e 70 - ElfrtblE#4% 2021 £ 1 A% 42 4% 1 ¥ Int ] Lab Med,January 2021, Vol. 42,No. 1

CBX1 £BERHNRIZEREBTEEERE
FAEXENENEEEST

2 &R AEL.E O EZ R AUER
1. B RBRFWEBETILEERELA, B HFHZ 710003;
2. B RS IR ERARBA, LA B R 276800

B E:HE ARENEEFHEARSA CBXI £ F & ¥ 6 &4 R CBX1 5 F 5 16 Kk 5 4% 42 49 48 %
ML CBX1 8 B -FH5 B A E 6% a, HiEk A Oncomine # # & . GEPIA # # & 4 #7 CBX1 £ §
JEM P e B BHE P F KT EL ZEF ;A B Western blot % CBX1 £ E%F § 282 0 0 GES-1 2 § &
e, SGC7901 W 49 % & 4 & £ 5+ ; A1 /1 Human Protein Atlas M35 5 # CBX]l A BB AL R EF HHE P
#FARF M F L Z 7 ;A UALCAN 23 & % Kaplan Meier-Plotter & o #7 T £, CBX1 S 4% 5 & &
HERBABAE EHFALEFZ MG X R4 N GEPIA B A FRE CBXI AR EMHA L 20 E G, 4R
STRING % 3 % , ¥ # & & it Z4F (PP W %, Scytoscape 34 % PP1 T #L4L , 3+ # Bl Metascape M 3k #t 47 A B
K ARG 4 5 #7 ,Starbase W 353t T?:%F%E]iﬁf?ﬁ]éﬂﬁf*/\#ﬁ%?ﬁ Sh., R OCBXIEBRYTH AL,
BE5BHBOMN BB SRR AASMEREFTCBXl AR R EAFEGEE ML E 47\#)?%%
E2r5CBXI MEMANEG L L LA FEAETOEM mRNAA LSk, i CBXIABBTEZARE
BB 5 AN REEIEARAR K,

X H&HE; CBX1l; AW EFHN

DOI:10. 3969/j. issn. 1673-4130. 2021, 01. 016 PEESES:R735.2

X EHS:1673-4130(2021)01-0070-05 X ERARE D A

Bioinformatics analysis of the expression and prognosis for CBX1 in gastric cancer’
WU Shuang' s ZHANG Taoyuan®,LI Qiao’ ,CAO Sancheng' ,ZHU Xieying'®
1. Department of Clinical Laboratory sthe Affiliated Children Hospital of Xi'an Jiaotong
University » Xi'an s Shaanxi 710003 ,China ;2. Department of Anesthesiology ,Rizhao
International Heart Hospital sRizhao sShandong 276800 ,China

Abstract: Objective To analyze the expression of Chromobox 1 (CBX1) protein in gastric cancer by
bioinformatics,to explore its relationship with the clinicopathological features of gastric cancer,and to eluci-
date the effect of CBX1 on the early diagnosis and prognosis of gastric cancer. Methods Oncomine database
and GEPIA database were used to analyze the expression differences of CBX1 in gastric cancer tissues and nor-
mal gastric tissues. Differences in protein expression of CBX1 between normal gastric mucosal cell line GES-1
and gastric cancer cell line SGC7901 were detected by Western blot. The Human Protein Atlas website ana-
lyzed the expression differences of CBX1 in gastric cancer tissues and normal gastric tissues. UALCAN data-
base and kaplan-mey-plotter online analysis tools were used to elucidate the relationship between high expres-
sion of CBX1 and pathological parameters and overall survival rate of gastric cancer patients. The GEPIA data-
base was used to search for proteins with close functional relationship with CBX1,and the protein-protein in-
teraction (PPI) network was constructed by using Scytoscape software,and the gene ontology enrichment a-
nalysis was carried out on Metascape website, while the Kyoto encyclopedia of genes and genomes pathway en-

richment analysis was carried out on Starbase website. Results CBX1 highly expressed in gastric cancer and cor-
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related with tumor grade and stage of gastric cancer. Survival analysis showed that high mRNA expression of CBX1

associated with poor overall survival rate in gastric cancer patients. Enrichment analysis showed that interact

with CBX1 protein could participate in the histone modification, mRNA assembly process. Conclusion CBX1

highly expressed in gastric cancer and related to several pathologic indexes of gastric cancer.
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