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Extracted clinical and RNA sequencding data of mRNA in
sarcoma from TCGA

Identified the ZIC1 as the target gene,and ZIC1 was highly
expressed in sarcoma and was connected with bad prognosis

Correlation analysis between ZIC1 expression and
clinicopathological parameters

Functional enrichment analysis

Correlation analysis between ZIC1 expression and tumor
immunity

The results show that ZIC1 is associated with tumor
immunity,and may be a biomarker associated with the
diagnosis and prognosis of sarcoma and a potential target for
immunotherapy of sarcoma





