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[ Abstract]  Gastric cancer is one of the most common malignant tumors, characterized by
strong heterogeneity, high aggressiveness and complicated molecular type. Although comprehensive
treatments such as surgery, chemo-radiotherapy, targeted therapy, and immunotherapy have
improved the survival of patients with gastric cancer, occult metastasis or recurrence often cannot
be detected in a timely manner, seriously affecting the prognosis of patients. The evaluation of
molecular residual disease (MRD) based on circulating tumor DNA detection has been preliminarily
applied to various solid tumors, and has been confirmed in clinical studies to have good predictive
ability for recurrence and prognosis. Currently, a unified consensus on MRD detection and clinical
application for gastric cancer has not yet been established in China. Therefore, this consensus aims
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to promote the standardization of gastric cancer MRD detection in clinical application, and bring
more accurate clinical treatment strategies to patients with gastric cancer.
[Key words] Stomach neoplasms; Molecular residual disease; Circulating tumor DNA;
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B9 T 43409 I JRd AR i 37 & | Lauren 43 7 FITAK 2
ORI TR ctDNA % KA 56 . 2020 4F
1 T i B P BA B 5% 45 R s - B0 T 40 W (P=
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N B Bl 6B 9T BT tDNA B B 2 kRN 100%,
1M ctDNA BIPE B E B2 R 0 32%, & LR, 22 5+
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A 22 BT ARG TEF AR B E 45 &I B A
1 BA S F T, AR S5 AL B ] 50 d ctDNA BH P B
(7/22) FP A3 DFS i KT «tDNA PP 3 (15/22)
12.54-H le &A%, P=0.03, HR=0.1"",
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W E ST i# — ST BT RS GRHERE ,IE
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EEEN 1L N RASEREEFAFEMRD
MMPAME N R T B A PR R E T HTEY
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FIHRIAYE T AR B ARG 6 B2 PP 0 58 42 2% i ml 2
I 962G (TRG 0~1 %) 1y T~ 8 9 A2 45 0
B TEARIGE 16 8 MRD A6 7 & B ctDNA FH
BHEIE KT N 66.7%(2/3) , FAVERE NN 11.1%
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23.0,P=0.012) ; M 7EAR 5 AT 8] 51 ctDNA B &
B K 87.5%(7/8) , BAVERE H 7.4%(2/27),
PHALEEH RFS HAR , 22 A Gei T4 L (P<0.000 1),
[F] B, MRD 1 2 A= Wb 5 ) i e T 75 9 97 4l B
BITITF A% . 7E INFINITY #F 58 89 BA S 1 H , X v i
T RN RS OE TS BC 18 52 28 1 IR B R /EB i 1
PHA: R AT U Bk 18 98 ol B 48 B 45 5 BB R i S8 R B
fdi FH CTLA-4 00 500 F1 PD-L1 400160 50 E4T 397 8 By
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WEFE S (40 R F 78 v, A U B, X 4R
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N 75 TET i 7 HE P 4 R AR
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JEH X F 20 ¥R 97 5 3R A5 58 42 5% i 1 a0 AR
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SZhRIE T AT SR IR T I B R 1 e
BE BWEIE , WA IR YT IS W AR [ [E) 5 (2 )] 4 8]
8 JEl 8 JEl 1 2 D B i Jie ) EAT ctDNA M
bR B WA I RS AR 2K A, 45 S R IR YT R o
4 JEVRES 8 Ji 1) ctDNA A5 1634 e AR G- Tt 0 s PR AR
i AR 28 ft AR R ) 5 THTTE 90% 1111 R AH Ay
SEVERE T 1697526 4 J8 ot DNA 284k He i s 2
Yy S A RCH TR0 I R AR 25, SR BRE 43 51 60% Fl
24%, ZF A G i2EE L (P<0.010 9)7% & 4 130
WFFEN A 46 Fl425Z PD-1MEIFIIAT T 10651 1
R R 43 1] R I VR AR ctDNA A Ry 3
2, Hh 88.4% MR A #ar =1 MR R, H 541
SUREA (R 3 25 F R — 350 TRYT e S K AR 4 e AR
5 VAFE FFE>25% B PFS B HEK (7.3 H e
3.6 1~ H, P=0.001 1), & W 2% fift 255 5 (53.3% b
13.3%, P=0.06)""", 1 T i [ W 52 25 2R o < a2
PD-1 451G T WIS 15 98 1R YT 6 S8 JS ctDNA 11
AR AR 0T LA SN G YT 5N A PES, ctDNA [
R E E AP, 2T ctDNA K2 () MRD 1E
hy WG 30 15 98 S VR T AL (AR R HA T
Il PR AT 5o RLE , 3B B AT 2T R i 0 15 9
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e EEREGITEBRIESH PR R (R
L IEERANCHR) o

HEFE W15 1% 85 % B Al = 8 = $1 X MRD
HHEXHR, B, BIEREBERTREIEER
BETEEZREERFRET MRD & T KK
R (RIS, IERRAN CR) o

2. VEAG 25 Wy U AN TN TN 25 . H AT A 20
INEEAR TSRS ctDNA M S DAl AL 7 24 1y AT i
YRR S . 2022 4R [E N 1 IR LASHZE Oy 2
fili XY SR 300 P R — R AL T OT SR RF SR AR R < K
ctDNA P8 DUBUAR TR 8 75 DUHUE 53 HV AR JE2R 5L
(LB g 10 R X T BRI 24 W B UR TR IR T e AR A
TR A PN A E B SE , ctDNA R g 9722 171
faf % DUBCARTRE FICNV 17 47 Bk 25 IR T R4k
{ELH S 1k o I SRS B HE LK X #E
VAT, 1T i 2 5] ctDN A AG 36 252 1 30 15 Jee 4t
N3 A K A F 32 4K 2 (human epidermal growth
factor receptor 2, HER2) VG 7 i 25 B 52 45 SR B -
ctDNA H HER2 2 [H] (1 4 241 fifd #5 D1 %02k 72 (somatic
copy number alterations, SCNA ) # [fiL 3¢ CEA 5 B fiil
0 it 22 PR A S BETUARIB T RO RN . 5 BEE K- T
B, REBAFAE M 2 2R B g B IR TR 24 114
FAEHE R P op 2 I HER2 364 SCNA T, i 4
TR 25 58 SCNA B . 1 4L HER2 #E [ fy
Y7 B 10 5 R I PRAVF 5 T, 40% JEE 12K ctDNA JE [
HAFAEAZ AL IS TAE 58 CT K A & WP i e , - 1
S HiT I ]y 38.4 ds 15 FLRIKF LA, H BRI 24
Ji 12 {51 £ ctDNA S S 114 0 A 1 2 [ 2 72
S 342 MET #1516 77 19 MET 534 15 9]
B, DI ctDNA I R 5 A MET #1358
AR E MET /2 #5 DB 1 3 80 25+

HEER 16: I H B REEF BT EPITMRD
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N MRD A5 2 22
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