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| Featres = |  ChiP-seq CUTANA™ CUTERUN | CUTANA™CUT&Tag

Sl fsmis Fragmented chromatin Intact cells or nuclei Nuclei recommended*
P P (native or crosslinked) (native or lightly crosslinked) (native or lightly crosslinked)
Typical > 1,000,000 500,000 low inputs only
# Lowest using standard protocol ~100,000 5,000 5,000-1,000
cells ot
Pisiocol vatitions tok No Hainer et al., PMID 3095588  Kaya-Okur et al., PMID 31036827
single cell
Histone PTMs & Histone PTMs &
Ideal for profiling chromatin-interacting chromatin-interacting proteins Histone PTMs
proteins including remodelers
Secondary antibody recommended No No Yes
5 . No, direct to PCR
Separate library preparation steps Yes Yes (cells - DNA In a single tube)
Sequencing reads > 30 million (+ Input) 3-8 million** 3-8 million**
Signal : Noise Low High High
Experimental throughput Low High High
Drosophila spike-ins, E. coli Spike-in DNA (library prep),
Normalization methods SNAP-ChIP spike-in CUTANA Spike-in Nucleosome In development
nucleosome panels Controls (in development)
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CUTANA — CUT & RUN workflow  seaiies EEAHERINams
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https://www.epicypher.com/products/epigenetics-reagents-and-assays/cutana-chic-cut-run-kit

@ EpiCypher.

CUT&Tag : workflow ( ideal for PTMs)
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15-1017 (50 RXN)
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