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USING NANOPORE SEQUENCING TO DETECT PATHOGENS IN REAL-TIME AND ON-SITE
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Figure 1- nanoCAS Workflow. These screenshots showcase the workflow of nanoCAS. The user first specifies sequencing run folder and the alert sequences of
interest through FASTA files. The user also specifies the alert threshold (coverage needed to trigger an alert). Then, in the analysis window, the user monitors as NnanoCAS:

the new FASTQ/BAM files are added by the nanopore sequencer to see if any alerts are issued.
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Figure 2 - Sankey Visualization. This is an example of Sankey visualization that the nanoCAS application'provides depending on the database set up. This allows the user to see what is present in the DNA as n a n O CAS
it is being sequenced.
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