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Supplementary Material

Fig S1. Overall and disease-free survival analysis of lipid metabolism related genes involved
in cancer metastasis using TCGA dataset. A. Overall survival analysis of 9 lipid metabolism
related genes involved in cancer metastasis using TCGA dataset. B. Disease-free survival
analysis of 9 lipid metabolism related genes involved in cancer metastasis using TCGA dataset.



Fig S2. Heatmap of angiogenesis related factors in HeLa cell culture supernatant. The
pixels were analyzed and form the heatmap. The red marked the most differentiated ones



TableS1. Correlation between FASN expression and clinicopathological characteristics of

patients with cervical cancer.



Table S2. Univariate and multivariate analyses of factors associated with overall survival and disease-free survival


