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Senior Editor

Nature Methods
June 12th, 2019
Dear Nicole,
Please find enclosed the revised in response to reviewers’ comments version of our manuscript titled ``Long-range single-molecule mapping of chromatin accessibility in eukaryotes''. 

This version of the text contains a number of additional analyses that address the points raised in the reviews of the first version.

We have also generated SMAC-seq data in human lymphoblastoid cells in order to address the concern about the applicability of the method in multicellular eukaryotes whose genomes contain endogenous methylation. We find no evidence for interference between endogenous CpG DNA methylation and accessibility measurements, confirming that SMAC-seq can be used to study chromatin accessibility in mammalian systems.

We confirm that this manuscript has not been published elsewhere and is not under consideration by another journal.

Sincerely

          William J. Greenleaf

          Associate Professor of Genetics

          Associate Professor of Applied Physics
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