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Figure 6: a) The ight data read with the highest mapping score and the subset ofEscherichia coli
genome to which it aligned in entropy space. The reference sequence is shown resampled to match
the length of the read, with both signals smoothed by taking the mean over a sliding window of 20.
Similarity was found to be 0.01 (p = 0.5) between the entropy signals using Pearson’s correlation.
The approximate region of alignment for the BLAST hit is marked as the burgundy line above the
plot, although indices do not correspond between event space and the base-called sequence due to
the presence of stays and skips in the event space reath) Entropy signals for a ground data read
with a stays per base called ratio of 0.0009, far lower than the mean for these data (2.11). Query
coverage for the BLAST alignment of this read tbkambda phagevas 58%, with 68% identity. The cross
correlation between the entropy signals after smoothing was low, r = 0.15, but positive and signi cant
(p = 1.25x10%7). ¢) Similarly smoothed event signals for the same ground data read and reference
sequence as shown irb), which resulted in lower correlation, r = 0.04 (p = 0.06), suggesting that taking
the signal entropy may help match event space representations to references.
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