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Single-cell RNA sequencing reveals a pro-invasive cancer-associated fibroblast
subgroup associated with poor clinical outcomes in patients with gastric cancer.
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SWET: 29.497 PMID: 34933901  EEFI&=:: Cancer Discov 2021 Dec 21 iy = XONTPPE)

DOI: 10.1158/2159-8290.CD-21-0888

{EEFIZE KimR, An M, LleeH, Mehta A, HeoY), Kim KM, Lee SY, Moon J, Kim ST, Min BH, Kim TJ, Rha SY, Kang WK,
Park WY, Klempner SJ, Lee ),

51 71 46 60 69 49 75 75 50 38 33 74
Regimen FMMMF MMMMMEFF
» XP+Trastzumab
oG suee Regimen [l Il IN I I
) S T T
st T Tl T
PD
" wesQ 0000 0000000
Blopsy wisOO0OCO COO000A0
scriaseq O 000 0000000
XP+Trastzumad |2 Cycles
wesO O O olole
Follow up wisO O @ 000
ssRiases O OO0 O CQ0
EP-02 06 03 04 11 01 10 09 12 07 05 08 _§,
HER2-positive HER2-negative UMAP-1
B MET amplification TIGIT
i)
44 » Treg ’,
Naive CD4 % s
« Effector CD8 TPM
® Memory CD8
g o Proliferating T cells I;
=
= f”’:rz:::u:rm cells . :g ‘;\lfnTplmcahm !
. : ::::;1“"9 MET amplification MET wikdtype Exhausted CDS cells
® Terminally differentiated ~ Fost - N E-m;mg
v I I | e

3 ® Terminally differentiated
e D 25 50 75 1000 25 50 75 100

Percent




GEN:I
=163

WEFTE . TP S0 A RINA 05 28 2R o g 1 75 5 g 01 P50 A I 5 7 5
FEARBE: AW B R ORI e B o 770 Ak 25 /08 D

WFREE: 1074, F4IllF (scRNA-seq)

IR 18,911

il B EE ST AR (CTXO (15825 R 57 1 18] 10 Ji e i obm B 28 AH O, A4 NK 46
MIFESE . R AH R ELRR AR A e . M- ELRR A AR ANRLRE T 4RI iE g . /& CTX J&
R, FATWEERMR/GR L PD-L1 A8, J6I7 /5 WNT {5 Sl EGn, B 40
BRI E LAG-3 1 T 400 58 SR ML AMEAHSE & - AEVR YT SR v 5 A W 5 30 B2
HEE AR

3. B O AR R R e 1 AR BT A R B MR A RS e

Single-cell dissection of intratumoral heterogeneity and lineage diversity in
metastatic gastric adenocarcinoma.
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Dissecting transcriptional heterogeneity in primary gastric adenocarcinoma by single
cell RNA sequencing.
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Single-cell atlas of lineage states, tumor microenvironment and subtype-specific
expression programs in gastric cancer.
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Spatially distinct reprogramming of the tumor microenvironment based on tumor
invasion in diffuse-type gastric cancers.
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Genomic and transcriptomic profiling of hepatoid adenocarcinoma of the stomach.
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A Dynamic Transcriptome Map of Different Tissue Microenvironment Cells Identified

During Gastric Cancer Development Using Single-Cell RNA Sequencing.
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The effects of TNF-a/TNFR2 in regulatory T cells on the microenvironment and
progression of gastric cancer.
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Gastric cancer tissue and FACS sorting for Single-cell RNA-Sequencing Data analysis
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