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Mass spectrometry proteomics data is provided in a separate Excel file. Proteomics data has also been submitted to PRIDE (PXD029955).

For nucleoside LC-MS experiment, nucleoside concentrations and calculated ratios are provided in SI. Examples of chromatograms and calibration curves are also
provided in SI.

iCLIP and ARP sequencing data reported in this paper have been deposited in the NCBI Gene expression omnibus (accession code: GSE202815 ).

Pyridine borane sequencing data is is provided as a supplementary file in an Excel sheet.

For LC-MS proteomics experiment, LC-QQQ-MS experiments, n = 3 was selected to offer sufficient statistical power. For IF and imaging
experiments n = 2 was selected to guarantee the consistency of the images. For high-throughput sequencing experiment, n = 2 was selected
to offer sufficient statistical power.Sample size are all indicated in the figure legends. The sample size was determined based on the previous
studies in the same research fields.

No data was excluded for experiments in this manuscript.

All experiments were independently replicated, with biological and/or technical replicates listed in the legends of the corresponding figures.
All attempts at replication were successful.

No randomization was performed because we assumed little selection bias in cell culture.

No blinding was performed as there was no need to prevent the study participants (cell culture) from knowing the treatment conditions. Data
collection was largely performed using automated analysis software.

Monoclonal ANTI-FLAG® M2 antibody produced in mouse was purchased from Sigma (catalog #F1804,1:1000).

Anti-!-actin (mouse) antibody was purchased from Cell Signaling (catalog #3700,1:10000).




