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Table S1 5ʹ-tRFs are differentially expressed between PRAD tumor and adjacent normal tissues*  

 

 



 

*Note: The top 13 upregulated 5'-tRFs (highlighted by bold font) were used to build tRF classifiers for 

diagnosis of PRAD. 

  



Table S2 Univariate Cox regression analysis confirms 5'-tRF association with PRAD prognosis*  

 
*Note: These identified 5’-tRFs with marginal significance were further subjected to variable selection using 

LASSO (the one highlighted by bold font).  

 

  



Table S3 Multivariate Cox regression analysis reveals eight 5'-tRFs showing significant association with 

PRAD prognosis*  

 
*Note: Coefficients estimated from the multivariate Cox regression model were used to calculate tRF score. 

  



 

Figure S1 GO terms enriched for mRNA genes that were co-expressed with significantly dysregulated 

5ʹ-tRFs. Related to Figure 1. (A) Biological process. (B) Cellular component. (C) Molecular function.   

 

  



 

Figure S2 Hierarchical cluster analyses of PRAD specimens using 5ʹ-tRF expression profiles. Related to 

Figure 2. (A) 70 5ʹ-tRFs differentially expressed between PRAD tumor and adjacent normal tissues. (B) 63 5ʹ-

tRFs upregulated in PRAD tumors.  

 

  



 

Figure S3 5ʹ-tRFs are associated with the prognosis of PRAD. Related to Figure 3. (A) Partial likelihood 

deviance versus lambda relationship in LASSO. According to the partial likelihood deviance, a subset of 13 

5ʹ-tRF that minimizes prediction error of PFS were identified. (B) Kaplan-Meier curves of PFS of PRAD 

patients with low vs high 5ʹ-tRF expression. Eight 5ʹ-tRFs included in the tRF score were analyzed separately, 

including S5-tRNA-Arg-TCG-3-1_18, M5-tRNA-Glu-TTC-1-2_16, M5-tRNA-Leu-TAG-1-1_17, M5-tRNA-

Arg-CCT-4-1_18, M5-tRNA-Ala-TGC-4-1_16, S5-tRNA-Glu-TTC-9-1_30, M5-tRNA-Ala-TGC-4-1_23, and 

M5-tRNA-Lys-TTT-5-1_22. (C, D) HRs and their 95% CI of GS, TS, PSA and age estimations from the 

multivariate Cox regression model for PFS (C) and DFS (D). 

 

  



 

Figure S4 Prognostic performance of Gleason score, tRF score, PSA and age. Related to Figure 4. (A, C, 

E) ROC curves to evaluate the prognostic performance of 5-year (A), 3-year (C) and 1-year (E) PFS using 

TS, GS, PSA, or age. (B, D, F) ROC curves to evaluate the prognostic performance of 5-year (B), 3-year (D) 

and 1-year (F) DFS using TS, GS, PSA, or age. (G, H) Nomograms to estimate the risk of PFS (G) and DFS 

(H) in PRAD patients.   



 

Figure S5 Determining an optimal number of tRF subtypes PRAD in HNSC. Related to Figure 5. The 

cophenetic correlation coefficient is a measure of the dispersion of the consensus matrix based on the average 

of connectivity matrices. It measures the stability of the 5ʹ-tRF clusters obtained from NMF analysis of 5ʹ-tRF 

expression data in PRAD.   

 

  



 

Figure S6 Copy number gain and loss in 5ʹ-tRFs tumor subtypes. Related to Figure 6. (A-D) Somatic gain 

of copy number in four 5ʹ-tRFs tumor subtypes. (E-H) Somatic loss of copy number in four 5ʹ-tRFs tumor 

subtypes. The numbers 1, 2, 3 and 4 at the lower right corner of each panel indicate 5ʹ-tRFs tumor subtypes, 

tRF-1, tRF-2, tRF-3, and tRF-4, respectively. 


