GOLDRUSH-LINK: Integrating minimizer-based overlap detection
and gap-filling into the ntLink long read scaffolder
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GoldRush-Link

Liftover-based rounds

* Running additional rounds of ntLink can produce more contiguous final assemblies

 Re-mapping the reads at each round is costly
-> Liftover mapping coordinates after each ntLink round based on scaffold composition
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* Multiple new features were added to the
ntLink long read scaffolder

» Overlap detection, gap-filling and liftover-based *

rounds

* These improvements were made with our
de novo long read assembler, GoldRush, in
mind, but are also applicable to the general
usage of ntLink
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