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Viruses of the Lyssavirus genus are classified into several genotypes (GT1

to GT7), of which only GT1 (classic rabies virus—RABV) has a cosmopolitan

distribution and circulates in Brazil. GT1 is subdivided into several antigenic

variants (AgV) maintained in independent cycles with a narrow host range and

distinct geographic distributions, namely, AgV1 and AgV2 found in dogs, AgV3

in the vampire bats Desmodus rotundus, and AgV4 and AgV6 in bats non-

hematophagous Tadarida brasiliensis and Lasiurus cinereus, a common variant of

marmoset (Callithrix jacchus), and crab-eating fox (Cerdocyon thous). In this study,

we performed phylogenetic analysis to identify at the antigenic variant level; six

RABV genomes derived from the Rabies Surveillance in the north and northeast

regions of Brazil. The analysis resulted in the formation of 11 monophyletic

clusters, each corresponding to a particular variant, with high bootstrap support

values. The samples were positioned inside the AgV3, AgV6, and Callithrix variant

clades. This is the first report of the AgV6 variant found in northern Brazil,

which provides valuable information for rabies surveillance in the country. The

possibility of viral spillover has been much debated, as it deals with the risk of

shifting transmission from a primary to a secondary host. However, more genomic

surveillance studies should be performed, with a greater number and diversity of

samples to better understand the transmission dynamics of each variant to detect

changes in its geographic distribution and spillover events.
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1. Introduction

Bats (order Chiroptera) are the main reservoir hosts for most
viruses of the Lyssavirus genus (1). Species assigned to the genus
are associated with acute progressive encephalomyelitis. Among
them, the best-described species belong to Lyssavirus rabies, which
is a disease that affects mammals. Lyssaviruses have different
geographic distributions in different parts of the world; however,
only the Rabies virus (RABV) has a cosmopolitan distribution,
except for Antarctica and some isolated islands (2, 3).

Together with carnivores (order Carnivora), bats maintain
the circulation of RABV. Rabies is transmitted directly between
susceptible individuals by bites, scratches, or infection of mucous
membrane virus-containing saliva, without the participation of
arthropod vectors (2, 3).

Currently, 17 species are assigned to the Lyssavirus genus,
which is divided into phylogroups I and II, according to their
antigenic and genetic characteristics. Three species (L. lleida, L.
ikoma, and L. caucasicus) are not included in the phylogroups,
although they are well defined within the genus (4). These species
are distributed into seven genotypes (GT1 to GT7), and only GT1,
which includes the classic RABV, is of epidemiological importance
given its association with a greater number of human cases of
encephalomyelitis compared with other genotypes (2, 4).

GT1 has several antigenic variants associated with different
animal species and regions or countries of origin. Animal hosts
play a fundamental role in the maintenance of each of the RABV
variants, which exist in nature in independent cycles, such as those
related to hematophagous, frugivores, insectivorous bats, and wild
canids, among others (2).

Seven antigenic variants have already been isolated in Brazil
as follows: AgV1 and AgV2 found in dogs; AgV3 isolated from
the vampire bat Desmodus rotundus; and AgV4 and AgV6 isolated
from non-hematophagous bats, Tadarida brasiliensis and Lasiurus
cinereus, commonmarmoset variant (Callithrix jacchus), and crab-
eating fox variant (Cerdocyon thous) (2–4).

It is well established that certain variants are associated
with specific animal species. Therefore, the distribution of a
viral population is conditioned by the regional variation in the
distribution of the host species, as well as by its biological aspects.
The interaction between hematophagous and non-hematophagous
bats and other wild animals facilitates the sharing of antigenic
variants given their adaptation to certain regionally distributed
secondary wild hosts (4).

Another widely discussed factor of great epidemiological
relevance is the real and imminent possibility of changing the
dynamics of viral transmission from a primary host, such as non-
hematophagous bats, to secondary hosts, such as dogs and cats.
Therefore, the prolonged maintenance of virus circulation in a new
population can lead to the expansion of its geographic distribution,
which justifies the introduction of new variants (3, 4).

1.1. Author summary

Rabies is a neglected disease directly related to socioeconomic
factors. Rabies remains a worldwide public health problem due

to its fatal evolution and the high number of human cases
leading to a large number of people submitted to post-exposure
treatments annually. The real magnitude of this problem is
still unknown since epidemiological surveillance systems provide
insufficient information to accurately measure the current scenario
of the disease. Here, we report the circulation of three RABV
variants and their epidemiological importance in the north and
northeast regions of Brazil, which harbor a large diversity of hosts,
including bats.

