FIG. W5. Maps showing the effects of predicted residues in antibody-binding sites in
driving designated antigenic drifts (A-G). Each colored ball on the map represents a
virus: gray balls denote the viruses in the previous cluster of an antigenic drift event; blue
balls denote the viruses in the drifted cluster; and the yellow ball represents the wild-type
strain from which we generated simulated drift variants by mutating key residues in its
HA sequence. Each mutant is marked with its mutation type on the wild-type strain. For
example, N145K denotes the viruses obtained by mutating the amino acid asparagine (N)
to lysine (K) in position 145 of the wild-type strain, and G135K-N145K represents a
double mutation derived similarly. The mutations not driving antigenic drift are marked
in red, and those driving antigenic drift are marked in light blue. One unit on the map

corresponds to a 2-fold change in HI titer
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