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Results

Introduction

Protein-maximization algorithm

e LiftOn uses both DNA-DNA alignments (from Liftoff) & protein-DNA

I Step 1: Chaining algorithm 'o‘
alignments (from miniprot) to map annotations between genome > t

assemblies of the same or different species.

I Mapping RefSeq v220 from GRCh38 to CHM13
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Step 2: ORF-search algorithm
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