Multiomic sequencing technology reveals crosstalk between chromatin proteins and DNA methylation in neurological disease

EpiCypher.

CUT&RUN-EM provides direct multiomic insights into
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One assay, countless insights:

Gene expression Is controlled by complex molecular crosstalk
benchmarking CUT&RUN-EM to CUT&RUN and EM-seq

between DNA methylation and chromatin proteins patient-identified Rett syndrome alleles
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Ultra-sensitive, low-cost DNA methylation profiling with MeCP2 CUT&RUN-EM

MeCP2 CUT&RUN provides massive gains vs. MeDIP-seq Combine with EM-seq for base-pair resolution DNAme profiling Capture 83% of DNAme with 34x less sequencing
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