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: Ab-initio Evidence-based

The rise of long-read sequencing has unveiled the true complexity of
transcriptomes, exposing the limitations of current genome annotation methods in
capturing isoform diversity and alternative splicing.

To address this challenge, we developed SQANTI-evidence, a novel pipeline that
integrates long-read transcriptomes curated with the SQANTI suite into the : e
AUGUSTUS framework to guide structural gene prediction. Evidence-driven

By combining curated long-read evidence with high-confidence training sets, the
method delivers accurate and biologically meaningful annotations, as demonstrated
in Paniagua et al. (2025),
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Results & Conclusion

The main challenge is to
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tools will follow after the final datasets have
been decided upon
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