
FIGURE S5

B.

A.

CDX2
KLF4ZNF263

E2F4

CEBPBPAX6

Proteasome

Biosynthesis of

unsaturated

fatty acids

MYC targets

(V1)

Ubiquitin-mediated

proteolysis

Hematopoietic

cell lineage

Cytokine-cytokine

receptor interaction

G2M

checkpoint

MTORC1

signaling

Fructose &

mannose

metabolism

7
0

4
 g

e
n

e
s

2
9

6
 g

e
n

e
s

-3 3

Expression (Z)

-2 2

Expression (Z)

TSs - differentially expressed genes

NRs - differentially expressed genes

-2 -1 0 1

Higher in LS Higher in RP

1.5
-log

10
(p-value)

-l
o

g
1

0
(p

-v
a

lu
e

)

1.5

1.3

1.4

1.45

1.35

TSs - differentially active

transcription factors

-0.1 0.10

Higher in LS Higher in RP

1.6 2.0

TSs -  differentially expressed pathways

2.1

1.3

1.9

1.7

1.5

-log
10

(p-value)

-l
o

g
1

0
(p

-v
a

lu
e

)

Notch
KRAS (dn)

-1

Higher in LS Higher in RP

1.5
-log

10
(p-value)

20 1

1.55

1.5

1.45

1.4

1.35

1.3

-l
o

g
1

0
(p

-v
a

lu
e

)

NRs - differentially active

transcription factors

-0.15 0.1-0.1 -0.05 0.050

Higher in LS Higher in RP

1.5
-log

10
(p-value)

1.55

1.5

1.45

1.4

1.35

1.3

-l
o

g
1

0
(p

-v
a

lu
e

)

NRs -  differentially expressed pathways

ZNF263

CDX2

KLF4

2.5 7.550

Correlated TF target genes

among DEGs (%)

CEBPB

E2F4

PAX6

5 15100

Correlated TF target genes

among DEGs (%)

20

TSs - predicted regulatory impact

of transcription factors

NRs - predicted regulatory impact

of transcription factors

RP-high genesLS-high genes

RP-high genesLS-high genes

p=0.05

p=0.05 p=0.05

p=0.05

RP biopsy

LS biopsy

RP biopsy

LS biopsy

apCAF eCAF iCAF LFB mCAF vCAF

iC
C

A
 C

A
F

 s
u

b
ty

p
e

 s
c
o

re
 (

a
.u

.)

1

0.5

LS TS

RP TS

p=0.45
p=0.88

p=0.3

p=0.41

p=0.48

p=0.37

C.

BMJ Publishing Group Limited (BMJ) disclaims all liability and responsibility arising from any reliance
Supplemental material placed on this supplemental material which has been supplied by the author(s) Gut

 doi: 10.1136/gutjnl-2023-330748–508.:496 73 2024;Gut, et al. O'Rourke CJ


