Comparison of TSS predictions from various RNA-Seq methods with orthogonal experimental GM12878 TSS evidence from ENCODE on
GRCh38 primary assembly. For each of the RNA-Seq methods, the 5' most base was extended by 25 bases on either end and merged
with overlapping TSS regions on the same strand to define TSS predictions. If the TSS prediction was within 25 bases of the ENCODE
CAGE mappings (ENCFF103DEY, ENCFF260HMC) on the same strand, or overlapped Pol-Il narrow peaks (ENCFF303DQB, ENCFF324NBP),
or DNase-seq broad peaks (ENCFF235KUD, ENCFF491BOT), the predictions are considered confirmed. The strand read column is the
number of molecules sequenced. The isoform predictions column is the number of StringTie2 or FLAIR models use in computing the TSS
predictions, with both the number and rate of confirmed merged TSS prediction given for each evidence independently and combined.
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