Raw Short
Reads

Quality Control & Pre-processing QC for Sequencing Reads
(CLC Workbench 12)
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Q>20 Trim Reads , 2 Q>7
Length >15 (CLC Workbench 12) NanoFilt v2.7.1 Length >200

Assembly |—> Unicycler v4.0.819 260 <J

Hybrid de novo assembly

NanoStat v1.2.1%
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. CORRECTNESS COMPLETENESS
Assembly Evaluation 16S rRNA Number of contigs
Genome size 40 core genes (BUSCO®*)
QUAST *2 Assembly graph (Bandage®")
% GC N50

Final complete genome assembly

Genome Annotation ! ] y
Full genome annotation Specific annotation

Antibiotic resistance (ResFinder+?)
Virulence factor (VirulenceFinder*')
Multilocus Sequence Typing (MLST?)
Plasmid Typing (PlasmidFinder37-3)
CRISPR-cas (CRISPRcasFinder*)
Prophage (PHASTER*)

Other...

Prokka v1.14.63%
RAST Annotation Server3®




