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F I G U R E  3 .  SARS-CoV-2 Whole Genome Sequencing (WGS) and Variant ID Using Portable MinION Nanopore Platforma

a RNA from wastewater samples previously tested positive by RT-PCR for SARS-CoV-2 was used as template for cDNA synthesis and sequencing library preparation.
Whole genome amplification was accomplished using Midnight primers spanning SARS-CoV-2 genome in a tiled fashion generating 1200 bp amplicons with a 20 bp overlap.
Followed by barcoding and sequencing adapter addition. Sequencing was performed on a MinION Mk1B device using R9.4.1 flow cell.
Lineage defining amino acid (aa) mutations in the Spike protein relative to the Wuhan-Hu-1 reference are indicated in the inset.

T A B L E .  MinION Mk1B Sequencing Output and Genome Coverage

SampleID N50 (bp) Read counts (kb) % Genome coverage Pango lineage WHO label

NB24-MIN149-1-10-PHT 1,182 943 85.88 B.1.617.2 Delta

NB23-MIN141-1-10-PHT 1,179 690 80.70 B.1.1.7 Alpha

NB22-MIN137-1-10-PHT 1,171 800 59.80 B.1

NB21-FEW055-RH 1,149 420 61.88 B.1.1.7 Alpha

NB20-FEW054-PHT 1,143 400 64.62 B.1

NB19-FEW054-PHT 1,159 550 59.68 B
Abbreviations: bp, base pair; kb, kilobases; WHO, World Health Organization.
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