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SR LU B R G B, 3l e 10 5% - i A Wi I ( RT-qPCR) YA TR RBEAS (IR R 62 1], 1E & 4l
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KRR, %R  GEPIA R FERIR 45 5L 8 /R, GBM Ml LGG 2141y MAGE-D4 1 CANX mRNA £ iA7/K
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A HERRYE R H (GFAP) (S-100 FIEJE 2 H (vimentin ) {2238 7KF 3 TG R KE (P >0.05) o Pearson #3543 #7
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[ Abstract] Objective To explore the expression levels of melanoma-associated antigen( MAGE)-D4 and cal-
nexin( CANX) mRNA in human gliomas, and to analyze their correlation and clinical significances. Methods The
expressions of MAGE-D4 and CANX mRNA in human glioma tissues were analyzed using the data from Gene Expres-
sion Profiling Interactive Analysis( GEPIA) database[ 163 cases of glioblastoma( GBM) tissues, 518 cases of low-grade
glioma( LGG) and 207 cases of normal brain tissues ] , and were further verified in clinical samples (62 cases of glioma
and 11 cases of normal brain tissues) by reverse transcription-quantitative polymerase chain reaction( RT-qPCR). The
correlation between the expression levels of MAGE-D4 and CANX mRNA and the clinical indicators of glioma patients
was analyzed. Small interfering RNA (siRNA) technology was used to silence the expressions of MAGE-D4 in glioma
cell lines SF126 and U251, and the correlation between the expressions of MAGE-D4 and CANX was investigated. Results
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The results of data analysis of GEPIA database showed that the expression levels of MAGE-D4 and CANX mRNA in
GBM and LGG tissues were higher than those in normal brain tissues, and the differences were statistically significant (P <
0.05). The RT-qPCR test results of the clinical samples also showed that the expression levels of MAGE-D4 and CANX
mRNA in glioma tissues were significantly higher than those in normal brain tissues( P <0.05). The expression levels
of MAGE-D4 and CANX mRNA were not related to the patient’s age, gender, World Health Organization( WHO) grade,
pathological type, Karnofsky Performance Score( KPS) , the longest diameter of the tumor, and Ki-67, glial fibrillary
acidic protein( GFAP) , S-100 and vimentin expression levels( P >0.05). The results of Pearson correlation analysis
showed that the expression levels of MAGE-D4 and CANX mRNA in the tissues of the clinical glioma samples were pos-
itively correlated(r =0.916, P =0.000). The cell experiment results showed that the expression levels of CANX mRNA
in SF126 and U251 cells decreased significantly after they were silenced by MAGE-D4 siRNA (P <0.05). Conclusion

MAGE-D4 and CANX are highly expressed in human gliomas, and their expression levels are positively correlated ,

suggesting that they may participate in the occurrence and development of gliomas, and have the application prospect
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of becoming targets for immunotherapy of gliomas.
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21(91.30) 2(8.70)
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