
IPSC/ESC preIPS

MEF48 MEF
DRMN-ST

RMN-ST

A
vg

 C
or

r 
P

er
 M

od
ul

e

3 5 7 9 11

#Modules
3 5 7 9 11

#Modules
3 5 7 9 11

#Modules

0.1

0.8

0.7

0.6

0.5

0.4

0.3

0.2

0

0.1

0.8

0.7

0.6

0.5

0.4

0.3

0.2

0

0.9

0.1

0.8

0.7

0.6

0.5

0.4

0.3

0.2

0

0.9

0.1

0.8

0.7

0.6

0.5

0.4

0.3

0.2

0

0.1

0.7

0.6

0.5

0.4

0.3

0.2

0

0.1

0.7

0.6

0.5

0.4

0.3

0.2

0

0.88

1.00

0.98

0.96

0.94

0.92

0.90

0.86

0.75

1.00

0.95

0.90

0.85

0.80

0.70

0.75

1.00

0.95

0.90

0.85

0.80

0.70

0.75

1.00

0.95

0.90

0.85

0.80

0.70

0.88

1.00

0.98

0.96

0.94

0.92

0.90

0.86

0.88

1.00

0.98

0.96

0.94

0.92

0.90

0.86

Sequencing, Histone Sequencing, Histone+Motif Sequencing, Motif

Sequencing, Histone Sequencing, Histone+Motif Sequencing, Motif

Array, Histone Array, MotifArray, Histone+Motif

Array, Histone Array, MotifArray, Histone+Motif

A B C

D E F

G H I

J K L

DRMN-Fused

RMN-Fused

A
vg

 C
or

r 
P

er
 M

od
ul

e
O

ve
ra

ll 
C

o
rr

O
ve

ra
ll 

C
o

rr

GMM (Merged)

GMM (Indep) ESCAROLE



Supplemental Figure S5. Comparing RMN and DRMN’s expression predictions to expression-based baseline ap-
proaches. Each panel compares seven algorithms on the basis of one correlation metric (y-axis) across a range of k
(x-axis) for a particular feature type. Each dot represents the results for one cell type averaged over three-fold cross
validation. A-F. Comparison based on Pearson’s correlation of predicted to true expression for held-aside genes. G-L.
Comparison based on per-module correlation coefficients, averaged across k modules. Note, for expression prediction
the generative models need the information about the observed expression.


