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Next step: add sequencing errors
Quantification tools are never completely correct, even with perfect data. They Now: perfect reads

struggle most when isoforms are missing from the reference.

The more a missing isoform looks like the canonical, the more of its reads all tools
assign to the canonical isoform. Next: reads with errors

Probabilistic tools keep the gene count correct by allocating all the reads; . - - - ':-

annotation-extending tools keep the transcript counts right. truncated mismatch insertion  deletion



