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[Abstract | Objective:To establish a new pancreatic cancer risk assessment model based on the differential expression of m1A-related
genes in multiple databases and clinical parameters, and provide theoretical basis for pancreatic cancer treatment and prognosis
analysis. Methods: Differential analysis of m1A-related genes was performed in the TCGA-GTEx database. Cox analysis and LASSO
regression were used to construct a pancreatic cancer prognosis risk model , and the accuracy and sensitivity of the model were verified
by gene expression and clinical data from the GEO database and pancreatic cancer cases in our center. Results: CRLS1 and C70rf50
were selected to form the risk model. The study systematically verified that the model had significant efficacy in indicating the
prognosis of pancreatic cancer, and the model combined with tumor mutation burden (TMB) had a stronger prognostic indication
ability. Conclusion: A new risk model is constructed to indicate the prognosis of pancreatic cancer patients.
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Figure 1 Screening and identification of differential expression of m1A-related genes in pancreatic cancer
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Figure 2 Construction and validation of a prognostic risk model (PC-m1AScore) for pancreatic cancer



FAIEHTH
202347 A

mOIRCXITEL R A

. m LA SR DRI Ry 78 14 J e T A R 22 5 e [0 .
R ERIRE i%ﬁi(ﬁ?ﬁﬂ#ﬁ) 2023,43(07) :954-965

+ 959 -

ZEA PR PC-m1AScore 15 HU A Fi [ A 92 8. 24 S
MIRLRE
23 RIS TS
#4 iE B

iz BN R Z N & Cox 7007, fRAAERS (1
5 IR TNM 4331 F1 PC-m1AScore XU 14322
A EFERR, WK 3A B 7R, Z2 &K Cox W4l H
I RAERY :HR=1.025,95%CI: 1.003~1.048 , P=0.026,
P51 : HR=0.789,95%CI :0.508~1.224 , P=0.290, Ji5 3
74 :HR=1.243,95%CI1:0.911~1.697,P=0.170, TNM
141 : HR=0.460,95%CI:0.118~1.791, P=0.263, T 43
] : HR=1.533, 95%CI: 0.629~3.736, P=0.347, N /3
1 : HR=2.169, 95%CI: 1.172~4.013, P=0.014, M 4}
] : HR=4.590,95%CI:0.210~100.398 , P=0.333 , X%
PE43 : HR=2.022, 95%C1: 1.306~3.129, P=0.002, H
FPARRE L EE RS (N ) 23 XU P02 3 kST

feAZE A PC-m1AScore 2L A%

4 Jik i g IXURS: PRL 2R o ] 3C 119 ROC 43 AT 245 4 i
N, 8 AN R AUC {EH M /N B K AR IR 7 - TNM 43 1
(0.459) M73181(0.467) . T43491(0.504) [N 5311(0.518)
A% (0.534) P1(0.597) JmHELST4.(0.607) AU T
43(0.723) , WERH T 57 ) PC-m1AScore A T5IM [ i
FE TR I B R RE . b, WAL A M 45 SR R L 1E
T1~2# . G1~2 ] <65 % & sl R Lotk 0 4 o
WZH T, PC-m1AScore KU P43 GE M T 28 25 1)
HAEM(P < 0.05,813D~G)

Sk T A fe U0 P R g R A A KR, AR
TWFFEAEE T 45 4 PC-m1AScore £ 750 Fl 1l PR s 2%
FEAE B9 TG 91 2R 1, 3~5 4F 17 1% R 90 28 K Al A% o
ity 2 P AR Ak b 7 0 8 0 S PR 22 ) AT — 2
P (K 3H) .

FETUG BT eh , 22478 il H A B OGHKR 12 H
PCA 3 W53 43 7 9 7 I AE R 92 AR A48 o 22 (B AH G

A B C 0]
P{H  Hazard ratio P{H  Hazard ratio
R 0018 1.027(1.005~1.049) & AE 0,026 1.025(1.003~1.048) 0.21
FERL 0247 0.781(0.514~1.187)  +=h PEB0.290 0.789(0.508~1.224) # 04
FRHME 0,052 1.338(0.998~1.795) = FEFMR 0.170 1.243(0.911~1.697) Eulhe
TNMA3] 0314 1.233(0.820~1.855)  He—i TNM M 0.263 0.460(0.118~1.791) =06 ; - 3
TAMI  0.102 1.490(0.924-2.405)  h—a—i TAH 0347 1.533(0.629~3.736) a AL5\8593607)
M 0.991 0.992(0.243~4.050) —4——————— MAMI]  0.333 4.590(0210~100398) ——————— (.8 (AUC=0.459)
NAHE 0.004 2.180(1.283~3.706) e N4 0.014 2.169(1.172~4.013) b *AULCC %4%47)
JAURTESY 0.002 1.950(1.279-2.971) _§ —a—t JARITA 0002 2022013063120 10U (AUC=0518)
0 10 20 30 40 0 20 40 60 80100 0 02 04 06 08 10
Hazard ratio Hazard ratio RBAME %
D E N
100 - KU (n=11) 100 — AU 4H (n=66) 100 ~ A 2H (n=47) 100 — KU (n=36)
hd + XU ZH (n=20) : (A4 (n=58) : ~ IR (n=46) M R AL (n=44)
0.75 0.75 0.75 0.751
2k 0.501 Tk 050 2050 12 0.501
Eul H bl H
0.251 0.25 025 0.251
o o, o,
012345678 012345678 012345¢6 78 012345678
Hs T] (4F) Fsf ] (4F) Hsf 1) (4F) Fsf ] (4F)
H K
o [ ERURAL - 25 UKL AL - 5 K 4L
%08 / AR - s XU 41
i | 6
100 4
& 06 0 ! .
i} 0 it .,
pul 0.4 g 0 ; -2 - e
o7 Z 50 -4 e 3T
£ 0.2 [ ~100 ) -6 ~ > S
g _go o -8 <10° - 510!
L — S IR AT 100 Y 108 2 RRSRS T n
0 02 04 06 08 10 RN IO NN Q() SV 0
BIZR I T ) 3~5 42 7% PCl PCl PCl

AR E Cox A HTEE A s B: Z2 T ZE Cox 43 HT45 4L ; C: ROC A HTZE R s D~G 2 iy ARKUS LR AEA I R AL (D : T1~2; E: G1~2; F AR 1%
<65 % ;G M) TS 22 SR (P < 0.05) s H: UG FIZE K 5 1~K : PCA TR0 08T, WZE B AR U LL 714 m1 A FHSEREPRAE (1) 72 R de
2R FARAY 14D mIA MEFEHEE (J) (PC-m1AScore AL (K) X EBF 1740

B3 BRI XBEHEER PC-m1AScore S AEHI IR IE

Figure 3 Validation of effectiveness of the prognostic risk model (PC-m1AScore) for pancreatic cancer
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