CUT&RUN-EM: An Ultra-Sensitive Multiomic Method that Directly Links Chromatin Features to DNA Methylation
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Gene expression is controlled by complex molecular crosstalk CUT&RUN-EM is highly reproducible and sensitive across CUT&RUN-EM reveals distinct DNAme profiles
between DNA methylation and chromatin proteins targets, sequencing depths, and DNA inputs at defined genomic features
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MeCP2-targeted CUT&RUN-EM generates ultra-sensitive, global DNA methylation profiles at a low cost

Higher quality data with reduced cells & sequencing vs. MeDIP Combine with EM-seq for base-pair resolution MeCP2 captures 83% of 5mC with 34x less sequencing vs. WGEM
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MeCP2 CUT&RUN. MeCP2 enriches for regions with higher concentrations of 5mC,
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DNA methylation using 34x less sequencing than WGEM.
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