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Abstract 

Background  The study of the ecology of Trypanosoma cruzi is challenging due to its extreme adaptive plasticity, 
resulting in the parasitism of hundreds of mammal species and dozens of triatomine species. The genetic analysis of 
blood meal sources (BMS) from the triatomine vector is an accurate and practical approach for gathering informa-
tion on which wild mammal species participate in a local transmission network. South American coatis, Nasua nasua, 
act as important reservoir host species of T. cruzi in the Pantanal biome because of their high rate of infection and 
elevated parasitemia, with the main discrete typing unit (DTU) lineages (TcI and TcII). Moreover, the carnivore coati is 
the only mammal species to build high arboreal nests for breeding and resting that can be shared by various verte-
brate and invertebrate species. Herein, we applied the sensitive and specific methodology of DNA barcoding and 
molecular cloning to study triatomines found in a coati nest to access the diversity of mammal species that explore 
this structure, and therefore, may be involved in the parasite transmission network.

Methods  Twenty-three Triatoma sordida were collected in one coati’s nest in the subregion of Nhecolândia, Pantanal. 
The DNA isolated from the gut of insects was subjected to BMS detection by PCR using universal primers that flank 
variable regions of the cytochrome b (cytb) and 12S rDNA mitochondrial genes from vertebrates. The Trypanosoma 
spp. diagnosis and DTU genotyping were based on an 18S rDNA molecular marker and also using new cytb gene 
primers designed in this study. Phylogenetic analyses and chord diagrams were constructed to visualize BMS haplo-
types, DTU lineages detected on vectors, and their interconnections.

Results  Twenty of 23 triatomines analyzed were PCR-positive (86.95%) showing lineages T. cruzi DTU TcI (n = 2), TcII 
(n = 6), and a predominance of TcI/TcII (n = 12) mixed infection. Intra-DTU diversity was observed mainly from dif-
ferent TcI haplotypes. Genetic analyses revealed that the southern anteater, Tamandua tetradactyla, was the unique 
species detected as the BMS of triatomines collected from the coati’s nest. At least three different individuals of T. 
tetradactyla served as BMS of 21/23 bugs studied, as indicated by the cytb and 12S rDNA haplotypes identified.

Conclusions  The identification of multiple BMS, and importantly, different individuals of the same species, was 
achieved by the methodology applied. The study demonstrated that the southern anteaters can occupy the South 
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American coati’s nest, serving as the BMS of T. sordida specimens. Since anteaters have an individualist nonsocial 
behavior, the three individuals detected as BMS stayed at the coati’s nest at different times, which added a temporal 
character to BMS detection. The TcI and TcII infection, and significantly, a predominance of TcI/TcII mixed infection 
profile with different TcI and TcII haplotypes was observed, due to the discriminatory capacity of the methodol-
ogy applied. Tamandua tetradactyla, a host which has been little studied, may have an important role in the T. cruzi 
transmission in that Pantanal subregion. The data from the present study indicate the sharing of coatis’ nests by other 
mammal species, expanding the possibilities for T. cruzi transmission in the canopy strata. We propose that coatis’ 
nests can act as the true hubs of the T. cruzi transmission web in Pantanal, instead of the coatis themselves, as previ-
ously suggested.

Keywords  Tamandua tetradactyla, Triatoma sordida, Molecular cloning, DTUs, Mixed infection, Wild mammals

Background
Trypanosoma cruzi (Chagas, 1909) (Kinetoplastida, 
Trypanosomatidae) is a hemoflagellate parasite causa-
tive of American trypanosomiasis in animals and Chagas 
disease (DC) in humans [1]. The parasite infection occurs 
by two main transmission mechanisms: the vectorial-
oral route, which occurs through predation of infected 
bugs or wild mammals, or by ingestion of contaminated 
food by triatomine feces; and the contaminative vectorial 
route, which occurs through contact with contaminated 
feces voided by the bugs during feeding [2]. The T. cruzi 
transmission in the wild is a complex, multi-factorial, 
dynamic, and non-linear network [3–5], involving hun-
dreds of mammal species, dozens of triatomine species, 
and seven different lineages of the parasite [6–8].