2. Materials and methods

2.1. Sampling location

Six tissue samples collected from six animals captured in the
north and northeast regions of Brazil were the source material for
sequencing. Three of them came from Cabixi (n = 1, Artibeus
lituratus) and Cacoal (n = 2, Molossus molossus) municipalities,
Rondônia (RO) state. Two samples came from A. literatus captured
in Palmas and Boa Vista, cities of Tocantins (TO) and Roraima
(RR) states, respectively. From the northeast region, we obtained a
sample from a non-human primate (NHP) of the genusCallitrix sp.,
from the city of Teresina, Piauí (PI) state (Figure 1). The samples
came from routine surveillance to investigate possible cases of
rabies in these areas, with no need for submission and approval by
the Ethics Commission on Animal Use (CEUA).

2.2. RNA extraction, double-stranded cdna
synthesis, and genomic library preparation

Approximately 10mg of brain tissue was added to a 2ml
microtube together with 1ml of TRIzolTM reagent and a 5-mm
diameter steel bead and macerated in a TissueLyser II equipment
for 2min at a frequency of 30Hz. Subsequently, 200 µl of
chloroform was added, and the material was transferred to a
tube containing a phase separator polymer, PhasemakerTM Tubes
(Thermo Fisher Scientific), and kept at room temperature for
15min. After centrifugation at 12,000 g at 4◦C for 5min, ∼560 µl
of the upper precipitation phase was recovered and transferred to
a new tube, and 560 µl of pure ethanol was added. Total RNA
from the samples was, then, purified using the PureLink RNAMini
Kit (Invitrogen Life Technologies), following the manufacturer’s
protocol starting with the column purification step described in
the kit. After purification, the RNA was quantified using the Qubit
RNA HS Assay Kit (Thermo Fischer Scientific) in the Qubit 4.0
equipment, according to the manufacturer’s recommendations.

The synthesis of the first and second strands of cDNA
was performed using the SuperScript TM VILO TM Master
Mix Kit (Thermo Fisher Scientific, Waltham, MA, USA) and
NEBNext R© Second Strand Synthesis Module (New England
Biolabs, Ipswich, MA, USA), respectively. The cDNA purification
reaction was performed with the PureLink R© PCR Purification Kit
(Invitrogen Life Technologies). All steps, from cDNA synthesis to
purification, followed the recommendations of the manufacturers.
The synthesized cDNA was quantified with the Qubit Assay DNA
HS Kit in the Qubit 4.0 equipment.
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FIGURE 1

Map showing all locations of sample collection that have been analyzed in this study.

To prepare the genomic library, the Nextera XT DNA Kit
(Illumina) guidelines were followed. Subsequently, the library was
sequenced on the NextSeq 500 platform (Illumina) using the
NextSeq 500/550 High Output Kit v2.5 (Illumina) (300 Cycles)
and employing the paired-end methodology (2 x 150 bp), as
recommended by the manufacturer.

2.3. Data analysis

Initially, the quality of the generated reads was evaluated using
FastQC (5). Subsequently, DIAMOND software (6) was used to
align the reads against the non-redundant (nr) protein database,
taking into account the e-value (10–6) and amino acid identity. The
output files generated by DIAMOND were converted into tabular
output files, and these files were visualized in Krona v. 2.8 (7).

SortMeRNA v.2.1 was used to remove reads corresponding to
ribosomal RNA (rRNA) (8). Next, Trim Galore v.0.4.5 (9) was used
to remove short reads (<75 nt), adapters, and reads containing
more than 10 undetermined bases and generate a FastQC file for
the processed data.

The files generated in the data treatment step were assembled by
the de novo method using SPAdes (10) (kmers: 21, 33, 55, and 77)
and IDBA-UD (11) (kmers: 20, 40, 60, 80, and 100). The grouped

contigs were aligned with DIAMOND under the same parameters
described above.

2.4. Phylogenetic inference

A set of 44 nucleotide sequences corresponding to the
nucleoprotein segment of RABV were analyzed. Of these, six were
target sequences, five from the states in the north region (four
from Rondônia state and one from Tocantins state) and one
from the northeast region (Piauí state). Additionally, five of the
target sequences are from bat samples and one from a non-human
primate, from the years 2018, 2019, and 2021.

