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Results: Metagenome classification and Salmonella identification

e After base calling and QC, the yield was 884,500 reads with an N50 of 9,273bp (longest read was 154,201bp)
* Flye was used on meta mode to assemble contigs, N50 of contigs was 145,133bp (Table 1)
Kraken2 was run on Flye assembled contigs and the data was visualised using Krona (Fig. 2)
2.14% of the overall sequence data was predicted to be Salmonella enterica, with 0.05% of the sequence data predicted to be Salmonella enterica subsp. salamae
In addition to the identification of Salmonella enterica subsp. salamae a snapshot of the patients microbiome was captured. A large proportion of the data (71%) had no

hits when using Kraken2. Faecalibacterium prausnitzii was identified as the most abundant bacterial species in the sample (present at 5.16% of overall sequencing)
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Table 1. displaying the number and size of
contigs assembled by Flye

&
Homo sapiens 0.05% -
Methanobrevibacter smithii ATCC 35061 0.05% -

uncultured phage crAssphage 0.02% -

Figure 2: Krona visualisation of a Kraken2 report generated using contigs assembled by Flye

Subspecies Salamae Salamae AMR gene 1 aac(6')-laa_1 aac(6')-laa_1
Serovar 116,7:g,[m],s,t:[z42] |11 6,7:m,t 116,7:g,[m],s,t:[z42] |11 6,7:m,t AMR gene 2 mdf(A) 1 mdf(A) 1

Serogroup Cl C1l

_ Resistance profile sensitive sensitive
O-antigen 6,7/ 6,7
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