M1A and m7G modification-related genes are potential biomarkers for survival prognosis and for deciphering the tumor immune microenvironment in esophageal squamous cell carcinoma
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Supplementary Figure 1. Flow chart of this study.
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Supplementary Figure 2. Removal of batch effects, consensus clustering and variance analysis. (A) PCA plots before and after removal of batch effects. (B) Display graphs of consensus clustering analysis (K value of consensus matrix is set at 2,4,5,6). (C) Distribution of the 23 m1A and m7G modification-related key genes on human chromosomes. (D) Correlation heat map analysis of functional connectivity between the 23 m1A and m7G modification-related genes and expression content correlation. (E) Hosmer-Leme test showed the prognostic model had good goodness of fit.
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