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Figure S1. Database architecture of tRFUniverse, related to Figures 1 and 2.

Schematic representation of the frontend and backend architecture of tRFUniverse.
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Figure S2. tRNA-derived ncRNA pipeline for small RNA-Seq data, related to Figures 1 and 3.

Schematic representation of the pipeline used for extracting the expression of tRNA-derived
ncRNAs from the small RNA-Seq data of TCGA, TARGET, NCI-60, and human biological fluids.



