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Covid19-UFR] Workgroup

The COVIDI19-UFRJ Workgroup encompasses all individuals (physicians, professors, technicians, postgradu-
ate and undergraduate students, and volunteers) who participated in the COVID-19 diagnostics at the Universidade
Federal do Rio de Janeiro during the COVID-19 pandemic.

Members

Atila Duque Rossi, Bruno Clarkson, Camila de Almeida Velozo, Camila Nacif, Camille Victdria, Leal Correia de
Silva, Caroline Macedo Nascimento, Carolyne Lalucha Alves L da Graga, Cassia Cristina Alves Gongalves, Cintia
Policarpo, Cynthia Chester Cardoso, Débora Souza Faffe, Ekaterini Goudouris, Elaine Sobral da Costa, Elisangela
Costa da Silva, Erica Ramos dos Santos Nascimento, Fabio Hecht Castro Medeiros, Fernanda Leitdo dos Santos,
Fernando Luz de Castro, Francine Bittencourt Schiffler, Gabriela Bergiante Kraychete, Guilherme Sant’Anna de
Lira, Gustavo Peixoto Duarte da Silva, Helena Keito Toma, Huang Ling Fang, Inés Corréa Gongalves, Ingrid Camelo
da Silva, Isabela de Carvalho Leitdo, Isabela Labarba Carvalho de Almeida, Jessica Maciel de Almeida, Joissy
Aprigio de Oliveira, Juliana Cazarin de Menezes, Juliana Tiemi Sato Fortuna, Karyne Ferreira Monteiro, Lendel
Correia da Costa, Leticia Averbug Corréa, Liane de Jesus Ribeiro, Lidia Theodoro Boullosa, Liliane Tavares de Faria
Cavalcante, Lucas Matos Millioni, Manoel Itamar do Nascimento, Marcelo Amaral de Souza, Marcelo Calado de
Paula Torres, Mariane Talon de Menezes, Marisa Souza Correia, Mateus Rodrigues de Queiroz, Matheus Augusto
Calvano Cosentino, Mayla Gabryele Miranda de Melo, Pedro Henrique Costa da Paz, Pedro Henrique Costa da Paz,
Richard Araujo Maia, Rodrigo de Moraes Brindeiro, Sérgio Machado Lisboa, Thamiris dos Santos Miranda, Victor
Akira Ota and Viviane Guimaraes Gomes.
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Fig. 1: plaque assay plate of the sample 6439 (A), showing the indicated inoculum dilutions in duplicate wells of infected Vero cell monolay-
ers. The two plaque phenotypes observed in this sample are highlighted in the inset (B) of the 10~ dilution duplicates (dashed panel). Red ar-
rowheads correspond to the larger and turbid plaques with undefined borders, whereas blue arrowheads indicate the smaller and clearer plaques
with well-defined circular borders.
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Fig. 2: phylogenetic characterisation of severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2) obtained from the sample 6439 (A)
Maximum likelihood phylogenetic tree inferred from a dataset comprehending all Brazilian SARS-CoV-2 complete genome sequences from
lineage B.1.1.33 available on GISAID EpiCoV database (as of July 17, 2021) (» = 1,307). The light purple shade highlights the clade where the
novel genome clustered. (B) Zoom on the previous clade, revealing that the new characterised genome clusters as sister to a group comprehend-
ing four sequences from Rio de Janeiro and one from Parana, though with low support value (SH-aLRT = 0) to the overall tree due to limited
sequences divergence. The tree was arbitrarily rooted on the oldest sequence available in the dataset for visualisation purposes only. The scale
bar indicates average substitutions per site.
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Fig. 3: maximum likelihood phylogeny containing the currently characterised diversity of alphaherpesviruses. The tree indicates that the HSV-1
strain herein described (6439 ,,) clusters with maximum support as a sister to a clade composed of strains El1, E10, E25, E6, E23, E15, and E35.
Black bars mark Alphaherpesvirus groups described in Pffaf et al., ") and the red branch indicates the HSV-1 sequence obtained from sample
6439 ... The tree was midpoint rooted for visualisation purposes only. The scale bar indicates nucleotide substitutions per site.
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Fig. 4: plaque reduction neutralisation test (PRNT) with SARS-CoV-2%¥(A) and HSV-14 PP (B), the isolated viruses from 6439 samples using
double-negative, anti-SARS-CoV-2, and anti-HSV sera. Columns correspond to fixed Vero cell monolayers subjected to the following condi-
tions from left to right: uninfected cells (cell control), virus inoculated cells without serum (virus control), and cells inoculated with 100 PFU of
virus pre-incubated with the indicated dilutions of the corresponding serum.
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Fig. 5: plaque assay plates of severe acute respiratory syndrome coronavirus 2 (SARS-CoV-2)**(A), Herpes simplex virus 1 (HSV-1)** plaque
reduction neutralisation test (PRNT) (B), HSV-1°4 PP (C). Plates showing the indicated inoculum dilutions in duplicate wells of infected Vero
cell monolayers. (D) HSV-1 detection was performed by polymerase chain reaction (PCR). Amplicons (268 bp) were visualised in 1.5% agarose
gel electrophoresis. Lane M: 1 kb Plus DNA Ladder (Invitrogen); lanes 2 and 3: HSV-1 positive controls; lane 8: no template control. (E) Micros-
copy of Vero cells infected with purified HSV-1 from the sample 6439 ., at MOl of 0.1 and 1 after 24 hpi. Panels on the right are magnifications
of the correspondent yellow dashed inset. Black arrowheads indicate enlarged and round dying cells, and yellow arrowheads indicate cytoplas-
mic vacuolisation. White scale bars = 50 pm.
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