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Mix 12.5 ul. (10 pmol/L) 1 ulo PCR Hardy-Weniberg (1s1803489: x* =
194 C 5 min 94 C 30s 58 C 0.117 P =0.943; 1s7617620: x* =5.374 P =0.068;
30s 72 C 60 s 35 72 C rs13078528: x* =1.200 P =0.549) .
5 min, PCR l. . . 4
PCR VGLIA SNP
o o SNP rs1803489 \
10 pl PCR 3 wl 10 x NE Buffer 1 ul.
5U
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M G (by) (0 (by)
rs1803489 F: CTGGTTTTCTTTGCTAGCCCA 250 Scal 37 GG 1 188.62
R: AACCGAACCTAAGAAACGCC AG 1250.188.62
AA 1250
1s7617620 F: AGAGTCCGAGTTCAGAAAGAGAA 227 AlwNI 37 TT 117750
R: CTGTTGGCTGAAACCTCTCG CT :227.177.50
cC 1227
rs13078528 F: CCATCTTCCAAAGCGCCATTC 242 Bsrl 65 GG 154.93.95
R: AAGTGGTTTTGCAGGATGTATGAAC AG 1 188.93.95.54

AA 1188.54
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2 SNP n( %)
SNP OR(95% CI) " AlC BIC
151803489 GG 365 (81.1) 334 (74.2) 1 1234.1 1243.7
AG 81 (18.0) 112 (24.9) 1.511 (1.095 ~2.085)
AA 4(0.9) 4(0.9) 1.093 (0.271 ~4.404)
GG 365 (81.1) 334 (74.2) 1 1245.5 1255.1
AG + AA 85 (18.9) 116 (25.8) 1.491 (1.086 ~2.047)
GG +AG 446 (99.1) 446 (99.1) 1 1251.6 1261.3
AA 4(0.9) 4(0.9) 1 (0.249 ~4.023)
GG + AA 369 (82.0) 338 (75.1) 1 1245.3  1254.9
AG 81 (18.0) 112 (24.9) 1.510 (1.094 ~2.082)
157617620 TT 325 (72.2) 322 (71.6) 1 1245.5 1250.1
CT 123 (27.3) 122 (27.1 1.001 (0.746 ~1.343)
cC 2(0.5) 6 (1.3) 3.028 (0.607 ~15.114)
T 325 (72.2) 322 (71.6) 1 1251.9 1261.2
CT +CC 125 (27.8) 128 (28.4) 1.034 (0.773 ~1.382)
TT + CT 448 (99.5) 444 (98.7) 1 1249.5 1259. 1
cC 2 (0.5) 6 (1.3) 3.027 (0.608 ~15.078)
TT + CC 327 (72.7) 328 (72.9) 1 1251.6 1261.3
CT 123 (27.3) 122 (27.1) 0.989 (0 737 ~1.326)
513078528 AA 348 (77.3) 365 (81.1) 1 1238.1  1247.7
AG 99 (22) 80 (17.8) 0.770 (0.554 ~1.071)
GG 3(0.7) 5(1.1) 1.589 (0.377 ~6.699)
AA 348 (77.3) 365 (81.1) 1 1249.7 1259.3
AG +GG 102 (22.7) 85 (18.9) 0.795 (0.575 ~1.098)
AA + AG 447 (99.3) 445 (98.9) 1 1251.1 1260.8
GG 3(0.7) 5(1.1) 1.674 (0.398 ~7.047)
AA +GG 351 (78) 370 (82.2) 1 1249.1 1258.7
AG 99 (22) 80 (17.8) 0.767 (0.552 ~1.065)
TDU TEADs YAP GG AG
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. 1.511 95% CI =1.095 ~2.085) ;
VGLIA GG AG + AA
VGLIA mRNA (OR =1.491 95% CI =
1.086 ~2.047) ; GG + AA
74, VGLIA mRNA AG
. N (OR=1.510 95% CI =1.094 ~2.082) ;
5, VGLIA AIC  BIC
5 ’ AG
VGLIA . VGLI4 SNP
.TNM . 5 151803489 10
51803489 VGLIA .
. VGLIA AG
o » SNP rs13078528 meta
VGLIA " SNP
N rs7617620
12
VGLIA SNP 1513078528 .157617620

SNP rs1803489

SNP rs13078528 157617620



Acta Universitatis Medicinalis Anhui 2022 Apr; 57(4) * 639

lar carcinoma J . Sci Rep 2018 8(1):9739.

