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RNA viruses, such as noroviruses and influenza viruses, are notorious
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environments and evasion of Immune responses, posing a significant P domain Ak Genotype Tracker (tabulated)
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human noroviruses. To address this gap, we have developed a web-
based application that provides a global, spatiotemporal view of
norovirus genotype distribution over the past three decades, as well as
a tool to track the temporal diversification of residues involved in the
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In Genotype Tracker, temporal and spatial
metadata are tabulated using R v4.0 and
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are extracted using phylotools package.
Temporal distribution of amino acid used at

specified positions is tabulated and visualized . . . . .

Graph Generation using R and ggplot2 package. Development * Interactive visua I Ization can be d Ch |€V€d

of VMARP utilizes Shiny and the Posit Connect

development environment. The public t h roug h fl Ite I'S.

a;n.%
LR

Calculation

antibody-mediated neutralization of Gll.4 noroviruses, the most Human Noroviruses Present Multiple Genotypes, with Genotype 2
common norovirus genotype. This innovative tool allows users to Gll.4 being Predominant
visualize the changes occurring in viruses circulating each year, . 4
Including the combination of multiple residues. By combining this tool

with antibody binding information, we have demonstrated that current
Gll.4 norovirus strains have reconstituted conformational epitopes
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