Using Geneious v.11.0 software (12), the nucleotide sequences
were aligned using the MAFFT algorithm (13). Then, to evaluate
the metrics of nucleotide distance between the sequences in
the dataset, MEGA X software (14) was used, considering the
Maximum Likelihood Composition substitution model. The final
products were organized in a matrix of distances, which were
later used for the analysis of intra/intergroup distances. The
graphical representation was performed using R software (available
at https://www.r-project.org/) together with the ggplot2 libraries
(available at https://ggplot2.tidyverse.org/), reshape2 (https://cran.
r-project.org/web/packages/reshape2/), and pheatmap (https://
cran.r-project.org/web/packages/pheatmap/). Statistical means
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FIGURE 2

Phylogenetic inference of Rabies virus. (A) The value triangle shows a percentage representation of the analysis verifying the quality of the

phylogenetic signal in the available sequence set which is shown in the value triangle. (B) The phylogeny is reconstructed using the Maximum

Likelihood method. Bootstrap values are determined from 1,000 replicates and are indicated on each node. The highlighted red lines indicate the

target taxa for the evolutionary positioning analysis.

demonstrating the significance of the relationship between
the assessed taxa were generated by applying Student’s t-test
(considering p < 0.05), with a 95% confidence interval and a
sample error margin of 5%.

To evaluate the evolutionary selection pressure acting on
the studied sequences, the ratios between the proportions of
non-synonymous (dN) and synonymous (dS) substitutions
(dN/dS) among the analyzed sequences were obtained

using CodeML software (belonging to the PAML package)
(15, 16). Additionally, to verify the existence of sites
under diversifying selection pressure (positive) throughout
the evaluated region, the online tool Datamonkey (17)
was used, employing its analysis modalities BUSTED
(Branch-site Unrestricted Statistical Test for Episodic
Diversification) (18) and MEME (Mixed Effects Model of
Evolution) (19).
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FIGURE 3

Boxplot graph illustrating the intragroup and intergroup distances of the phylogenetic grouping obtained, including the evaluated sequences. The

analyzed clusters are indicated on the X-axis, and the Y-axis displays the observed percentages of nucleotide distance.

FIGURE 4

Graphic representation of 946 pairs formed by the analyzed sequences, illustrating the estimation of evolutionary pressure values using the dN/dS

ratios. The Y-axis displays the indicative values of evolutionary pressure based on the dN/dS ratio. The internal boxplot graph indicates a prevalence

of the dN/dS ratios between 0 and 0.05 for the evaluated pairs.

Using the aligned sequence file, the phylogeny was

reconstructed using the Maximum Likelihood method with IQ-

TREE v.1.6.12 software (20). The software automatically defined

the best replacement model based on the Akaike Information

Criterion (AIC) (GTR+F+I+G4) and generated bootstrap values
(BPP) based on 1,000 repetitions. An additional analysis was
performed using the software to evaluate the phylogenetic signal
of the sequence set based on the defined AIC model. Finally, the
topology was visualized using Figtree software v.1.4.4 (21), with
definition of the midpoint anchorage of the typology obtained by

the midpoint method (22) and edited using Inkscape (available
at: https://inkscape.org/pt-br/).

3. Results

Based on the sequence quartet evaluation methodology, the
phylogenetic signal analysis resulted in a positive signal, with
98.8% of trees generated exhibiting high reliability and 1% of trees
generated with medium reliability (Figure 2A). The presence of
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FIGURE 5

Evolutionary pressure analysis by Datamonkey. (A) Graphic representation illustrates the positions of sites along the evaluated gene region that

experienced positive selection pressure e�ects. The numerical markings of the site positions are displayed on the X-axis, while the Y-axis represents

the thresholds of evidence for positive selection pressure as defined by the tool used. (B) Sites (codons) along the evaluated region that exhibited

diversifying (positive) selection e�ects, based on the defined parameters of the employed tool.

a negative phylogenetic signal, which is unsuitable for phylogeny
reconstruction, is considered when the sum of unresolved and
partially resolved regions exceeds 30%. Upon reconstructing the
phylogeny, it was observed that 11 monophyletic groups were
formed, demonstrating strong internal support. The target taxa
were distributed among clusters that included sequences of VAg3
clade (taxa OP007155, OP007157, and OP007159) (BPP = 98),
Variant Callithrix clade (taxon OP007154) (BPP = 100), and
Variant 6 clade (taxa OP007158 and OP007156) (BPP = 98)
(Figure 2B).

