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To the Editors:

We are submitting a manuscript entitled “A robust, sensitive and automated ChIP-Seq procedure for Large-scale Epigenetic Studies” by Justin Cayford, Sara Herrera-de la Mata, Benjamin Joachim Schmiedel, Vivek Chandra, Pandurangan Vijayanand, and Grégory Seumois.

All of the authors agree with this submission, no conflicts of interest. 

We present here a semiautomated, microscaled ChIP-Seq protocol that can be readily used for large-scale epigenetic studies. This paper describes the procedure for chromatin immunoprecipitation of DNA regions associated with specific histone modification (H3K27ac) using the IP-Star platform followed by library preparation using tagmentation. The procedure includes quality control assessment for quality and quantity purposes.

This paper describes a full procedure from call to sequencing reads organized into 9 modules. Each section has very critical steps that would benefit from video displays. ChIPseq has always been an challenging procedure because of technical details, this procedure shows that once the steps are well validated, ChIP-seq can be applied to hundreds of samples.

We believe that the approach contained herein, will be of great interest to your readers, especially those who plan to conduct large scale translational epigenetic studies in relation with health or diseases. 

Sincerely yours, 
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