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The worldwide analyses of HTLV-2 have demonstrated the existence of four molecular
subtypes of the virus: HTLV-2a, -2b, -2c, and -2d. Studies on HTLV-2 isolates in Brazil
have revealed that they are phylogenetically related to HTLV-2a subtype, but there is a
HTLV-2b phenotype with respect to the transactivating protein, tax. These isolates were
tentatively named HTLV-2c, but phylogenetic analysis of LTR, env, and tax regions
unequivocally demonstrated that Brazilian HTLV-2 sequences are members of HTLV-2a
subtype. Subgroups of HTLV-2 have been demonstrated by analyzing LTR genomic
region. The present study aimed to investigate subgroups of HTLV-2 isolates from the
South and Southeast regions of Brazil. A segment of 458 bp from LTR region of 14 HTLV-
2 isolates from Londrina, South of Brazil, and 4 HTLV-2 isolates from S&o Paulo,
Southeast of Brazil were analyzed using restriction fragment length polymorphism (RFLP)
and nucleotide sequence according to Switzer et al., 1995; Eiraku et al., 1996, and
Caterino-de-Araujo et al, 1997. Seven enzymes sites were used in RFLP analysis: Drall,
Avall, Banll, Bgll, Bsu36l, Sacll, and Smal. Phylogenetic tree and predicted
endonuclease maps were constructed, and RFLP gel analysis was performed for
comparison. Analysis of the nucleotide sequences clustered all isolates into subtype 2a,
and it suggests the existence of distinct phylogenetic subgroups. The predicted restriction
endonuclease maps of the amplified products disclosed four RFLP groups named: a4,
a4Br, a5Br, and a6Br. There was good correlation between the observed phylogenetic
clusters and the predicted RFLP groups. In addition, RFLP analysis showed the same
profiles detected by restriction endonuclease maps. The obtained results confirm the
occurrence of subgroup a4 and Brazilian HTLV-2a4Br, -2a5Br and -2a6Br subgroups, and
stand RFLP analysis as an additional method for performing HTLV-2 epidemiology

studies.
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