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conserved when inputs are titrated from 500k to 5k cells.
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Figure 5. GENOMICALLY DISTINCT = FUNCTIONALLY DISTINCT. The use of highly Figure 6. CUT&RUN linearity is improved by SNAP normalization. Cells with distinct lineages were mixed
specific histone PTM antibodies in CUT&RUN (Figure 4B) enables novel insights into the at defined intervals. Linear regression analysis of an H3K4me3 peak shows that SNAP normalization
histone code. Distinct genomic profiles observed by mono-, di- and tri-methyl states (right) shows improved linearity of a K562 cell-specific peak over standard RPKM normalization (left).

imply distinct biological functions not previously appreciated. © K562 cells © HepG2 cells
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