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Candidate Windows

k-mer frequencies &
match complexity

Uniqueness Scores

Align to own genome

Pairwise Anchors

score > uniqueness + €




Application: Homology-based scaffolding
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Application: Homology-based scaffolding
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Application: Enhanced orthology inference

@ partition of genomes into anchor-separated regions with homologs
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@ initial orthology graph contruction (sequence similarity, cograph
editing)

© rearrangement-aware refinement

D

Di_1j—1+6(t7,tP)

Q'Q | . .. Diy;+6(t8, )
@ 9 "9 | /N Djj = min D1 +5(*atjb)
® @® ‘. 6 Di—1j—2+ A(ffi»lfflb» t7)

Di_pj—1+ At “a, t7, t7)

Marc Hellmuth et al. “Orthology relations, symbolic ultrametrics, and cographs”. In: Journal of mathematical biology 66.1
(2013), pp. 399-420
Sarah J Berkemer et al. “Smore: Synteny modulator of repetitive elements”. In: Life 7.4 (2017), p. 42



Application: Enhanced orthology inference
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Thank you!

https://anchored.bioinf.uni-leipzig.de/



