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Completeness-aware binning strategy HiFi assemblies produce many high-quality MAGs HiFi-MAG-Pipeline produces several informative figures displaying quality

There are many challenges to metagenome assembly, which include:
— the presence of multiple species

— uneven and unknown species abundances

— conserved genomic regions shared across species
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— Standard binning assumes genomes (MAGs) are fragmented and occur as
multiple contigs.

— This causes unexpected behavior — long, complete contigs can be mis-binned

— Recovered 60-325 MAGs per sample

— Found 33-193 MAGs (up to 65%) are single-contig (Figs. 3, 4)
HiFi-MAG-Pipeline yields more total MAGs than other standard methods
— Found 14-67% increase in total MAGs (Fig. 3)

characteristics for MAGs recovered (Fig. 5). It also provides metadata from
CheckM2 and GTDB-Tk, and all MAG sequences are provided as individual
fasta files for downstream analysis.
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