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Short human eccDNAs are
predictable from sequences
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Introduction:

eccDNAs are emerging clinical targets

What are eccDNAs? Why they are important?

* extrachromosomal circular DNAs

* Chromosomal origins
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Motivation:
conflicting views on eccDNAs formation
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The ubiquitous eccDNAs lack
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accuracy | are predictable from sequences

\ J

DADIN lignificance

linear

Deep learning helps re-assessing
the perceived randomness of
genomics elements

echNA

\
S

Results:
robust prediction of short eccDNAs across
diverse tissues suggesting shared features
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