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Abstract Results

Background: Although subtype B remains the predominant form of HIV-1 in the United States, limited

data is available on the prevalence and distribution of non-subtype B strains or their trends over time. Subtype 2004 2005 2006 2007 2008 All Samples - Number ~ Number % of Total from " - " f Non-B Strains
r r n r r n
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frequent recombination events, strains referred to as “circulating recombinant forms” (CRFs) or “unique Position
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In the United.States, subtype B is the most common strain,.al’fhough subtype C dominates Wo.rl.dwide. // Figure 3: Phylogenetic neighbor-joining tree for protease-RT region of 1302 genetic an_alysi_s, similarity plqt and bootsgannir_\g were per-
Most HIV-1 viral load assays have been developed and optimized to detect subtype B. In addition, most Table 2: Statistics by state. The 43 states from which samples were received nucleotides. Representative specimens from each subtype and CRF are formed to identify recomblnatlo_n breakpoints within |
controls (including the WHO International Standard) are based on subtype B viruses. Although assays are listed. For each state, the number of non-B samples received, the number shown. Subtype and CRF designations for reference strains from Los fc:?r:\esés%g;r\;;r(.ariglcgsfea]:o;nl;g;; ;ez)/fes/{/ec)dsiela\’:;r)aelsuvr\]/:?hu?
. . . . : Figure 2: Geographic distribution of non-B subtypes. Samples were received from 43 states, 30 of which included non-B subtype samples. The non-B sub- of all sambol ived. th t f B les f that state. th Alamos HIV Sequence Database are shown near each branch. Bootstrap ’ ’
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ave been improved to accomodate the detection of other subtypes, genetic diversity can be challenging types are listed for each state. The colors indicate the total number of samples received and the number of non-B samples received from each state. proportion of non-B samples, and the proportion of all samples is listed. values are indicated. breakpoint (not shown) or 2 breakpoints (4A), and recombi-

for molecular assays. nation of a CRF and a subtype (4B).
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