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The COVID-192 Genotyping Tool (CGT) is a visualization toolbox for
SARS-CoV-2 whole genome sequencing data. Public sequences
from GISAID is preloaded for inspection, and users have the option
of uploading in-house SARS-CoV-2 sequencing data for concurrent
analysis with public data.

Instructions

Add up to 10 complete (>29000 bp) COVID-19 sequences in fasta
format, in one file. Ensure fasta sequences have headers.
Processing all visualizations should take up to 15 minutes, but
may be longer if uploaded sequences are sufficiently dissimilar to

public domain data. Please DO NOT REFRESH the page after
uploading. Uploaded data will be lost on refresh as we do not store

plotly interface for navigation. Plots can be saved as a png using
plotly. Metadata can be toggled from below.
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Supplementary figure 1: UMAP of GISAID sequences, labelled by country of origin.
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Supplementary figure 2: UMAP of GISAID sequences, labelled by collection date.






