
Supp Fig S3: Comparison of CMINT against GATE on seven cell types for the erythrocyte lineage.

A. Heatmaps of 16 chromatin modules (major columns) obtained from GATE applied to seven cell types

of erythrocyte lineage. Signal was calculated for each modification in 2000bp windows. Each row in each

heatmap represents one region, each column represents one histone modification. Red: enriched, White:

depleted. Height of each module is roughly proportional to the number of regions within it. The first row

has empty clusters for GATE because GATE assumes that in the first time point (ST cell type) there is

only one state. B. Heatmaps of 16 chromatin modules inferred by CMINT when applied to the erythrocyte

lineage.
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