Supp Fig S2: Comparison of CMINT against ChromHMM on 15 cell types of the hematopoiesis lin-
eage. A. Heatmaps of 16 chromatin modules obtained from ChromHMM applied to the hematopoietic
system. Signal was calculated for each modification in 2000bp windows. Each row in each heatmap repre-
sents 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. B. Heatmaps of 16 CMINT
modules when applied to 15 cell type data. This is the same result shown in Supp Fig S5A repeated for ease

of comparison.



Supp Fig S2
A

LT
ST
MPP
CMP
MEP
EryA
EryB
GMP
GN
MF
Mono

CLP

CD4

CD8

LT
ST
MPP
CMP
MEP
EryA
EryB
GMP
GN
MF
Mono

CLP

CD4

CD8

01 [

|

|00l

RN RN
AEREERREEEEE NN

AR ERREREE RN

AENEEEEN

RN

ChromHMM clusters on the entire hematopoesis lineage

CMINT modules on the entire

AEEENEENE NN R,
N O A

[

R

NN
SRR RN
AN
AEREEREEEEERNE
SRR AN

| m—
| —]
=
| m—
| —
| —m—
| = —
| m—
| — —
|~ m—
 sm—
| m—
| —
[ == |
| —m——

>

|| B W R0
AR EEN NN -
=|=| N -N NN -] NN
U NN
AN NN,
AEEEEEENERNN NN,

ematopoesis lineage

log(read count)

log(read count)



