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Supplementary Figure 1. Construction of the weighted gene coexpression network. (A) Clustering 
dendrogram for the TCGA-OSCC dataset after removing 11 outliers (N=325). (B) Cluster dendrogram 
for the GSE30784 dataset after removing 3 outliers (N=209). (C, D) Analysis of scale-free gene 
network topology and mean connectivity of various soft-threshold powers for the TCGA-OSCC (C) 
and GSE30784 datasets (D). (E, F) Scale-free network topology test based on soft-threshold power for 
the TCGA-OSCC (E) and GSE30784 datasets (F). (G, H) Clustering of consensus module eigengenes 
for the TCGA-OSCC (G) and GSE30784 datasets (H); genes with correlations between modules > 0.8, 
below the red line, were merged.  
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Supplementary Figure 2. Expression and survival analysis of ANO1 and IGF2BP2. (A, B) Survival 
curves of RFS based on OSCC patients in the TCGA database with high and low ANO1 and IGF2BP2 
expression. (C) ANO1 expression in normal (N=30) and OSCC (N=306) tissues from the TCGA 
database. (D) IGF2BP2 expression in normal (N=30) and OSCC tissues (N=306) from the TCGA 
database. (E) ANO1 expression in normal (N=45) and OSCC tissues (N=167) from the GSE30784 
dataset. (F) IGF2BP2 expression in normal (N=45) and OSCC tissues (N=167) from the GSE30784 
dataset. (G) ANO1 expression in normal (N=29) and OSCC tissues (N=74) from the GSE42743 
dataset. (H) IGF2BP2 expression in normal (N=29) and OSCC tissues (N=74) from the GSE42743 
dataset. (G) Differential expression of ANO1 in 33 different tumor tissues and paired normal tissues 
from the TCGA and GTEx databases. Each dot represents the expression of samples. (H) The 
prognostic impact of ANO1 expression level based on the survival heatmap, showing significance in 
KIRP, LIHC, PAAD, and UVM. 
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Supplementary Figure 2. Correlation between IGF2BP2 and MYC expression. (A) Correlation 
between IGF2BP2 and CD8A expression in TCGA-OSCC dataset. (B) Correlation between IGF2BP2 
and MYC expression in GSE30784 dataset. 
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