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Supplementary Table S1: Information of multivariable Cox regression

LncRNA B Hazard ratio
MIR210HG 0.359 1.432
AC099850.3 0.555 1.741

CYTOR 0.604 1.830

Supplementary Figure S1: Flow chart illustrating the defined strategy in the study
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Supplementary Figure S2: Percentage of infiltration immune cells in patients
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Supplementary Figure S3: GO analysis
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