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Figure S2
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Figure S3
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Figure S4

Cardiac zone
15 18 22

Fundus/Corpus zone
13 22 24

Pyloric zone

24 0 25 0 15 19 21 22

e _
© VCAN-
2 S — 3 -
o
k) 3 \ = S o
7 s |
o o $_ I
%] e 3 4 —
=] & ' e
T T T T T T ' T T T T T T T T T I T T
0.0 0.2 04 0.6 0.8 1.0 0 1 2 3 4 0.0 0.5 1.0 15 20 25 3.0
L1 Norm L1 Norm L1 Norm
24 24 24 24 24 19 17 10 8 8 3 O 25 25 25 24 22 17 12 8 4 4 3 1 24 23 23 22 21 19 14 6 5 3 2 1
g R g
ERIRR R A ﬂ "‘H 3 8 T A M
o - 79000, s - S o |
5 *L ‘ m s ! e . g < M”"'««.M
A e - e
E T T T AT — 7I77 E - T T T T — \I‘¥I7/ T E - T T T 7| = T
-7 -6 -5 -4 -3 -8 -7 -6 -5 -4 -3 -2 -7 -6 -5 -4 -3 -2
Log(A) Log(1) Log(%)
B ‘
\Y 0N\g g\,\P' V\P‘e \}c)'\
d\'\?\(\o\ Q\’pf;'\v\ ?,?(( ‘?&’\’\ \AOO N C?“OQ ?\%Qp% CS’\’\@ ?\\C(‘
___———---
CD8A denti
sz (|1l (e dentity
GzMMm | ‘I\ 1 H‘ il = IFHPHAIN
nke7 ff (L ICROMR L | ° PLASMA
stat4 |l HHHHHHHH T , M0 o EPITHELIAL
o LK H 1A T
PIM2 ‘ H‘ H | ® MACROPHAGE
Epcam | IH Il IHII H | % FIERGAIAST
I
TFF1 H\H (1 o MAST
REG4 ‘ |H ® PERICYTES
TFF3 | \IHI I
PLVAP
ACKR1 Expression
cD163 2.5
CSFIR 2.0
LU 1.5
DCN 10
MS4A1 05
KT 0.0
CPA3 0.3
RGS5
NOTCH3

10

UMAP_2
o w

&

-10

10
10 © sample28
* sample29
* sample3
* sample30
mplel3 e sam 1
© LYMPHOID 5 o sampleld o
© PLAS 2 sompleds @

=

3

2

g

-—
UMAP_2
UMAP_2

* FIBROBLAST
* B-CELL

=)

* MAST
* PERICYTES

&
'
[l

.
< Samplez +

sample8
® sample27

sample9

-10
-10

10

0
-10 0 10 UMAP_1

UMAP_1

0 10
UMAP_1



Figure S5
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Figure S6
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Figure S7
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Figure S8
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Figure S9
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Figure S10
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Figure S11
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