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DNA methyla�on is one of the most important epigene�c regulatory mechanisms, and epigenomic 
changes are recognized as factors that influence tumor ini�a�on, growth and progression. Accurate 
iden�fica�on of 5mC and 5hmC in DNA increases insight into poten�al gene regulatory mechanisms. 
Tradi�onally, Bisulfite sequencing which chemically converts cytosines to uracils is commonly used 
method for DNA methyla�on analysis. This chemical-based conversion damages and degrades DNA, 
resul�ng in shorter insert sizes as well as introducing bias into the data. NEBNext® Enzyma�c Methyl-seq 
(EM-seq™) addresses the drawbacks of bisulfite sequencing by minimizing the damage to DNA, enabling 
longer insert sizes, lower duplica�on rates and reduced GC bias resul�ng in more accurate quan�fica�on 
of methyla�on in the DNA. Advances in next genera�on sequencing, in par�cular, automa�ng sample 
prepara�on workflows, have aided large scale quan�fica�on of DNA methyla�on. In this poster, we 
describe the automa�on of whole genome methyla�on sequencing using NEBNext® Enzyma�c Methyl-
seq Kit on the Biomek i7 Hybrid NGS Worksta�on, which allows higher throughput and less hands-on 
�me for researchers to map genome wide methylome markers without resourcing to bisulfite 
conversion.


