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Abstract: Objective ~ To analyze the expression of TBX2 subfamily in non-small cell lung cancer
(NSCLC) ,its relationship with prognosis,and initially explored its mechanism. Methods The expression of
TBX2 subfamily were analyzed by bioinformatics and immunohistochemistry in NSCLC; the MethHC data
base was used to explore the relationship between the low expression of TBX2 and methylation of gene pro-
moter region. Results The expression of TBX2 subfamily in NSCLC was lower than that in normal lung tis-
sue (P<C0.05) ,and was correlated with the overall survival rate of the patients (P<C0. 05). MethHC analysis
showed that the methylation of TBX2 subfamily members in the promoter region of NSCLC was significantly
higher than that in normal lung tissues (P <C0. 05). Conclusion TBX2 subfamily may be a new marker of
NSCLC. The low expression of TBX2 subfamily is a poor prognostic factor for NSCLC, which may be related
to the increased methylation of promoter region in NSCLC patients.
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