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State-of-the-art and CGR

A lot of reference-based approaches
e shortreads alignment ( X inaccurate)
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o dipcall [Nature Methods, 2018]
o  PAV/[Science, 2021] v/ based on efficient FMD index (BWT-based) and specific strings

o VolcanoSV [Nature Communication, 2024]
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Proposal

v

pangenome-based approach (which uses both representations)

v mapping-free approach (does not rely on read alignments)
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