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CUTANA™ CUT&RUN has major
advantages over ChiP

The Problem: Improved epigenomics assays are SNAP-CUTANAT™ Spike-ins are critical controls

needed to advance cancer research for reliable chromatin mapping
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Nucleosome spike-in controls show that most

Figure 2. Overview of the CUTANA™ CUT&RUN workflow and
advantages compared to ChlP-seq. Because CUT&RUN releases antibody-
bound fragments into solution (A), it has improved signal-to-noise even
with significantly reduced cell numbers and sequencing depth (B).

histone PTM antibodies fail in ChIP-seq

Spike-in dNuc

(C) SNAP Spike-ins predict non-specific recovery in CUT&RUN

Spike-ins flag cross-reactivity:

(A) Fully defined ChIP controls mimic physiological targets
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» CUTANA™ CUT&RUN is poised to rapidly replace ChlP-seq

target efficiency.

RPSG6KA1

» Our data illustrate how CUT&RUN could be applied for cancer
epigenomics, particularly for low sample inputs and/or high-
throughput applications

(B) CUT&RUN generates reliable profiles down to 5,000 cells
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signal-to-noise (S:N), is higher in CUT&RUN vs. ChlP-seq, despite using
fewer cells and reduced sequencing depths. (B) Enrichment profiles are
conserved when inputs are titrated from 500k to 5k cells.
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Ultra-sensitive epigenomics advances cancer research

Quantitative readout enables drug
& clinical development applications

Uncover novel biology with
highly specific antibodies
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Figure 5. GENOMICALLY DISTINCT = FUNCTIONALLY DISTINCT. The use of highly
specific histone PTM antibodies in CUT&RUN (Figure 4B) enables novel insights into the
histone code. Distinct genomic profiles observed by mono-, di— and tri-methyl states imply
distinct biological functions not previously appreciated.

Figure 6. CUT&RUN linearity is improved by SNAP normalization. Cells with distinct lineages were mixed
at defined intervals. Linear regression analysis of an H3K4me3 peak shows that SNAP normalization
(right) shows improved linearity of a K562 cell-specific peak over standard RPKM normalization (left).
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