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Expression and prognostic value of ITGA5 mRNA in head and neck squamous cell

carcinoma based on TCGA database

ZHANG Shuting, DIAO Pengfei, JIN Zhichun, YAN Bin", WANG Lin

Jiangsu Key Laboratory of Oral Diseases , Departement of Orthodontics , the Affiliated Stomatology Hospital of Nanjing
Medical University , Nanjing 210029, China

[Abstract] Objective: This study aims to analyze the correlation between the expression of integrin a5 (ITGAS) and prognosis of
head and neck squamous cell carcinoma(HNSCC). Methods : The RNA-seq data and relevant clinical follow-up information of HNSCC
in TCGA database were used to establish mRNA spectrum for variation analysis , further verification was conducted in GEO databases.
Results: The mRNA expression of ITGAS was found significantly higher in tumor tissues compared to normal tissues, and the overall
survival of patients by Kaplan-Meier analyses in ITGAS high-expression group was notably shortened (P < 0.05). The expression level
of ITGAS could be treated as an independent prognostic indicator since it was verified in GEO databases to be sensitive and specific for
patient survival and prognosis. Conclusion: ITGAS is closely related to the survival and prognosis of HNSCC patients and may serve as
a novel prognostic biomarker.
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Table 1 The clinicopathological characteristics of patients

with HNSCC from TCGA (N=499)
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PEITGASVENBFFT N G 04T 5 4250 Mt

GSE41613 GSE42743

A: TCGA ZId 1 HNSCC 22 5 3 P 23k I FA K] (P < 0.05) ; B: TCGA $idis P ' HNSCC A1 41 5 1E 3 14U 488 , FE PR 63k 25 S A8 {2 A 1 2k
NN (LD EARER R, @A TR, BEARTTEMILH ) ; C: GSE41613 Fl GSE42743 i S A OGS 224 (P < 0.05)
E1 §#iETCGAMGEOHEERERR EWEHEXHER
Figure 1 Identification of prognostic genes in HNSCC from TCGA and GEO databases
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Figure 2 The difference of the relative mRNA expression of ITGAS between HNSCC and normal paired samples in TCGA
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Figure 3 The correlation between the ITGA5 mRNA

expression level and the overall survival rate of
HNSCC patients in TCGA
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Table 2 Univariate and multivaricate Cox-regression analyses of ITGAS5 and clinicopathological parameters in HNSCC

- AR R AT EASES 0T

i HR(95% CI) P HR(95% CI) P
A (=60 %/, <60 %) 1.291(0.981~1.700) 0.069 1.313(0.945~1.825) 0.105
PRI, %) 0.754(0.566~1.004) 0.054 0.791(0.555~1.128) 0.195
W R b (=34, <3 4F) 0.802(0.606~1.062) 0.123 0.831(0.607~1.138) 0.248
I G L TG 0.978(0.734~1.304) 0.880 1.022(0.726~1.437) 0.902
JigRE K/ N(T3~T4, T1~T2) 1.569(1.143~2.153) 0.005 1.665(0.898~3.085) 0.106
SHEA R (I~IV, T~1) 1.743(1.177~2.580) 0.006 1.568(0.853~2.881) 0.147
UM L 255454 (N+,NO) 1.383(1.039~1.842) 0.026 1.314(0.890~1.939) 0.169
AR (M ~IV, T~1) 1.257(0.901~1.753) 0.178 0.637(0.358~1.134) 0.125
ITGAS (5, 11%) 1.572(1.200~2.060) 0.001 1.396(1.017~1.916) 0.039
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