30 score ≥ 80%, exceeding Illumina’s official guarantee of ≥ 75%.

Optimized processes and customizable solution
We are offering partial lane sequencing for variable size of sequencing and can provide customized sequencing 
solution with parameters that are used in latest research.

Extensive experience and expertise in Next-Generation Sequencing (NGS) services
We have completed over 2000 re-sequencing projects, and our data has been published in many noteworthy 
journals.

Pre-made Library Sequencing 

Library Sample Sequencing Raw Date 
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80%

Sample type: Pre-made library
Library concentration and molarity: ≥ 0.5 ng/uL, quantified by Qubit® 2.0 (Life Technologies); 2nM-3nM, quantified by 
Q-PCR
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RRBS Specifications

200-400-bp insert bisulfite treated 
DNA library.
NovaSeq 6000 platform, 
paired-end 150 bp.

Sequencing
 Strategy

Turnaround 
Time

Recommended
 Sequencing 

Depth

Sample 
Requirements

01

02
03

04
22 working days for 20 or fewer 
samples from verification of 
sample quality without data 
analysis.10 G/Sample recommended.

DNA amount: ≥ 1.5 μg.
DNA concentration: ≥ 20ng/μl.
Purity: OD260/280 = 1.8‒2.0 without 
degradation, protein
 or RNA contamination.
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Novogene Powered Publications

Year Journal Title

Journal of Agricultural
and Food Chemistry2019 Genome-Wide DNA Methylome and Transcriptome Analysis of Porcine Intestinal Epithelial 

Cellsupon Deoxynivalenol Exposure

Demo Results of Data Quality Control
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1. Distribution of Sequencing Quality, Error Rate and A/T/C/G Base

Platforms 

HiSeq

NovaSeq

Sequencing Strategy

PE150

PE150

SE/PE50

PE250

30G ＜X ≤ 100G

100G ＜X＜400G

Lane Sequencing

Lane Sequencing

Lane Sequencing

≥ 25 μL

≥ 50 μL

≥ 50 μL/lane

≥ 100 μL/lane

≥ 100 μL/lane

Data Amount

Lane Sequencing ≥ 25 μL/lane

Volume Requirement

Data: Raw data delivered in FASTQ files
Applications: Range from whole genome, RNA to epigenetic sequencing
Turnaround time: As little as 8 working days from verification of sample quality without data analysis

Sample volume:


