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APRESENTACAO

Considerada o berco da histdria e da cultura do Brasil, a Costa do Descobrimento foi tombada
como Patrimonio Natural Mundial pela Unesco, em 1999. Com sua localizacdo privilegiada, O
Arraial d'Ajuda Eco Resort onde sera realizado o evento, é cercado por diversos atrativos naturais:
praias, recifes de corais, enseadas, falésias, manguezais e rios navegaveis, oferecendo condicdes
favoraveis para a pratica do turismo de aventura e ecoturismo. Contamos também com uma estrutura
impar para realizacdo do nosso evento como salas de tecnologia avancada, comportando 598 pessoas
em auditdrio e pode ser dividido em até trés saldes, permitindo a realizagdo de eventos paralelos.
Estamos felizes por poder retomar um pouco da normalidade e poder dar sequéncia ao nosso trabalho,
agora, de volta ao contato com préximo.
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Resumo:

Wheat stripe mosaic virus (WhSMV, Benyviridae) is the causal agent of wheat mosaic disease in Brazil, which
is a serious threat to wheat production in the southern part of the country. Recently, WhSMV has also been
reported in Paraguay and South Africa. The virus is transmitted by the ubiquitous soil-borne
plasmodiophoromycete Polymyxa graminis, and management strategies are mainly based on genetic
resistance. Knowledge about genetic variability and the population structure of the virus supports breeding
programs for the selection and characterization of resistant cultivars. Here we assessed the genetic variability
and population structure of complete genome segments (CG) from 11 Brazilian isolates and 19 South African
isolates retrieved from GenBank, plus 38 coat protein (CP) genes and 51 RdRp domains sequenced from
samples collected in nine different locations throughout Rio Grande do Sul (6) and Parana (3) states of Brazil
from 2017 to 2019. Four and six CG segments of RNA1 and RNA2 were recombinants, respectively, and were
removed from our analysis. Bayesian-inferred trees based on nucleotides (nt) sequences of all non-
recombinants CG segments, CP, CP-RT, triple gene block (TGB1, 2 and 3) and RdRp domain sequences
clearly clustered Brazilian and South African WhSMV isolates separately, supporting the existence of different
subpopulations. In contrast, there was no evidence of clustering of Brazilian isolates in accordance with
provenance or sampling year. Molecular variability of the full-length RNA1 and RNA2 of Brazilian isolates
both displayed slightly greater genetic variation than those of the South African cluster, with nt diversity
indices of 0.003 and 0.002 for RNA1 of Brazilian and South African isolates, respectively, and nt diversity of
0.006 and 0.001 for RNA2 of Brazilian and South African isolates, respectively. Comparing coding regions
individually, South African isolates had lower genetic diversity, with nt diversity values varying from 0.0005
for TGB2 to 0.001 for TGB1. Brazilian isolates presented greater variability in TGB1 (0.015) and CP-RT
genes (0.010) and lower genetic diversity in CP (0.006) and TGB3 (0.008). These differences in genetic
variability between phylogenetically inferred clusters supported the idea of population subdivision. To test
population structure, we used the Nst statistic, analogous to Wright's fixation index at the nt sequence level
and found values >0.25, indicating high genetic differentiation between WhSMV Brazilian and South African
subpopulations. Analysis of nt diversity indicate that the WhSMV Brazilian subpopulation is more variable
than the South African subpopulation, and that the two subpopulations are genetically distinct. The lower
genetic diversity of the South African subpopulation indicates genetic stability or a recent emergence of
WhSMYV in that region. These results suggest that founder effects play a role in shaping the genetic structure
of WhSMV.
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