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Figure 3
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Figure S4

Expression

Expression

Expression

HNF4A

025 050 075
Average DNA Methylation

1.00

Average DNA Methylation

0.7

0.50

0.2

FOXA3

0.00 0.25 0.50 0.75

Average DNA Methylation

1.00

0.00 0.50 1.00

Average DNA Methylation

Average DNA Methylation

0.7:

0.50

CDX2

Average DNA Methylation

0.7:

0.5

5

5

5

o

5

0

G

.
6
+ = ||
o
- |3
g
1 Q
Il
2
. 0 .
ST_1ST_2ST_3ST_4 Sq. Gast. Duo. 0.00 0.25 0.50 0.75 1.00
Average DNA Methylation
-
4
. =
= |
|
g
1 Q
&
2
. 0
ST_1ST_2ST_3ST_4 Sq. Gast. Duo. 0.00 0.25 0.50 0.75 1.00

ST_1ST_2ST_3ST_4 Sqg. Gast. Duo.

Average DNA Methylation

® Subtype1
® Subtype2
® Subtype3
® Subtype 4

HNF4G

Average DNA Methylation

0.75

0.25

GATA6

Average DNA Methylation

0.75

0.25

'

ST_1ST_2 ST_3ST_4 Sqg. Gast. Duo.

ST_1ST_2ST_3ST_4 Sqg. Gast. Duo.

® Duodenum (Duo.)

® Gastric (Gast.)

® Squamous (Sq.)



Figure S5

A

C

TRANS-GOLGI NETWORK VESICLE BUDDING of ® o ° TCELLACTVATON ] @ [ ) ° POST-TRANSLATIONAL PROTEIN PHOSPHORYLATION ) . [
THE CITRIC ACID (TCA) CYCLE AND RESPIRATORY
ELECTRON TRANSPORT ] [ ] [ ] REGULATION OF INTERLEUKIN-1 PRODUCTION § @ [ ] . . PID_INTEGRING_PATHWAY ° (]
'SRP-DEPENDENT COTRANSLATIONAL PROTEIN
TARGETING TO MEMBRANE ] [} ° REGULATION OF INTERLEUKIN-1 BETA PRODUCTION |~ @ [ ] . . PID_INTEGRIN2_PATHWAY . [ ] [ ]
RESPIRATORY ELEGTRON TRANSPORT. ATP SYNTHESIS BY ® 0 o "
L REGULATION OF CYTOSOLIC CALCIUM ION o o PID_INTEGRINT_PATHWAY . °
CHEMIOSMOTIC COUPLING LIC CALCIUM ION [ [ ) °
RESPIRATORY ELECTRON TRANSPORT CHAIN o ° POSITIVE REGULATION OF INTERLEUKIN-1 of @ ° ° ° NEGATIVE REGULATION OF COAGULATION 0 . () [ ]
PRODUCTION
RESPIRATORY ELECTRON TRANSFORTof @ (] NABA_COLLAGENS [ ] [}
. o POSITIVE REGULATION OF CYTOSOLIC o @ [ ] [ ] ° ° [}
CALCIUM ION CONCENTRATION
MULTICELLULAR ORGANISMAL .
- .
OXIDATIVE PHOSPHORYLATION . ° PEPTIDE CROSS-LINKING o~ @ [ . [ MACROMOLECULE METABOLIC PROCESS o [
MONOGARBOXYLIC ACID CATABOLIC PROCESS o @) . [ [ MULTICELLULAR ORGANISMAL CATABOLIC PROCESS . . [ []
En————t I I,
MITOCHONDRIAL ELECTRON TRANSPORT. NaDH | . Y ° APOPTOTIC PROCESS HALLMARK_EPITHELIAL MESENCHYMAL_TRANSITION . . (] .
TOUBIQUINONE NEGATIVE REGULATION OF CELL ACTVATION |~ @ . [ ] °
MITOGHONDRIAL ATP SYNTHESIS COUPLED || o ® o e necs| @ 0 @ @
ELECTRON TRANSPORT
MYELOID LEUKOCYTE MIGRATION . [ ]
uPpOXDATON S @ . Y (] FORMATION OF FIBRIN CLOT (CLOTTING CASCADE) . [ ] . .
LYMPHOCYTE ACTIVATION ] @ . [ ] °
HALLMARK_OXIDATIVE_PHOSPHORYLATON o @ . . ° EXTRACELLULAR MATRIX ORGANIZATION . . [ (]
KERATINOCYTE DIFFERENTIATION | @ [ ] [ ] .
FATTY ACID OXIDATION o @) . ) . COLLAGEN METABOLIC PROCESS 0 [} .
KERATINIZATION o
U S c s 0@ ] V8 e
WTERLEUN0 SN ] P
mrvacoemommon] @ @ O @ UKN-10SIGNAUING o - @ ([ ° COLLAGEN CATABOLIC PROCESS ° (] ° [}
ENERGY DERIVATION BY OXIDATION OF ORGANIC COMPOUNDS of @ . [ ) ° INFLAMMATORY RESPONSE ] @ . [ J ° BLOOD COAGULATION . [] [] .
IMMUNOREGULATORY INTERACTIONS o ° °
ELECTRON TRANSPORT CHAN ™ @ ® O o BETWEEN A LYMPHOID AND A NON-LYPHOID GELL BETAG INTEGRIN GELL SURFACE INTERACTIONS ° (] ° ()
CELLULARRESPIRATON® @ . . ° EPIDERMIS DEVELOPMENT o @ . [ ] [ ] BETAT INTEGRIN CELL SURFAGE INTERACTIONS . . ° [ ]
ATP SYNTHESIS COUPLED ELECTRON TRANSPORT of @ . . CORNIFICATION | =~ @ . . ASSEMBLY OF COLLAGEN FIBRILS AND o . .
. ° OTHER MULTIMERIC STRUCTURES ° .
T L T T T T T ¥ T ¥ T
ST_.1 ST.2 ST.3 ST 4 ST_.1 ST.2 ST.3 ST 4 ST_.1 ST.2 ST.3 ST 4

R
1
2
3
4
5
2

o N M < v
w N - o x °-

1) i 1) T
ineaams ° -cc000 Ynmmma © coc000 Lnesnam C -ecc000

D Subtype 1 Subtype 2 Subtype 3 Subtype 4

Granzyme B

e
Ry Z‘qu
W

100pm I




Figure S6
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