In this complex enzootic scenario, South American 
coatis, Nasua nasua (Linnaeus, 1766) (Carnivora, Procy-
onidae), have been reported as a relevant host for T. cruzi 
transmission in the Pantanal biome [4, 8, 9]. South Amer-
ican coatis, which in Pantanal wetlands present high pop-
ulation densities, are scansorial mammals that feed on 
fruits, arthropods, small vertebrates, and even snakes [10, 
11]. They are a unique mammal species that build arbo-
real nests for breeding and resting, which are shared by 
various vertebrates and invertebrates [9, 12, 13]. Coatis’ 
nests were found highly infested by triatomines, espe-
cially by the genera Rhodnius Stål, 1859, and Triatoma 
Laporte, 1832 (Hemiptera, Reduviidae), involving differ-
ent developmental instars [9, 12], indicating colonization 
success and that South American coatis can be infected 
by T. cruzi in early life [4]. Coatis’ nests were considered 
a true biocenosis since they may be used concomitantly 
by other living beings [3, 14]. South American coatis are 
one of the main reservoirs of T. cruzi in the Pantanal wet-
land due to the high rate of infection, mainly by TcI and 
TcII discrete typing unit (DTU) lineages, in both single 
and mixed infections [5, 15]. In addition, because of the 
high parasitemia by both polar DTUs TcI and TcII, and 
also infection by TcIII/TcIV [3], coatis were proposed as a 

trypanosomatid bioaccumulator, and the key species for 
T. cruzi dispersion at the Pantanal biome [15–17].

Blood meal source (BMS) detection of hematophagous 
insects using DNA barcoding has been relatively recently 
applied to identify the species that potentially partici-
pate in the transmission cycle of the parasite. Indeed, 
molecular approaches have higher specificity and sen-
sitivity than immunological assays, such as the precipi-
tin test. In Brazil, different profiles of T. cruzi enzootic 
diseases, with diverse species involved in the transmis-
sion, were revealed in the Caatinga biome using this tool 
[18–21]. Two rodent species with differential roles in T. 
cruzi transmission, Kerodon rupestris (Wied-Neuwied, 
1820) (Rodentia, Caviidae) in the wild, and Galea spixii 
(Wagler, 1831) (Rodentia, Caviidae) in linked sylvatic and 
domestic cycles, were the main BMS of Triatoma brasil-
iensis Neiva, 1911 complex in localities of the Rio Grande 
do Norte state [18]. A diversity of 20 vertebrate species 
were shown as BMS of T. brasiliensis in the Ceará state, 
with the highest frequency of rodents in all ecotopes 
[19]. In contrast, birds were the most frequent molecu-
lar BMS identified in triatomines from Bahia state, and in 
addition, blood of domestic dogs was highly detected in 
Triatoma sordida (Stål, 1859), the most T. cruzi-infected 
triatomine species found [20]. These three studies 
showed that molecular techniques can reveal the variety 
of BMS profiles that reflect micro-regional differences, 
which ultimately must be considered in epidemiological 
surveillance and control strategies.

Molecular techniques such as polymerase chain reac-
tion (PCR)-heteroduplex assay [21], molecular cloning 
[22], and recently, next-generation sequencing (NGS) 
[23] have been successfully applied in BMS identification. 
In particular, multiple BMS not only of diverse vertebrate 
species but also individuals of the same species have been 
revealed in a few studies based on molecular cloning, [22, 
24–26]. This approach could be especially relevant in the 
identification of mammal species that circulate among 
different habitats, including T. cruzi hosts with high 
infective competence, such as South American coatis, 
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and in the coatis’ nests, a biocenosis where invertebrates 
and vertebrates find food and shelter, being a potentially 
extraordinary structure not yet explored.

Considering the complexity of the enzootic scenario 
in the Pantanal biome, we hypothesize that coatis’ nests 
functioned as important hubs of the ecological T. cruzi 
transmission. In order to elucidate the complexity of 
this biocenosis, we conducted BMS and T. cruzi DTU 
identification from triatomines collected in a South 
American coatis’ nest from the Pantanal biome, using 
PCR-sequencing, DNA barcoding and molecular cloning 
approaches.

