
NEXT�ex™ Bisul�te Sequencing Kit

• Compatible with total bisulfite-seq and reduced representation 
• Single nucleotide resolution of methylation sites
• Uracil insensitive polymerase designed for bisulfite-converted DNA
• Methylome-level assessment with broad genome coverage
• Enhanced adapter ligation technology with NEXTflex™ Ligation
• Bead-based cleanup
• Automation-friendly workflow is compatible with liquid handlers
• Methylated barcoded adapters for multiplexing contain
   embedded index sequence
• Functionally validated with Illumina MiSeq, GAIIx and HiSeq platforms
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The NEXTflex™ Bisulfite-Seq Kit is designed work with reduced representation or total bisulfite-converted DNA libraries and is compatible 
with single, paired-end and multiplexed DNA libraries on Illumina® MiSeq, GAIIx and HiSeq platforms. NEXTflex Bisulfite-Seq with reduced 
representation utilizes a restriction enzyme that leads to selective amplification of CpG regions, resulting in focused sequence depth. The 
NEXTflex™ Msp1 Restriction Enzyme, which is available separately, has been optimized for reduced representation studies when used in 
conjunction with the NEXTflex Bisulfite-Seq Kit. The NEXTflex Bisulfite-Seq Kit can also be used without the Msp1 Restriction Enzyme for 
genome-wide methyl-seq  analysis, including under-represented CpG regions.

What is Enhanced Ligation Adapter Technology?

This kit features “Enhanced Adapter Ligation Technology” resulting in library preps with a larger 
number of unique sequencing reads. This specially designed NEXTflex ligation enzymatic mix allows 
users to perform ligations with longer adapters and better ligation efficiencies. By using ligases that 
are designed to repair DNA nicks at a significantly higher rate (>109 compared to 106) than 
traditional commercial T4 DNA ligases, Bioo Scientific has revolutionized adapter ligation in library 
preparation. This, along with proprietary modifications to the adapter sequences designed to reduce 
dimer formation and increase dual adapter ligation, comprise “Enhanced Adapter Ligation Technol-
ogy”. Using NEXTflex ligation mixes, the user can expect a significantly greater number of unique 
reads, sequence diversity and coverage.

The NEXTflex™ Bisulfite-Seq Kit is a versatile kit designed to facilitate assessment of the methylation 
state of the genome and simplify workflow by using master mixed reagents, magnetic bead based 
cleanup, which reduce pipetting and eliminate time consuming steps in library preparation. In 
addition, the availability of the methylated NEXTflex™ Bisulfite-Seq barcoded adapters make 
multiplexing possible.
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Product

NEXTflex™ Bisulfite-Seq Kit

NEXTflex™ Bisulfite-Seq Kit

NEXTflex™ Bisulfite-Seq Barcodes - 6

NEXTflex™ Bisulfite-Seq Barcodes - 12

NEXTflex™ Msp1 Restriction Enzyme

NEXTflex™ Msp1 Restriction Enzyme

Quantity

8 rxns

48 rxns

48 rxns

96 rxns

8 rxns

48 rxns

Cat #

5119-01

5119-02

511911

511912

511921

511922

Despite global similarities, comprehensive analysis of CG DNA methylation between ES cell and iPSCs identified 
2,175 differentially methylated regions that were differentially methylated in the iPSC or ES cell line.

Differences comprise 1.83 Mb ranging from 1-12 kb in length.

Hierarchial clustering of mCG density within CG DMR between ES and iPSC DNA methylomes.

Multiplexing Options

The NEXTflex™ Bisulfite-Seq Barcodes are designed to be used with the NEXTflex Bisulfite-Seq Kit. Unlike other 
NEXTflex Barcodes, the NEXTflex Bisulfite-Seq Barcodes are methylated. The NEXTflex Bisulfite-Seq Barcodes can 
be used to provide flexibility and high-throughput capabilities in sequencing applications. They significantly 
increase scale while reducing costs by allowing the user to pool multiple library preparations in a single flow cell 
lane. The NEXTflex Bisulfite-Seq Barcodes kits accomplish this by using an indexed adapter with a 6 nt unique 
sequence. This allows for proper differentiation between samples, preventing poor reads from single base errors 
introduced during PCR. 

These barcodes can be used with single, paired-end and multiplex reads and are compatible with the NEXTflex 
Bisulfite-Seq Kits. 

Hierarchical Clustering of mCG Density 
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