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Figure 2: Comparison of hybrid assembly methods. We compared our long-reads-first assembly method
(long read assembly with Flye followed by short read polishing with Pilon) to Unicycler [1], a short-
reads-first hybrid assembler. The resulting assemblies for the 82 isolates of V. cholerae were
almost identical in length. Average nucleotide identity was slightly lower for Unicycler. The results
of AMR gene detection were exactly identical, but the Flye+Pilon approach is about 4 times faster
than using Unicycler. Note that the shown execution time for the Flye+Pilon approach includes
the execution time for bwa-mem2 and Medaka (in addition to Flye and Pilon themselves), which
are not needed when using Unicycler. ANI was determined against V. cholerae 01 biovar El Tor str.
N16961, accession NC_002505. 1. We excluded 3 isolates (1s002538, 1s002539, 1s002583) from
the ANI % boxplot, as these were found to represent a different serotype (NO 01 NO 0139). ANI -
average nucleotide identity.
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