When evaluating the average nucleotide distances based on
metrics using the Maximum Likelihood Composition model, an
average distance of 0.14 was observed between the assessed taxa.
Furthermore, in the evaluation of these distance metrics, significant
differences (p < 0.05) were observed within the intra/intergroup

comparative analysis when comparing the means obtained for
the taxonomic grouping (Figure 3). These findings support
the previous results regarding the formation of wellestablished
taxonomic grouping among the evaluated variants as represented
in the phylogenetic reconstruction analysis.

When analyzing the evolutionary pressure acting on
the evaluated sequences, based on the non-synonymous to
synonymous substitution ratios (dN/dS), it was observed that
the studied gene region is undergoing global negative selection
(purifying selection). This is indicated by the dN/dS ratios, which
are consistently below 1, suggesting high levels of structural
conservation. The range of the ratios is 0 ± 0.17 (Figure 4).
Additionally, when examining the presence of sites under positive
selection pressure in the set of evaluated sequences using the
BUSTED tool, it is observed that the studied gene region, which

Frontiers in Veterinary Science 06 frontiersin.org

https://doi.org/10.3389/fvets.2023.1257558
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org


Cunha et al. 10.3389/fvets.2023.1257558

evolves globally under negative selection pressure according to the
previous analysis, still exhibits at least eight sites (Figures 5A, B)
experiencing positive selection effects. The results obtained using
the MEME tool are consistent with those from BUSTED, revealing
an overall average dN/dS ratio of 0.0394 and detecting diversifying
selection in at least one site within the evaluated region.

4. Discussion

In recent years, the reports of emerging Lyssavirus have become
frequent, and these occurrences are facilitated by the great diversity
of bats, mainly non-hematophagous ones, and their interaction
between different bat species with other animals. This behavior
favors spillover events facilitating the adaptation of viruses to new
hosts, which contributes to the emergence of new viral strains with
pathogenic potential for other animals and humans (2, 3).

RABV circulation was verified in the northeast region of
Brazil in marmosets (Callithrix jacchus), corresponding to a
unique antigenic group, unrelated to samples found in bats or
terrestrial mammals. This reinforces the hypothesis that marmosets
are a natural reservoir for the virus, since its reading profile
is incompatible with any monoclonal antibody available for
circulating variants in the USA, maintaining a unique pattern.

Regional genetic variations can also be observed in the northern
region. A retrospective study characterized RABV samples from
different mammal species, including humans, from different
regions in the Pará state, isolated between the years 2000 and
2005, and suggested the circulation of at least three distinct genetic
lineages of a variant associated with vampire bats, one of which is
maintained in the Marajó region. This reinforces the hypothesis
that the region, where the first major outbreak of human rabies
transmitted by vampire bats occurred, constitutes a unique niche
for the maintenance of the cycle related to these animals (23, 24).

The epidemiological profile of rabies has changed in recent
years, and wild animals, including the various species of bats, are
considered efficient transmitters of the disease to other animals
and humans. Since 2015, human rabies occasioned by the canine
variants, AgV1 and AgV2, has not been recorded, and the presence
of non-hematophagous bats in urban areas, although protected by
law due to their important ecological role, become a threat to the
population, as the number of RABV positive species grows each
year in Brazil (2, 25).

In the present study, five samples from non-hematophagous
bats and one from an NHP from Rondônia, Roraima, and
Tocantins in the north region and Piauí state, northeast
region, were analyzed. Three sequences from non-hematophagous
bats Artibeus lituratus, from Tocantins (OP007155), Rondônia
(OP007157), and Roraima (OP007159) states, were grouped into
the AgV3, clade AgV, although this variant is more frequently
associated with Desmodus rotundus vampire bats.

The AgV3 variant is strongly established and dispersed in the
north and northeast regions of the country (4). The presence of this
variant in A. lituratus may be related to close interactions between
hematophagous and non-hematophagous bats, which can, to a
certain extent, live in proximity and share the same shelter. In such
a manner, disputes over territory may facilitate the transmission of
RABV variants between different species of bats (26).

