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Supplementary Figure 5: a) Ternary plot describing the percentage of fragments 

originating from H3K27me3 (left axis), H3K4me2 (right axis), or H3K36me3 (bottom axis) 

in each cell (open circles) in single cell MulTI-Tag. Cell identity is denoted by circle color, 

and total fragment count is denoted by circle size. b) Hierarchically clustered heatmap 

describing MulTI-Tag enrichment for all three targets from single cells (columns) in 7776 

genes (rows) that are in the top 40% of genes by total fragments mapped. Color coding 

above columns indicates cell type.  
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Supplementary Figure 6
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Supplementary Figure 6: a) Heatmaps describing the enrichment of H3K27me3 (red) 

and H3K36me3 (teal) signal from ENCODE ChIP-seq (left) or bulk MulTI-Tag (right) in 

H1 hESCs in 86 genes for which 1) a MulTI-Tag H3K27me3 peak overlapped a 2 kb 

window surrounding the TSS, and 2) a MulTI-Tag H3K36me3 peak overlapped the gene 

body. Selected genes of interest, including those involved in metabolic and 

developmental signaling, are highlighted at right. b) Genome browser screenshots 

showing H3K27me3 (red) and H3K36me3 (teal) enrichment from ENCODE ChIP-seq 

(rows 1, 2, 5, and 6) or bulk MulTI-Tag (rows 3, 4, 7, and 8) in K562 cells (rows 1-4) or 

H1 hESCs (rows 5-8) at the PCSK9 (left) and PTCH1 (right) genes. Colored boxes 

indicate co-enrichment of H3K27me3 and H3K36me3 in the same gene in H1 hESCs. 

Gene model for PTCH1 is expanded to visualize alternative promoter structure. 
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