
Supplemental Figure legends 

Fig. S1. Sampling information of human gastric corpus epithelium 

(A) Scatter plots showing the distribution of UMIs and genes across all used cells. 

The red lines indicate the thresholds of quality control. 

(B) UMAP plots exhibiting the human corpus cells of the 10X (left) and STRT (right) 

datasets. Cells sampled from different patients are in different colors. 

(C) Heatmap showing DEGs of each cluster in gastric corpus STRT dataset. The color 

key from purple to yellow indicates low to high expression levels, respectively. 

(D) Violin plots exhibiting the expression of the representative marker genes of 

gastric cell type in the 10X dataset. Different cell types are in different colors. 

(E) UMAP plots exhibiting the expression patterns of LGR5 and TNFRSF19 (Troy) in 

the 10X (left) and STRT (right) datasets. Red circles highlight the positive cells. The 

color key from grey to blue indicates low to high expression levels, respectively. 
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Fig. S2. Clustering of spatial transcriptomics data 

(A) H&E staining of P54 sample section used for spatial transcriptomics. 

(B) The expression pattern of MUC5AC and MUC6 in P54 spots. The color key from 

blue to red indicates low to high expression levels, respectively. 

(C) Heatmap showing DEGs of each cluster in P53 spatial transcriptomics. The color 

key from purple to yellow indicates low to high expression levels, respectively. 

(D) Dotplots exhibiting representative marker genes in P53 spatial transcriptomics. 

The color key from white to purple indicates low to high expression levels, 

respectively. The circle size indicates the percentage of cells expressing a certain 

gene. 
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Fig. S3. Gene expression landscapes of human ileal epithelium and 

differentiation trajectory of human corpus epithelium 

(A) UMAP visualization of human adult ileal epithelium. Cells are colored by patient 

information (left) and cell type information (right). TA: transit-amplifying; Mcell: 

microfold cell. 

(B) Heatmaps displaying DEGs within each cluster. For the convenience of 

visualization, clusters exceeding 100 cells were down sampled to 100 cells. The color 

key from purple to yellow indicates low to high expression levels, respectively. 

(C) Dotplot displaying the expression levels of representative marker genes of each 

cluster. Spot size indicates the percentage of cells expressing the gene within each 

cluster and color intensity denotes the expression levels of the gene. 

(D) Four differentiation trajectories of human corpus stem/progenitor cells (left). On 

the right are heatmaps exhibiting the top 100 genes relevant to each trajectory. The 

color key from blue to red indicates low to high expression levels, respectively. 
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Fig. S4. Gene ontology analysis of DEGs identified in gene knockdown 

experiments 

(A) Heatmap exhibiting the DEGs of MYC, FABP5 and NME1 knockdown group 

compared with negative control siRNA group (48h after transfection) (left). The right 

panel is the heatmap exhibiting the upregulated DEGs in the STRT scRNA-seq 

dataset. The color key from purple to yellow indicates low to high expression levels, 

respectively. 

(B) Top enriched terms using the upregulated (left) and downregulated (right) DEGs 

of MYC siRNA group compared with negative control siRNA group. 

(C) Top enriched terms using the upregulated (left) and downregulated (right) DEGs 

of FABP5 siRNA group compared with negative control siRNA group. 

(D) Top enriched terms using the upregulated (left) and downregulated (right) DEGs 

of NME1 siRNA group compared with negative control siRNA group. 
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Fig. S5. The function of FABP5 and NME1 for gastric cancers 

(A) RNAscope staining for FABP5, NME1 and MKI67 on gastric tumor sample from 

another patient. Scale bar: 1 mm.  

(B) FACS analysis of representative control sample for apoptosis experiment. 

(C) FACS analysis of representative gastric cancer cell line for apoptosis experiment. 

(D) FACS analysis of representative gastric cancer cell line for cell cycle experiment. 
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Fig. S6. Genomic tracks exhibiting the accessibility of representative marker 

peaks in aggregated scATAC-seq clusters 
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Fig. S7. TF regulatory network of human gastric corpus epithelium 

(A) Heatmaps exhibiting the differentially activated TFs of aggregated scATAC-seq 

clusters. The color key from blue to red/yellow indicates low to high deviation score, 

respectively. 

(B) Regulatory network of cell type specific TFs targeting the top 100 DEGs of 

human corpus epithelium. Genes are colored by cell type information. 

(C) Heatmap exhibiting the MYC regulated genes overlapped with potential target 

genes and corpus DEG (left), which was identified by MYC knockdown siRNA 

compared with negative control siRNA after 48h. On the right is the heatmap 

exhibiting these genes in the STRT scRNA-seq dataset. The color key from purple to 

yellow indicates low to high expression levels, respectively. 

  



A

Surface
Progenitor1
Progenitor2
N

eck
C

hief
Parietal
Endocrine1
Endocrine2

TF
 m

ot
ifs

D
ev

ia
tio

n 
sc

or
e

TF regulatory netwok

C

high

low

PLEKHA3
MECR

PPARGC1B
ID2

CYB5A
TOB2

NRARP
BTG2

DZIP1L
MUC6

CCNB1
UBE2C
CDC20
CENPF

IQGAP3
CENPK
TONSL

PUS1
BOP1

SNHG15
MCM6
MCM2
MT2A
MT1E
MT1G

TUBA1A
FAM3C

RIT1
PMM1

FAM222A
PALM3

TSPAN5
IL6R

BTN3A2
GIPR

SLC7A11
LAMC2

GKN1
OASL
GKN2

COL17A1
PSAPL1

PLEKHA3
MECR

PPARGC1B
ID2

CYB5A
TOB2

NRARP
BTG2

DZIP1L
MUC6

CCNB1
UBE2C
CDC20
CENPF

IQGAP3
CENPK
TONSL

PUS1
BOP1

SNHG15
MCM6
MCM2
MT2A
MT1E
MT1G

Su
rfa

ce
Pr

og
en

iot
r

Cy
cli

ng
-P

Pr
e-

Ne
ck

Ne
ck

Ch
ief

Pa
rie

ta
l

En
do

cr
ine

TUBA1A
FAM3C

RIT1
PMM1

FAM222A
PALM3

TSPAN5
IL6R

BTN3A2
GIPR

SLC7A11
LAMC2

GKN1
OASL
GKN2

COL17A1
PSAPL1

-2

2

S
ca

le
d 

ex
pr

es
si

on

MYC regulated genes overlapped with
potential target genes and corpus DEGs

siMYC siNC

U
p-

re
gu

la
te

d
D

ow
n-

re
gu

la
te

d

B

48h

scRNA-seq (STRT)



 

 

Supplemental Table Legends 

Supplemental Table 1. scRNA-seq of human gastric corpus epithelium 

Supplemental Table 2. DEGs of human gastric corpus epithelium 

Supplemental Table 3. Barcode information 

Supplemental Table 4. Peak-to-genes result  



 


