
TE (103)

exVE (797)

emVE (389)
Mes (147)

EPI (64)

A

B C

D E

lo
g1
0_
ex
pr
es
si
on

0

0.2

0.4

0.6

0.8

1

1.2

1.4

em
VE EP

I
ex
VE Me

s TE

Lefty1

lo
g1
0_
ex
pr
es
si
on

0

0.2

0.4

0.6

0.8

1

1.2

1.4

1.6

em
VE EP

I
ex
VE Me

s TE

Tdgf1

cluster 3

CER1
SIRPA

SEMA4G

LEFTY1

APELA

GAS6
NRG1

DSC2

BMP2

TNFSF12

NODAL

FGF10LAMC1
RSPO3

EFNA4

FAM3C

WNT3

MRC2
CD47 PLXNB2

TDGF1

APLNR

MERTK
LSR

DSG2

BMR1A ACR2A

TNFRSF12A

NODAL receptor

BMPR1A BMPR2

FGFR2 FGFR1

a6b1 complex

SMO

LGR4

BMR1A AVR2B

EPHA2

CXADR

FZD7

EPHA1

●
●

ligand
receptor

Clustering of ligand−receptor pairs

dissimilarity coefficient
0.2 0.4 0.6 0.8 1

cluster
unclassified
1
2
3
4
5
6
7
8

●

●

●

● ●

●

●

●
●

●

●

●

●
●

●

●

●

−2

0

2

−2 0 2
umap1

um
ap

2

Cluster ●

●

unclassified
1

2
3

4
5

6
7

8

umap of ligand−receptor pairs



Supplemental	Figure	1	-	E6.5	mouse	embryo	data	
A. UMAP	of	 the	E6.5	mouse	embryo	 scRNA-seq	data	 (supset	 to	1500	cells).	Cell	 types	

are:	 embryonic	 visceral	 endoderm	 (emVE),	 epiblast	 (EPI),	 extraembryonic	 visceral	
endoderm	(exVE),	mesoderm	(Mes),	and	trophectoderm	(TE).	

B. Heatmap	showing	the	dissimilarity	of	interacPng	partners	in	the	scRNA-seq	data	from	
E6.5	mouse	embryo	 (supset	 to	1500	cells).	Rows	and	columns	are	sorted	by	cluster	
number,	 the	 color	 represents	 dissimilarity	 between	 two	 pairs	 with	 0	 for	 idenPcal	
paQern	(blue),	1	for	completely	different	paQern	(red).		

C. UMAP	ofinteracPng	partners	colored	by	cluster.	
D. interacPng	 partners	 in	 cluster	 3.	 Ligands	 are	 represented	 in	 red,	 receptors	 in	 blue;	

arrows	go	from	the	ligand	to	the	associated	receptor.	
E. Log10	expression	levels	of	LeWy1	and	Tdgf1.	
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Supplemental	Figure	2	-	AML	pa>ent	data	
A-B.	UMAP	of	bone	marrow	of	AML	paPent	at	d0	 (panel	A)	and	d29	 (panel	B).	Number	of	
cells	in	each	populaPon	is	represented	in	brackets.	
C-D.	Log10	expression	levels	of	TNFSF13	and	FAS	at	d0	(panel	C)	and	d29	(panel	D).	
E-F.	Log10	expression	levels	of	CCL5	and	CCR5	at	d0	(panel	E)	and	d29	(panel	F).	


