Description of Additional Supplementary Files

Supplementary Data 1 Transcripts detected by FLAIR.

Supplementary Data 2 Long-read, short-read, and 3’ sequence analysis using GTF files from
FLAIR.

Supplementary Data 3 Gene list with 3’ extension.

Supplementary Data 4 List of mono-exon 3XTs stabilized by MTR4 depletion.
Supplementary Data 5 List of multi-exon 3XTs stabilized by MTR4 depletion.
Supplementary Data 6 Proteins predicted to bind to the motifs generated from MEME using
Tomtom. Tomtom estimates the p-value using a null model consisting of sampling motif
columns from all the columns in the set of target motifs.

Supplementary Data 7 The prediction of multi-exon 3XT coding sequences.
Supplementary Data 8 Phase separation region prediction using dSCOPE (mode: High).
Supplementary Data 9 Primers for qRT-PCR analysis.

Supplementary Data 10 siRNAs.

Supplementary Data 11 Primers for plasmid construction.



