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Abstract

Oxford Nanopore sequencing is a single molecule sequencing technology that A~ C~
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during sequencing. While this metadata is retained in POD5/FASTS5 files, it is not
carried on in FASTQ/BAM formats. We show that only signal_positive reads reliably
represent complete molecules, whereas other classes (e.g., mux_change,
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unblock_mux_change, signal_negative) indicate that the read was derived from only
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part of a molecule, producing truncated sequence predictions. Across multiple datasets, o

Figure 4. Prevalence of End Reasons Across Diverse Experimental Conditions.

these non-signal-positive reads comprised ~3—6% ot total reads present in the final
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