In contrast to the sequences from Rondônia and Tocantins,
the sequence from Roraima, although undoubtedly clustered with
the AgV3 group, was the most divergent, positioned in the basal
branch in the clade. This suggests that the genetic variability
within the AgV3 lineage circulating in these regions is higher than
previously known. However, further analyses with a larger number
of sequences must be carried out to confirm this hypothesis.

The only sequence from an NHP sample (OP007154), from the
Piauí state, was positioned in a wellestablished way in the Callithrix
sp. variant clade, together with samples from other locations in the
northeast region of the country. It is noteworthy that since the end
of the 1980s, RABV has been isolated from NHPs, mainly from the
white-tufted marmoset (Callithrix jacchus), in at least four states of
that region (Rio Grande do Norte, Ceará, Piauí, and Pernambuco).
In two of these states (Ceará and Piauí), human cases of rabies
transmitted by marmosets were reported (27).

Marmosets became well adapted to the region and a
more common source of infection for humans. Data from
laboratory-confirmed cases in 20 years suggest the occurrence of
regional transmission and a gradual increase in the geographical
distribution, supporting the emergence of marmosets as a new
reservoir for RABV. In addition, tourism, wildlife traffic, and the
culture of keeping these animals as pets, especially in coastal
regions, are the main risk factors for the increase in human cases
of rabies (27).

As a result of multiple efforts, Brazil achieved satisfactory levels
of control for urban rabies maintained by dogs and cats. However,
rabies in wild animals is still a major challenge for public and
private services focused on human and animal health. The scenario
is patent in the north and northeast regions of Brazil, where several
cases of rabies have been recorded in wild animal species (27, 28).

A great diversity of variants is found in non-hematophagous
bats, which points to the existence of multiple independent
transmission cycles, involving different species of bats. Isolates
from several genera/species of bat, including theMolossidae family,
have already been genetically characterized in studies from different
regions of the country, which provided an important basis for the
analyses of this study (2, 3, 23, 24, 29–32).

Surprisingly, the RABV sequences, OP007156 and OP007158,
from the insectivorous bats, Molossus molossus, collected in
2019 and 2021, in the Cacoal municipality, Rondônia state
(Supplementary Figure 1), were grouped into the AV6 clade, with
sequences from Lasiurus cinereus. Several studies demonstrate a
restricted distribution of AgV6 to the south and southeast regions
of Brazil (31). This is the first description of the variant in the north
region and detected in a species not characteristic of its lineage.

Bats from theMolossus genus are among those most frequently
found infected with RABV, probably due to the ecological
and behavioral characteristics of the genus, increasing their
susceptibility to become infected by specific variants from other
bats, as observed in other studies (31, 33, 34).

Similar events tend to become even more frequent, given the
great diversity of non-hematophagous bats, as well as the real and
constant possibility of transmission between different bat species.
These animals have an incredible ability for true flight, which
makes them travel great distances, thus facilitating the sharing
of territories and favoring the transmission and dissemination of
RABV among them.
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Ultimately, more genomic surveillance studies, particularly
AgV, must be conducted with a larger number and diversity of
samples, which will allow a more comprehensive understanding
of the correlation between the genetic and ecological
characteristics of the RABV variants. This would also enlighten
the relationships between the divergent sequences within
the established clades, thus strengthening the results of this
study. This study highlights the heterogeneity and richness
of the genomic information when it comes to viral diseases
in the Amazon region, with the remarkable role of rabies in
this context.

Data availability statement

The datasets presented in this study can be found in online
repositories. The names of the repository/repositories and
accession number(s) can be found below: https://www.ncbi.nlm.
nih.gov/genbank/, OP007154; https://www.ncbi.nlm.nih.gov/
genbank/, OP007155; https://www.ncbi.nlm.nih.gov/genbank/,
OP007156; https://www.ncbi.nlm.nih.gov/genbank/, OP007157;
https://www.ncbi.nlm.nih.gov/genbank/, OP007158; https://www.
ncbi.nlm.nih.gov/genbank/, OP007159.

Author contributions

TCu: Methodology, Writing—review and editing. FS:
Writing—review and editing, Methodology, Formal analysis. SS:
Methodology, Writing—review and editing, Formal analysis. AR:
Methodology, Writing—review and editing. FP: Writing—review
and editing, Methodology, Formal analysis. LC: Writing—
review and editing, Formal analysis. AN: Writing—review
and editing, Investigation. IO: Investigation, Writing—
review and editing. MB: Investigation, Writing—review and
editing. RO: Investigation, Writing—review and editing. DD:
Writing—review and editing, Formal analysis, Methodology. TP:
Writing—review and editing. TCo: Conceptualization, Project

administration, Supervision, Visualization, Writing—original
draft.

