- 2021 2 36 1 J Precis Med, February 2021, Vol.36, No.l

doi:10.13362/j.jpmed.202101002 :2096-529X(2021)01-0006-08

COLSA?2

( , 266003)

L 1 \ a2(COL5A2) (GO .
Oncomine COL5A2 GC 5 cBioPortal COL5A2 ;
Kaplan-Meier Plotter COL5A2 mRNA GC ; GEPIA

COLS5A2 GC ; GeneMANIA COLS5A2 -
s . (qRT-PCR) 4 GC (HGCG-27 , MKN-
45 .BGG-823  SGC-7901)COL5A2 mRNA ; RNA(siRNA) HGC-27 COL5A2
s NC si-RNA (si-NC ) COLS5A2 siRNA (si-1.s-2 si-3
) CCK-8 COL5A2 GC B
COL5A2 GC , GC ; cBioPortal COLS5A2
GC 10.36% , COL5A2 ; COL5A2
mRNA GC ; s GeneMANIA COL5A2
COL5A1.BMP1.ITGA1 20 s N o
qRT-PCR ,COL5A2 mRNA HGC-27 MKN-45 ;s HGCG-27
COL5A2 , si-NC ., sl S2 o
COL5A2 GC s .COL5A?2
, COL5A2 N N , COL5A2
GC s COL5A2 GC .
L ] ; , 3 Vo . 5 5 ; ; ; ;
L 1 R735.2;R394 L 1 A

EXPRESSION OF COL5A2 IN GASTRIC CANCER TISSUE AND ITS PROGNOSTIC SIGNIFICANCE XU Shan, ZHANG Xuelin ,
TIAN Zibin  (Department of Gastroenterology, The Affiliated Hospital of Qingdao University, Qingdao 266003, China)
[ABSTRACT] Objective To investigate the expression of the collagen type V alpha 2 (COL5A2) gene in gastric cancer
(GC) tissue and its prognostic significance. Methods  The Oncomine database was used to analyze the expression of the
COLS5A?2 gene in GC tissue. The cBioPortal platform was used for information of COL5A2 gene mutation. The Kaplan-Meier Plot-
ter was used to draw survival curves for COL5A2 mRNA expression level and prognosis of GC patients. The GEPIA database was
employed to validate the expression of COL5A2 in GC and its relationship with clinical prognosis. The COL5A2 gene-gene interac—
tion network was constructed through the GeneMANIA database, and functional enrichment analysis was conducted in the Metas-
cape database. qRT-PCR was performed to determine the expression levels of COL5A2 mRNA in four GC cell lines (HGC-27,
MKN-45, BGC-823, and SGC-7901). Small interfering RNA (siRNA) was used to inhibit the expression of the COL5A2 gene in
HGGC-27 cells. The cells were divided into negative control siRNA-transfected group (si-NC group) and COL5A 2 siRNA-transfected
groups (si-1, si-2, and si-3 groups). The Cell Counting Kit-8 and colony formation assay were applied to detect the effect of
COL5A?2 gene downregulation on GC cell proliferation.  Results Database analysis showed that the COL5A2 gene was highly ex-
pressed in GC tissue and was positively correlated with the tumor stage of patients with GC. cBioPortal database analysis found that
the mutation rate of the COL5A2 gene in GC was 10.36% , and the overall survival was longer in the mutation group than in the
non-mutation group. Survival curve analysis showed that high COL5A2 mRNA expression was significantly associated with a poor
clinical prognosis in patients with GC. According to GeneMANIA database analysis, COL5A?2 interacted with 20 genes including
COL5A1, BMP1, and ITGA1, which were mainly related to extracellular matrix receptor interaction, skeletal system develop-
ment, and peptide cross-linking. qRT-PCR showed that COL5A2 mRNA was highly expressed in HGC-27 and MKN-45 cell lines.

After COL5A2 gene expression was downregulated in HGC-27 cells, proliferative and colony-forming capacities were significantly

decreased in the si-1 and si-2 groups compared with the si-NC group.

L ] 2020-11-19; [ 1 2021-01-18
[ ] (81802777) Conclusion The COL5A2 gene shows high expression in GC tissue
[ ] »Email: tianzb@qduhospital.cn and cells, and is closely related to tumor stage and poor prognosis of
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GC patients. Patients with COL5A2 gene mutation have a better prognosis. The COL5A2 gene is associated with extracellular ma-

trix receptor interaction, skeletal system development, and peptide cross-linking. Downregulating the COL5A 2 gene can inhibit the

proliferative and colony-formation abilities of GC cells. Therefore, the COL5A2 gene may be a potential new target for the treat—

ment of GC.

[KEY WORDS] Stomach neoplasms; Cell Line, tumor; Collagen type V ; Databases, genetic; Database mining; Gene ex-

pression; Mutation; Cell proliferation; Prognosis; Biomarkers, tumor
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