Summary
Sequencing is initiated with real-time base calling enabled while monitoring pore activity through the software interface. The run was continued until sufficient coverage was achieved. Following sequencing, high-accuracy base calling was performed using default settings to generate FASTQ files. Consensus sequences were then generated for each amplicon using a neural network–based polishing algorithm and exported in FASTA format. Sequences were identified using ToxoDB to confirm the correct organism. Subsequently, the sequences were aligned to a reference genome using public genomic databases, and the alignments were visualized to identify polymorphic positions. Finally, variants were detected using a consensus-based variant-calling approach and categorized into single-nucleotide polymorphisms and insertion/deletion events.