Funding

The author(s) declare that no financial support was received for
the research, authorship, and/or publication of this article.

Acknowledgments

The authors would like to thank the state health departments
that collaborated in field sample collection and the Evandro Chagas
Institute for supporting the study.

Conflict of interest

The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be
construed as a potential conflict of interest.

Publisher’s note

All claims expressed in this article are solely those of the
authors and do not necessarily represent those of their affiliated
organizations, or those of the publisher, the editors and the
reviewers. Any product that may be evaluated in this article, or
claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Supplementary material

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fvets.2023.
1257558/full#supplementary-material

References

1. International Committee on Taxonomy of Viruses (ICTV). (2022). Available
online at: https://talk.ictvonline.org/ictv-reports/ictv_online_report/negative-sense-
rna-viruses/w/rhabdoviridae/795/genus-lyssavirus (accessed June 15, 2023).

2. Brasil. Boletim Epidemiológico. Secretaria de Vigilância em Saúde. Ministério
da Saúde. A vigilância da raiva no Brasil em 2019. (2020). Available online
at: https://www.gov.br/saude/pt-br/centrais-de-conteudo/publicacoes/svsa/raiva/be-
vol-51-no-16-a-vigilancia-da-raiva-no-brasil-em-2019.pdf/view (accessed May 21,
2023).

3. Brasil. Boletim Epidemiológico. Secretaria de Vigilância em Saúde. Ministério da
Saúde. A Campanha Nacional Contra a Raiva Canina no Brasil, 2020 (2021).

4. Brasil. Boletim Epidemiológico. Secretaria de Vigilância em Saúde. Ministério da
Saúde. Raiva transmitida por cachorros do mato (Cerdocyon thous): casos humanos e
conhecimento, atitudes e práticas no Nordeste do Brasil. (2021).

5. Babraham Bioinformatics. FastQC. Available online at: https://www.
bioinformatics.babraham.ac.uk/projects/fastqc/ (accessed November 2, 2021).

6. Buchfink B, Xie C, Huson DH. Fast and sensitive protein alignment using
DIAMOND. Nat Methods. (2015) 12:59–60. doi: 10.1038/nmeth.3176

7. Ondov BD, Bergman NH, Phillippy AM. Interactive metagenomic visualization in
a Web browser. BMC Bioinformatics. (2011) 12:385. doi: 10.1186/1471-2105-12-385

8. Kopylova E, Noé L, Touzet H. SortMeRNA: fast and accurate filtering
of ribosomal RNAs in metatranscriptomic data. Bioinformatics. (2012) 28:3211–
7. doi: 10.1093/bioinformatics/bts611

9. Babraham Bioinformatics. Trim Galore. Available online at: https://www.
bioinformatics.babraham.ac.uk/projects/trim_galore/ (accessed November 2, 2021).

10. Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov AS,
et al. SPAdes: a new genome assembly algorithm and its applications to single-cell
sequencing. J Comput Biol. (2012) 19:455–77. doi: 10.1089/cmb.2012.0021

11. Peng Y, Leung HCM, Yiu SM, Chin FYL. IDBA-UD: a de novo assembler
for single-cell and metagenomic sequencing data with highly uneven depth.
Bioinformatics. (2012) 28:1420–8. doi: 10.1093/bioinformatics/bts174

12. Kearse M, Moir R, Wilson A, Stones-Havas S, Cheung M, Sturrock S,
et al. Geneious Basic: An integrated and extendable desktop software platform for
the organization and analysis of sequence data. Bioinformatics. (2012) 28:1647–
9. doi: 10.1093/bioinformatics/bts199

