
Supplemental Figure S12: Relevant TFs predicted by DREM and CellNet for the RA-
induced endodermal differentiation of F9 cells. Relevant TFs (Euclidean hierarchical clustering) 
are identified by their target enrichment per co-expression path (enrichment >10%) and 
their associated enrichment confidence p-value (hyper-geometric distribution model).

P1         P2          P3         P4        P5          P6

F9 cells: Genes co-expression paths

P
u

ta
tiv

e
 a

ss
o

ci
a

te
d

T
F

 (
E

H
C

)

Enrichment conf. 

p-value (1x10)
-5 -25

Relevant TFs (Program)

SREBF2 (F9-specific)
MYBL2 (F9-specific)

OTX2 (common)
POU4F2 (common)
NANOG (common)
SALL4 (common)
GBX2 (common)
ZFP42 (common)

TBX3 (common)
TCF4 (common)
RARG (common)

HOXB1 (common)
HOXA2 (common)
SMARCA1 (common)
RARB (common)
CDX1 (F9-specific)
PBX1 (common)
HOXB13 (F9-specific)
HOXA1 (common)

WT1 (common)
GLI2 (F9-specific)

IRX3 (common)
SOX17 (common)
SOX7 (F9-specific)
BCL6B (F9-specific)
HHEX (common)
GATA6 (F9-specific)
MEIS2 (common)
ZFP521 (common)

TBX18 (common)
FOXC2 (common)
ZFP423 (common)


