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Figure 2: Total number of sequenced reads aligned to the S. ratti genome using (a) short-read and (b) long-read sequencing. Error bars indicate standard
error. Note that for long-read sequencing, there is no 6dpi sample and no replicates. Figure 3: Total number of DNA bases mapped to the S. ratti genome
using (a) short-read and (b) long-read sequencing. Figure 4,5: Total number of DNA bases covered across regions of the S. ratti genome using (4) short-
read and (5) long-read sequencing. Whilst the number of reads aligning to the S. ratti genome is comparable between the two sequencing methods, long-
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