Frontiers in Veterinary Science 08 frontiersin.org

https://doi.org/10.3389/fvets.2023.1257558
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.ncbi.nlm.nih.gov/genbank/
https://www.frontiersin.org/articles/10.3389/fvets.2023.1257558/full#supplementary-material
https://talk.ictvonline.org/ictv-reports/ictv_online_report/negative-sense-rna-viruses/w/rhabdoviridae/795/genus-lyssavirus
https://talk.ictvonline.org/ictv-reports/ictv_online_report/negative-sense-rna-viruses/w/rhabdoviridae/795/genus-lyssavirus
https://www.gov.br/saude/pt-br/centrais-de-conteudo/publicacoes/svsa/raiva/be-vol-51-no-16-a-vigilancia-da-raiva-no-brasil-em-2019.pdf/view
https://www.gov.br/saude/pt-br/centrais-de-conteudo/publicacoes/svsa/raiva/be-vol-51-no-16-a-vigilancia-da-raiva-no-brasil-em-2019.pdf/view
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://doi.org/10.1038/nmeth.3176
https://doi.org/10.1186/1471-2105-12-385
https://doi.org/10.1093/bioinformatics/bts611
https://www.bioinformatics.babraham.ac.uk/projects/trim_galore/
https://www.bioinformatics.babraham.ac.uk/projects/trim_galore/
https://doi.org/10.1089/cmb.2012.0021
https://doi.org/10.1093/bioinformatics/bts174
https://doi.org/10.1093/bioinformatics/bts199
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org


Cunha et al. 10.3389/fvets.2023.1257558

13. Katoh K, Standley DM. MAFFT multiple sequence alignment software version
7: improvements in performance and usability. Mol Biol Evol. (2013) 30:772–
80. doi: 10.1093/molbev/mst010

14. Kumar S, Stecher G, Li M, Knyaz C, Tamura K. MEGA X: molecular
evolutionary genetics analysis across computing platforms. Mol Biol Evol. (2018)
35:1547–9. doi: 10.1093/molbev/msy096

15. YANG, Ziheng. PAML 4: phylogenetic analysis by maximum likelihood.Mol Biol
Evol. (2007) 24:1586–91. doi: 10.1093/molbev/msm088

16. Nei M, Gojobori T. Simple methods for estimating the numbers of synonymous
and nonsynonymous nucleotide substitutions.Mol Biol Evol. (1986) 3:418–26.

17. Weaver S, Shank SD, Spielman SJ, Li M, Muse SV, Kosakovsky Pond SL.
Datamonkey 2.0: A modern web application for characterizing selective and other
evolutionary processes.Mol Biol Evol. (2018) 35:773–7. doi: 10.1093/molbev/msx335

18. Murrell B, Weaver S, Smith MD, Wertheim JO, Murrell S, Aylward A,
et al. Gene-wide identification of episodic selection. Mol Biol Evol. (2015) 32:1365–
71. doi: 10.1093/molbev/msv035

19. Murrell B, Wertheim JO, Moola S, Weighill T, Scheffler K,
Pond SLK. Detecting individual sites subject to episodic diversifying
selection. PLOS Genetics. (2012) 8:e1002764. doi: 10.1371/journal.pgen.10
02764

20. Nguyen LT, Schmidt HA, vonHaeseler A,Minh BQ. IQ-TREE: a fast and effective
stochastic algorithm for estimating maximum-likelihood phylogenies. Mol Biol Evol.
(2015) 32:268–74. doi: 10.1093/molbev/msu300

21. Rambaut. FigTree version 1.4.4. (2018). Available online at: http://tree.bio.ed.ac.
uk/software/figtree (accessed February 17, 2022).

22. Hess PN, de Moraes Russo CA. An empirical test of the
midpoint rooting method. Biologic J Linnean Soc. (2007) 92:669–
74. doi: 10.1111/j.1095-8312.2007.00864.x

23. Barbosa TFS. Caracterização molecular de cepas de vírus da Raiva isoladas estado
do Pará. [Master’s Dissertation]. Federal University of Pará (2007).

24. Barbosa TFS, Medeiros DB de A, Travassos da Rosa ES, Casseb LMN,
Medeiros R, Pereira A de S, et al. Molecular epidemiology of rabies virus
isolated from different sources during a bat-transmitted human outbreak occurring
in Augusto Correa municipality, Brazilian Amazon. Virology. (2008) 370:228–
36. doi: 10.1016/j.virol.2007.10.005

25. Jaramillo-Reyna E, Almazán-Marín C, de la O-Cavazos ME, Valdéz-Leal R,
Bañuelos-Álvarez AH, Zúñiga-Ramos MA, et al. Public veterinary medicine: public
health rabies virus variants identified in Nuevo Leon State, Mexico, from 2008 to 2015.
J Am Vet Med Assoc. (2020) 256:438–43. doi: 10.2460/javma.256.4.438