Methods
Study area
Triatomines (n = 23) were collected from a nest of South 
American coatis N. nasua in Nhumirim Ranch (56°39′W, 
18°59′S), situated in the subregion of Nhecolândia, Pan-
tanal biome, municipality of Corumbá, Mato Grosso do 
Sul State, Brazil. The coati arboreal nest was identified 
and triatomines were collected by the specialists and 
coauthors of this study (AMJ and HMH). Coati nests are 
characterized by having open and semispherical shapes 
(“bird-like” nests), composed of leaves and branches from 
the tree in which they are located, and in the Nhumirim 
Ranch, the lowest nest found was 5 m above the ground, 
in high canopy density [9, 12, 13]. The capture and iden-
tification of triatomine bugs are described elsewhere [9]. 
This region is characterized by a mosaic of semi-decid-
uous forests, arboreal savannas, and seasonally flooded 
fields covered by grasslands [27]. The Pantanal is a neo-
tropical floodplain and is known for its wide biodiversity, 
with two well-defined seasons: a rainy summer (October 
to March) and a dry winter (April to September) [28]. It 
is worth mentioning that this area is subjected to multi-
annual cycles of high flood and severe drought years, and 
these seasonal flood-drought cycles are the most striking 
ecological phenomena of the Pantanal, resulting in dras-
tic changes in the landscape [29].

Triatomine processing and parasitological analysis
Triatomine nymphs of the fifth-instar stage and adults, 
male and female, were stored live in Falcon® tubes. The 
specimens were characterized as T. sordida by a specialist 
from the Laboratório Nacional e Internacional de Refer-
ência em Taxonomia de Triatomíneos (LNIRT–IOC/
FIOCRUZ), Rio de Janeiro, Brazil.

The abdomen of the specimens was removed with 
a scalpel blade and kept in sterile phosphate-buffered 
saline (PBS) at −20 °C, according to the LABTRIP IOC/
FIOCRUZ protocol. Parasitological analysis for Trypa-
nosoma spp. infection was performed through fresh 
examination of the gut content macerated in 0.85% saline 

solution supplemented with 10% antibiotic solution. The 
samples were examined under a light microscope for the 
presence of flagellated forms.

Molecular characterization of BMS and T. cruzi infection
A fraction of 200  µl of the intestinal content was ther-
mally shocked in liquid nitrogen and then treated with 
digestion solution (10 mM NaCl, 10 mM Tris–HCl, 0.5% 
SDS, 50  mM EDTA, pH 8.0) and 20  mg/ml of Protein-
ase K (Invitrogen) at 56 °C for 12–24 h [30]. The DNeasy 
Blood & Tissue Kit (Qiagen) was applied. Negative 
extraction controls were included and DNA concen-
tration was estimated using a Quantus™ Fluorometer 
(Promega).

The detection of BMS was based on the DNA barcod-
ing approach with the application of universal primers 
to identify vertebrate species, flanking mitochondrial 
DNA targets of cytb (358  base pairs [bp]) [31] and 12S 
ribosomal DNA (rDNA; 215  bp) [32], according to the 
literature. The reconstructive polymerization method to 
increase DNA quality and concentration was performed 
as a pre-PCR step [33]. For endogenous control of DNA 
amplification, a cox1 barcode target, which amplified vec-
tor gene DNA, was used [34].

Detection of T. cruzi infection was based on an 18S 
rDNA target, using primers and PCR conditions as 
described in the literature [35]. New primers for an inter-
nal region of the cytb target [36], which generate a PCR 
product of about 200  bp, were designed for this study 
using Primer3 software 0.4.0 v. Primers MinicytbF: 5′- 
GCA​TGA​ATG​TTT​TTY​AGT​TGYT-3′ and MinicytbR: 
5′-TCA​YAC​TAA​YAA​ATG​YGT​RTC​AAA​-3′ at 20  pmol 
of each were used in a PCR with a final volume of 25 µl, 
including, High Fidelity Buffer [600  mM Tris-SO4 (pH 
8.9), 180  mM (NH4) 2SO4], 2.5  mM of MgSO4, 2  mM 
of each dNTP, 2.0  U of Platinum® Taq DNA Polymer-
ase High Fidelity (Invitrogen, Paisley, Scotland), and 
50–100 ng of DNA. PCR thermal conditions were a dena-
turing step at 94  °C for 2  min followed by 40 cycles of 
denaturation at 94 °C for 30 s, annealing at 42 °C for 30 s, 
and elongation at 72 °C for 30 s followed by extension at 
72 °C for 7 min in a SimpliAmp Thermal Cycler (Applied 
Biosystems, CA, USA). Extraction blank and PCR-nega-
tive controls were included.

