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Figure S1. USP45 pan-cancer expression and function analysis. (A) The “TIMER2.0” database was 

utilized for the USP45 expression level analysis, the USP45 mRNA levels were shown in various 

cancer. The abbreviation of the types of tumors with high USP45 expression are shown below, and 

other cancers refer to the TCGA database： CESC (Cervical squamous cell carcinoma and endocer-

vical adenocarcinoma); CHOL (Cholangiocarcinoma); COAD (Colon adenocarcinoma); ESCA 

(Esophageal carcinoma); HNSC (Head and Neck squamous cell carcinoma); LIHC (Liver hepatocel-

lular carcinoma); LUAD (Lung adenocarcinoma); LUSC; (Lung squamous cell carcinoma); STAD 

(Stomach adenocarcinoma). (B-C) These cancers with USP45 high expression in Fig. S1A were used 

to analyze the effects of USP45 associated with cancer signaling pathways: The “GTBAdb” database 

was used for Hallmark Gene Enrichment Analysis: (B) all cancers, (C) each individual cancer. 
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Figure S2. Overall survival of cancer patients was stratified by USP45 expression levels. USP45 

expression levels were shown to correlate with the patients’ overall survival. The abbreviation of 

the types of tumors with high USP45 expression are shown below: CESC (Cervical squamous cell 

carcinoma and endocervical adenocarcinoma); CHOL (Cholangiocarcinoma); COAD (Colon adeno-

carcinoma); ESCA (Esophageal carcinoma); HNSC (Head and Neck squamous cell carcinoma); 

LIHC (Liver hepatocellular carcinoma); LUAD (Lung adenocarcinoma); LUSC; (Lung squamous cell 

carcinoma); STAD (Stomach adenocarcinoma). 
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Figure S3. Disease free survival of cancer patients was stratified by USP45 expression levels. USP45 

expression levels were shown to correlate with the patients’ disease free survival. The abbreviation 

of the types of tumors with high USP45 expression are shown below: CESC (Cervical squamous cell 

carcinoma and endocervical adenocarcinoma); CHOL (Cholangiocarcinoma); COAD (Colon adeno-

carcinoma); ESCA (Esophageal carcinoma); HNSC (Head and Neck squamous cell carcinoma); 

LIHC (Liver hepatocellular carcinoma); LUAD (Lung adenocarcinoma); LUSC; (Lung squamous cell 

carcinoma); STAD (Stomach adenocarcinoma). 
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Figure S4. The “GSE63514” dataset was used to analyze clinical correlation between USP45 and 

MYC expression levels. The “GSE63514” dataset from GEO database was processed by R studio, 

and the mRNA levels of USP45 and MYC in each sample were statistically displayed by Graphpad 

prism 6.0. (A) Expression levels of USP45 in different stages of cervical cancer. (B) Expression level 

of MYC in different stages of cervical cancer. (C) Correlation between USP45 and MYC expression 

levels. 

 

Figure S5. Western Blot original data for Figure 1. 
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Figure S6. Western Blot original data for Figure 2A–C. 
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Figure S7. Western Blot original data for Figure 2E–I. 
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Figure S8. Western Blot original data for Figure 3A, 4A, 5E–F, 5I, 6A. 


