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Summary

The importance of the antigenic phenotype for vaccine strain selection
(Richard “Aggregation of phenotypic data”, here antigenic cartography)

A small subset of aa substs can cause the majority of antigenic change
(Influenza and SARS-CoV-2)

Sometimes substantial genetic divergence can cause little antigenic change

(Dengue virus, H5 influenza virus, and sometimes swine influenza viruses)
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The genetic basis of antigenic change
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The genetic basis of antigenic change
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Hemagglutinin structure
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Merbecoviruses
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Summary

The importance of the antigenic phenotype for vaccine strain selection
(Richard “Aggregation of phenotypic data”, here antigenic cartography)

A small subset of aa substs can cause the majority of antigenic change
(Influenza virus and SARS-CoV-2)

—— Sometimes substantial genetic divergence can cause little antigenic change

(Dengue virus, H5 influenza virus, and sometimes swine influenza viruses)
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Fig. 1. Genetic analyses of the DENV panel (n = 47). (A)
Phylogenetic tree showing the evolutionary relationships
of DENV E gene sequences. Sequences were aligned with
MAFFT, and a maximum likelihood tree was estimated using
a general time-reversible model, accounting for both among-
site rate variation and invariant sites (GTR+I"4+l). Bootstrap
support values of at least 75% are shown. (B) Amino acid
map of DENV E protein sequences (493 to 495 amino
acids in length). The total amino acid differences between
pairs of E sequences correspond to distances between
points on the geometric display.
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Human seasonal and Eurasian swine H3 influenza
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Human seasonal and Eurasian swine H3 influenza
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A small subset of aa substs can cause the majority of antigenic change
(Influenza and SARS-CoV-2)

Sometimes substantial genetic divergence can cause little antigenic change

(Dengue virus, H5 influenza virus, and sometimes swine influenza viruses)

An indication of antigenic difference in classification is useful for some stakeholders

(For a while in human seasonal influenza viruses we used a “.” to indicate phenotypic change 3C3.2a)
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