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Figure S1. Search results for keyword “bladder cancer”. 
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Figure S2. Search results for keyword “CALD1”. 
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Figure S3. The KEGG pathway “Vascular smooth muscle contraction”. Genes with red 

background were significantly dysregulated in BLCA and had a strong correlation with differentially 

expressed tRFs in BLCA. 
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Figure S4. Survival analysis results and Kaplan-Meier curves of 3'U-M-mito-tRNA-Tyr-

GTA_L20 among cancers. 
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Figure S5. Survival analysis results of 3’U-tRFs in ACC. 
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Figure S6. Example feature tracks of “i-tRNA-Thr-CGT-chr-118_L21_pos112” in JBrowse. 
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Figure S7. A case study in BLCA. (A) General information of gene “CALD1”. (B) tRFs correlated 

with gene “CALD1” in BLCA. (C) Differential expression of “CALD1” between tumor and normal 

tissues in BLCA. (D) Differential expression of 3'U-mito-tRNA-Val-TAC_L22 between tumor and 

normal tissues in BLCA. 
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Figure S8. Nomenclature of tRFs. First line: 3’U-tRFs. Second line: 3’-tRFs. Third line: 5’-tRFs. 

Fourth line: i-tRFs. Red font (i.e., 3'U-, 3'-, 5'- and i-) represents a tRF class identifier. Green font 

(i.e., “M”) indicates that the tRF was derived from multiple tRNA genes. Purple font represents a 

tRNA gene identifier. Black font represents the length of the tRF sequence. Golden font represents 

start position of an i-tRF on its source tRNA. 


