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Fig. 3(a). (Continued.

position, the position® consensus amino acid, the
submitted nucleotide triplet, and the submitted amino
acid. Columns 5 to 12 list the frequency of each mutation
in subtypes A, AE, AG, B, C, D, F, and G in drug-class-
naive persons. Columns 13 to 20 list the frequency of each
mutation in subtypes A, AE, AG, B, C, D, F, and G in
drug-class-experienced persons.

Mutations that occur in at least two persons and have a
frequency of at least 0.5% within a subtype are used
to populate the appropriate columns of the table. A

"90 95 99

superscripted number following the mutation indicates
the proportion of isolates belonging to the subtype and
treatment category (drug-class naive or experienced)
containing the mutation. Each mutation is also a hyper-
link to a separate web page with detailed information on
each isolate, including literature references with Medline
abstracts, the GenBank accession number, and complete
sequence and treatment records. Figure 1 summarizes
the Row of information to the user showing the
sequence upload form (Fig. 1a), the mutation frequency
output (Fig. 1b), and the detailed isolate information
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