26. Gorbunova V, Seluanov A, Kennedy BK. The World Goes Bats: Living Longer
and Tolerating Viruses. Cell Metab. (2020) 32:31–43. doi: 10.1016/j.cmet.2020.06.013

27. Kotait I, Oliveira R de N, Carrieri ML, Castilho JG, Macedo CI, Pereira PMC,
et al. Non-human primates as a reservoir for rabies virus in Brazil. Zoonoses Public
Health. (2019) 66:47–59. doi: 10.1111/zph.12527

28. Vargas A, Alves RV, Domingues CMAS, Castro APB, Rocha SM, Croda JHR.
Raiva.Coordenação-Geral de Vigilância de Zoonoses e Doenças de Transmissão Vetorial.
Boletim Epidemiológico, Número Especial. Secretaria de Vigilância em Saúde, Ministério
da Saúde (2019).

29. Favoretto SR, Carrieri ML, Cunha EMS, Aguiar EAC, Silva LHQ, Sodré
MM, et al. Antigenic typing of brazilianf rabies virus samples isolated from
animals and humans, 1989-2000. Rev Inst Med trop S Paulo. (2002) 44:91–
5. doi: 10.1590/S0036-46652002000200007

30. Favoretto SR, de Mattos CC, de Morais NB, Carrieri ML, Rolim BN, Silva LM,
et al. Rabies virus maintained by dogs in humans and terrestrial wildlife, Ceará State,
Brazil. Emerg Infect Dis. (2006) 12:1978–81. doi: 10.3201/eid1212.060429

31. Menozi BD. Caracterização antigênica e genotípica de isolados do virus rábico, de
quirópteros da cidade de Botucatu – SP e região [Master’s Dissertation]. [São Paulo]:
Universidade Estadual Paulista.

32. Barbosa TFS, Travassos da Rosa ES, Medeiros DBA, Casseb LMN, Pereira AS,
Begot AL, et al. Epidemiologia Molecular do Vírus da Raiva no Estado do Pará
no Período de 2000 a 2005: Emergência e Transmissão por Morcegos Hematófagos.
Desmodus rotundus. (2007) 15:329–48.

33. Oliveira R de N. Vírus da raiva em morcegos insetívoros:
implicações em epidemiologia molecular da diversidade dos genes
codificadores da nucleproteína e glicoproteína. [Master’s Dissertation].
[São Paulo]: Faculdade de Medicina Veterinária, São Paulo University
(2009).

34. Fahl W de O. Filogenia de vírus da raiva isolados de morcegos frugívoros do
gênero Artibeus e relacionados a morcegos hematófagos com base nos genes codificadores
da nucleoproteína N e glicoproteína G [Master’s Dissertation]. [São Paulo]: São Paulo
University (2009).

Frontiers in Veterinary Science 09 frontiersin.org

https://doi.org/10.3389/fvets.2023.1257558
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1093/molbev/msy096
https://doi.org/10.1093/molbev/msm088
https://doi.org/10.1093/molbev/msx335
https://doi.org/10.1093/molbev/msv035
https://doi.org/10.1371/journal.pgen.1002764
https://doi.org/10.1093/molbev/msu300
http://tree.bio.ed.ac.uk/software/figtree
http://tree.bio.ed.ac.uk/software/figtree
https://doi.org/10.1111/j.1095-8312.2007.00864.x
https://doi.org/10.1016/j.virol.2007.10.005
https://doi.org/10.2460/javma.256.4.438
https://doi.org/10.1016/j.cmet.2020.06.013
https://doi.org/10.1111/zph.12527
https://doi.org/10.1590/S0036-46652002000200007
https://doi.org/10.3201/eid1212.060429
https://www.frontiersin.org/journals/veterinary-science
https://www.frontiersin.org

	Phylogenetic analysis of rabies surveillance samples from north and northeast Brazil
	1. Introduction
	1.1. Author summary

	2. Materials and methods
	2.1. Sampling location
	2.2. RNA extraction, double-stranded cdna synthesis, and genomic library preparation
	2.3. Data analysis
	2.4. Phylogenetic inference

	3. Results
	4. Discussion
	Data availability statement
	Author contributions
	Funding
	Acknowledgments
	Conflict of interest
	Publisher's note
	Supplementary material
	References


