Human Herpesvirus 8, Southern Siberia
Technical Appendix Figure 1.
Map of Siberia (top) showing
geographic distribution of
human herpesvirus 8 (HHV-8)
subtypes according to
previous phylogenetic studies
based on the complete or
partial K1 gene/protein
analysis. Russian A/C
subtypes strains were
obtained from patients with
Kaposi sarcoma living in the
Moscow area (1–3). Chinese
A/C strains were obtained in
persons originating from
Xinjiang Uygur region and
reviewed in (4). D subtype
strains were obtained from
inhabitants of Japan, Pacific
Islands, and Australia and
subtype E strains were found
among Native American
populations of the Brazilian,
Ecuadorian and French
Guyanan regions. Gray
arrows correspond to the migration routes of human derived from genetic, archaeologic and anthropologic
studies. The inset box shows the location of the 3 districts where samples were obtained during this
study, Ust-Orda, Ulan-Ude, and Chita, as well as distribution of the molecular subtypes of HHV-8 strains
characterized.
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Technical Appendix Figure 2. Unrooted phylogenetic tree of human herpesvirus 8 (HHV-8) strains
generated by using the neighbor joining (NJ) method with a 586-bp fragment of the K1 gene. The
phylogeny was derived by using the GTR model in PAUP* version 4.0b10 (Sinauer Associates, Inc.,
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Sunderland, MA, USA). Reliability of the inferred tree was evaluated by bootstrap analysis on 1,000
replicates. Numbers on each node indicate the percentage of bootstrap samples (1,000) in which the
cluster is supported. Only bootstrap values >75 are given. K143Ber strain was used as an outgroup. The
18 new ORFK1 HHV-8 sequences labeled in red (GenBank accession nos. GQ861475–GQ861492) were
analyzed with 66 HHV-8 available sequences from the GenBank database. Previously Russian
sequences generated by Lacoste et al. (3) and Kadyrova et al. (2) are labeled in green and purple,
respectively. Bars on the right indicate subtypes, groups and subgroups. A and C correspond to 2 of the 5
main HHV-8 subtypes and A1–A5 and C1--C3 to subgroups within the subtypes described by Zong et al.
(5). The A′, A′′, C′ and C′′ grouping reflects the Cook et al. (6) classification scheme. Phylogenetic
analyses show that all the Siberian sequences, except two pairs (1951/2629 and 1434/1404), are
different.

Technical Appendix Table 1. Demographic, geographic and serologic data of 19 HHV-8 seropositive
persons from Siberia confirmed by molecular analysis*

*HHV-8, human herpesvirus 8; IFA, immunofluorescence assay; LANA, HHV-8 specific antibody directed against latent nuclear antigen; PCR K1,
amplification of a 737-bp fragment of the ORFK1 genomic region of HHV-8; NA, data not available.
†Genetic feature revealed by mtDNA analysis.
‡Weak PCR signal.
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Technical Appendix Table 2. Age-dependent HHV-8 seroprevalence rates, by sex, for 745 persons in
southern Siberia 25–98 years of age who lived in the Ust Orda, Ulan Ude, or Chita districts during 1995*

*HHV-8, human herpesvirus 8. Seropositivity was based on strict criteria; only samples showing punctuate nuclear staining clearly reactive at a dilution
>1:160 were considered HHV-8 positive.
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