Development of a high-throughput CUT&RUN platform for epigenomic mapping of rare primary immune cells
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Figure 9. autoCUT&RUN reveals distinct H3K4me3 (marks active promoters) and H3K2/7me3 Figure 10. High-resolution profiling of FACS-sorted type 3 ILCs using autoCUT&RUN identifies unigue genomic compartments,

(denotes repressed genes) profiles across FACS-sorted primary mouse granulocytes, type 3 ILCs, including active regulatory elements (H3K4mel, H3K27ac), promoters (H3K4me3), and gene bodies (H3K3bme3), as well as A St ra te c h

and NK cells (Ly49H+), provided by ImmGen. 10,000 nuclei were used per reaction. repressed genes (H3K27me3) and transcription factor binding sites (CTCF). 10,000 nuclei (from ImmGen) were used per reaction.
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