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Figure S1: A. Smoking status of HNSC patients in the CCND1 amplification group versus 

HNSC patients in the no-amplification group in the cBioPortal database. B. Alcohol 

consumption in HNSC patients in the CCND1 amplification group versus HNSC patients in 

the no-amplification group in the cBioPortal database. C. Cervical lymph node metastasis 

in HNSC patients in the CCND1 amplification group versus HNSC patients in the no-

amplification group in the cBioPortal database. 

 



 

Figure S2: A. GO enrichment analysis of DEmRNAs. B. KEGG enrichment analysis of 

DEmRNAs. C. GO enrichment analysis of DEmRNAs for 5 related functions’ genes 

 



 



 

Figure S3: Expression level of DERNAs in CCND1low expression group and CCND1high 

expression group. (A) DElncRNA: C2orf27A, DLEU1. DEmRNA: C11orf24, ERGIC2 (B) 

DEmRNA: GFPT2, PDPN, RNF4, SOX11. Pairing of gene expression patterns between 

tumor tissue and normal tissue in patients with HNSC. (C) DElncRNA: C2orf27A, DLEU1. 

DEmRNA: C11orf24, ERGIC2 (D) DEmRNA: GFPT2, PDPN, RNF4, SOX11. *p < 0.05, **p 

< 0.01, ***p < 0.001, ****p < 0.0001. (E) Overall survival: C2orf27A, DLEU1, ERGIC2. (F) 

Overall survival: GFPT2, PDPN, RNF4. (G) Overall survival: SOX11. (H) Subcellular 

localization of DLEU1. 

 

 



 

Figure S4: A. Expression analysis of has-miR-363-3p in normal tissues and pan-cancer 

samples. B. Expression analysis of TPRG1-AS1 in normal tissues and pan-cancer samples. 

C. Expression analysis of MYO1B in normal tissues and pan-cancer samples. *p < 0.05, 

**p < 0.01, ***p < 0.001, ****p < 0.0001 

 



 



 

Figure S5: A. Methylation levels of MYO1B in HNSC. B. Protein expression of MYO1B in 

HNSC. C. Relationship between methylation sites and expression of MYO1B. D. 

Distribution of different methylation regions related to MYO1B 

 



 
Figure S6: The expressions of MYO1B were associated with EMT makers (A) MUC1, (B) 

CDH2, (C) FN1. Enrichment analysis of MYO1B (D-G) 

 



 



 
Table S1: TIMER database query for correlation of MYO1B genes with 16 markers of 

immune cells infiltrating tumors. 

 



 

Table S2: Sequences of gene-specific primers used for real-time RT-qPCR 

 

 


