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Centroid distance between clusters with same cell type annotation
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Supplementary Figure 2
A

Cell clusters with expression

of TGF-3 Receptors
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Supplementary Figure 3

A
TGF-B motifs obtained with different pairwise distance metrics

Mean of pairwise distances (in paper)

8
9 10 14
16 20 22
23 27

Top 10th percentile of pairwise distances Maximum of pairwise distances

Pairwise correlations
All cell states Cell states within motifs Cell states within private profiles
.25 2889y T2 o8&y T2 og&yy
225535855528 2255582555228 225558255528
EECOOD>DOOCOCETD EECCODGC OGO ED EEOCOO0ODO OO E D
NN << <O - 1 NN << << - 1 0N <L CC <O - 1
Bmpria Bmpria Bmpria
g % 0.8 g % 0.8 Bm rg. LJ L 0.8 Absolute value of
mpr . mpr . P . [ J Q | correlation coefficient
0.6 0.6 06 O
Acvrl @ : Acvrl @ . Acvrl @ ) © 8
Acvilt @ o |04 Acvilt @) o o4 Acvii1 @ oo+ 2 O 10
Acvrib @ 0.2 Acvrib @ 0.2 Acvrib @ 02 = O 075
Tgfort @ 0 Tgfor1 @ 0 Tgfbr1 @ 0 > o 050
Acvric @ —0.2 Acvric @ ~0.2 Acvric @ -0.2 §
Acvr2a . —04 Acvr2a. ~0.4 Acvr2a. M) 04 o 0.25
Avib @ @ los Acvizb @ 06 Acvio @O @Ol 065 2 0
Bmpr2 @ 0.8 Bmpr2 .E] -08 Bmpr2 @) -08 = R
- : Tgfbr2
Tgfor2 @ » Tgfbr2 @ 1 gfor2 @ 1
Profile Tissue Composition TGF-B ‘private’ profiles Relative expression
1.00 - -
T T R . 2 O O
2 Epithelium 9 1-
g 0.75 n |\/|p X € - - - 0.75
=1
g I acrophage 3 -
3 0.50 Fibroblast -
< .E dothelial i'i__) o
€ ndothelial s}
j .
g 0.25 Other o - -- 0.25
[0)
2 S
000 A A AN 000
0 10 20 30 T £ 58 5 ¢ &8 ¢ ¢ ¢ g g
a o o 2 5 3 > > IS S
Profile Number EE T 2 2 F 2 2 2 o F
Gene



Supplementary Figure 4
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Well-defined peak (discrete profiles) Broad peaks (continuous profiles)
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Supplementary Figure 5
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Profile number

Supplementary Figure 6

Tgf-beta family receptors profiles
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