SNP 6 Li H Wang Z Zhang W et al. VGLIA inhibits EMT in part
through suppressing Wnt/B-catenin signaling pathway in gastric
cancer J . Med Oncol 2015 32(3):83.

7  Jiang LH Zhang JW Xu Q X etal. YAP promotes the prolifer—

SNP rs1803489. rs13078528 . rs7617620 ation and migration of colorectal cancer cells through the Glut3/
o AMPK signaling pathway J . Oncol Lett 2021 21(4):312.
8 . Hippo PTEN
PI3K/AKT/mTOR J.
2020 51(12):1277 - 83.
1 . TLR5
9 Li H Wang Z Zhang W et al. VGLLA inhibits EMT in part
J. 2020 55(1):114 -7.

through suppressing Wnt/B-catenin signaling pathway in gastric
cancer J . Med Oncol 2015 32(3):83.
10 . VGLI4  NOTCH4
D . : 2015.
11 Wood AR EskoT Yang] et al. Defining the role of common

2 Han Z Sheng H Gao Q et al. Associations of the MTHFR
rs1801133 polymorphism with gastric cancer risk in the Chinese
Han population J . Biomed Rep 2021 14(1):14.

3 LN YuN Wang] etal. miR222/VGLI4/YAP-TEADI regu—
latory loop promotes proliferation and invasion of gastric cancer
cells J . Am J Cancer Res 2015 5(3):1158 —68.

4 Jiang W Yao F He J et al. Downregulation of VGLL4 in the

variation in the genomic and biological architecture of adult human
height J . Nat Genet 2014 46(11):1173 -86.

12 Zhou H Cheng Z Bass N et al. Genome-wide association study
progression of esophageal squamous cell carcinoma J . Tumour

Biol 2015 36(2):1289 -97.
5 Shu B Zhai M Miao X et al. Serotonin and YAP/VGLIA4 bal-

identifies glutamate ionotropic receptor GRIA4 as a risk gene for

comorbid nicotine dependence and major depression J . Transl

Psychiatry 2018 8( 1) :208.

ance correlated with progression and poor prognosis of hepatocellu—

Association analysis between SNPs in VGLI4 and

risk of non-cardia gastric cancer
Yang Xia' Dong Wenjie' Gao Fang® Wu Jinbao® Ma Licong® Dang Tong’ Meng Xianmei® Jia Yanbin'’*
( ' School of Basic Medicine and Forensic Medicine School of Medical Technology and Anesthesiology
*School of Nursing Baotou Medical College Baotou 014060; °Inner Mongolia Institute of Digestive Diseases
The Second Affiliated Hospital of Baotou Medical College Baotou 014030)

Abstract Objective To investigate the associations of the single nucleotide polymorphism ( SNP) rs1803489
rs7617620 and rs13078528 in vestigial like family member 4 ( VGLI4) gene with the risk of non-cardia gastric
cancer. Methods The case—control study design was used. 450 cases with non-cardia gastric cancer confirmed by
pathology and 450 normal controls were collected in the Han population in Baotou; SNP rs1803489 157617620
and rs13078528 in VGLIA were genotyped using polymerase chain reaction ( PCR) —restriction fragment length poly—
morphism ( RFLP) technology. Results VGLI4 gene SNP rs1803489 was associated with the risk of non-eardia
gastric cancer in the Han population in Baotou. Compared with the carriers of GG genotype the carriers of AG gen—
otype had a higher risk of non-cardia gastric cancer ( OR =1.511 95% CI=1.095 -2.085 P <0.05). SNP
157617620 and rs13078528 were not associated with non-cardia gastric cancer ( P >0.05) . Conclusion SNP
rs1803489 in VGLIA may have an effect on the risk of non-ecardia gastric cancer in the Han population in Baotou.
SNP 157617620 and rs13078528 may not play a major role in the risk of non-cardia gastric cancer.

Key words vestigial like family member 4; single nucleotide polymorphism; non-cardia gastric cancer; genetic sus—

ceptibility



