SUPPLEMENTAL METHODS

Assessment of HIV-1 sequence diversity and divergence.

Nucleotide sequence diversity and divergence were estimated using the program
SENDBS(1) using the HKY 85 plus gamma model. Parameters examined for
each twin included: the average pairwise diversity across the 1995 and 2000 time
points (dt), the average pairwise diversity in 1995 (dx), the average pairwise
diversity in 2000 (dy), the average nucleotide divergence between the 1995 and
2000 time points (dxy), and the net nucleotide divergence between samples (da).
The net nucleotide divergence was defined as the average diversity corrected for
within-sample variation (1). Estimates of standard errors were calculated using

1000 bootstrap replications.

Statistical comparisons

Quantitative variables were compared using the Wilcoxon rank sum test.
Categorical variables were compared using Fisher’s exact test. Correlation was

measured using Pearson’s correlation coefficient.



SUPPLEMENTAL FIGURE LEGENDS

Supplemental Figure 1. T cell receptor Vp spectratype profiles of the twins. T

cell receptor Vp spectratype profiles of the twins from 12/00 (A) and 6/01 (B) are

shown.

Supplemental Figure 2. HIV-1 sequences of the twins aligned against clade B

consensus, NL4-3, and JR-CSF sequences. Sequencing of proviral DNA from

2000 was performed as described in the main text. Consensus amino acids for
each twin were derived when at least three sequences were available for
comparison. The consensus sequences for each twin are aligned against the
Los Alamos HIV Database HIV-1 clade B consensus, NL4-3, and JR-CSF
sequences (these latter two strains are utilized in our laboratories). Regions
corresponding to recognized Clade B consensus peptides or regions of overlap

of consecutive peptides are boxed.

- indicates same amino acid as clade B consensus

x indicates lack of consensus >50%



SUPPLEMENTAL TABLE

Env
1995 2000 Total Net
diversity, diversity, Divergence divergence,

Twin dx (%) se dy (%) se dxy, % se da % se

1-05 4.4 0.59 0.53 0.79 23.12 2.57 20.65 2.49

1-06 6.42 0.77 0.64 0.54 8.96 1.1 5.43 0.96
Between twins

dxy % se da % se

1994 12.48 1.38 7.1 1.13

2000 19.47 2.38 18.89 2.4
Nef

1995 2000 Total Net
diversity, diversity, Divergence divergence,

Twin dx (%) se dy (%) se dxy, % se da % se

1-05 1.7 0.35 1.4 0.32 15.6 1.7 14.0 1.7

1-06 0.6 0.18 1.9 0.47 5.5 0.9 4.2 0.8
Between twins

dxy % se da % se
1994 9.6 1.3 8.5 1.2
2000 15.9 1.7 14.3 1.7

Supplemental Table 1. Diversity and divergence of HIV-1 sequences. Nucleotide

sequence diversity and divergence were estimated using the program SENDBS

using the HKY 85 plus gamma model. Parameters examined for each twin

include: the average pairwise diversity across the 1995 and 2000 time points (dt),

the average pairwise diversity in 1995 (dx), the average pairwise diversity in

2000 (dy), the average nucleotide divergence between the 1995 and 2000 time



points (dxy), and the net nucleotide divergence between samples (da). The net
nucleotide divergence is defined as the average diversity corrected for within-
sample variation. Estimates of standard errors are calculated using 1000

bootstrap replications.
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SUPPLEMENTAL FIGURE 1A
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SUPPLEMENTAL FIGURE 2
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