PCR products were subjected to gel electrophore-
sis agarose (2%) stained with GelRed (Biotium, Inc., 
CA, USA) and visualized under ultraviolet (UV) light. 
Amplicons were purified using the Illustra GFX PCR 
DNA and Gel Band Purification Kit (GE healthcare, IL, 
USA) or ExoSAP-IT (Affymetrix, USA), according to 
the manufacturer’s instructions. DNA direct sequencing 
was conducted using the BigDye Terminator v3.1 Cycle 
Sequencing Kit (Applied Biosystems, CA, USA) and the 
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ABI 3730 sequencer (Applied Biosystems, Waltham, 
MA, USA) at the RPT01A/FIOCRUZ sequencing facil-
ity. The sequences obtained were deposited in GenBank. 
PCR products from BMS targets were cloned to identify 
multiple sources as well as different individuals from the 
same species. Trypanosoma cruzi PCR products were 
cloned when mixed infections were observed in direct 
DNA sequencing. Molecular cloning was performed 
using pGEM®-T Easy Vector Systems, according to the 
manufacturer’s protocol (Promega). Cloning products 
(1–10) were sequenced as described above.

Sequences were submitted to edition, alignment, 
and visualization using Lasergene SeqMan™ v.7.0 
(DNASTAR, Madison, WI, USA), BioEdit v.7.0.5 
(Department of Microbiology, North Carolina State 
University, Raleigh, NC, USA), MUSCLE, and GeneDoc 
v.2.6.002 [37–39]. BLAST searches were performed in 
NCBI (http://​blast.​ncbi.​nlm.​nih.​gov/​Blast.​cgi) to identify 
the obtained DNA sequences using the cut-off values of 
95% query coverage and 98% genetic identity for species 
identification. BMS and T. cruzi DTU haplotypes from 
this study and identical sequences from the GenBank 
reference dataset were recognized using the program 
DAMBE v.4.0.75 [40]. The intraspecific and intra-DTU 
genetic distances were calculated using a p-distance 
model in MEGA X v.10.1.7 [41].

Phylogenetic tree construction was performed by 
applying neighbor-joining (NJ), maximum likelihood 
(ML), and Bayesian inference (BI) methods. NJ and ML 
phylogenetic analyses were conducted using MEGA. 
For the cytb gene marker, NJ method was applied using 
the Kimura 2-parameter plus gamma distributed 
rate variation among sites model (K2P + G) and ML, 
using  Hasegawa–Kishino–Yano model plus gamma 
distribution (HKY + G), as determined by the best-fit 
model of DNA substitution command using the Bayesian 
information criterion in MEGA. NJ and ML trees of the 
12S rDNA marker were constructed using the K2P and 
Jukes–Cantor (JC) models, respectively. The statistical 
support of the branches was generated by 1000 bootstrap 
reproductions. In addition, BI analysis was subsequently 
performed (MrBayes), implemented through TOPALi 
v.2.5 [42], using the best-fit model selected based on the 
Bayesian information criterion, HKY + G for cytb rDNA 
and the JC model for 12S rDNA marker.

Trypanosoma spp. phylogenetic trees were constructed 
using NJ and ML, both the K2P + G model for the 18S 
rDNA target and the Tamura 3-parameter plus gamma 
distribution (T92 + G) for the cytb marker. BI phylo-
genetic trees were constructed using K2P + G for 18S 
rDNA and HKY plus the proportion of invariable sites 
(HKY + I), for the cytb marker.

Chord diagrams that represent the connections per tri-
atomine between the BMS species/individuals and the 
T. cruzi DTUs, identified in the study, were constructed 
using the CIRCOS online tool (http://​circos.​ca/) [43]. The 
number of clones of BMS and T. cruzi DTUs detected 
per triatomine evaluated was used as a relative metric of 
abundance [44].

Results
Twenty-three triatomines were subjected to molecu-
lar BMS detection and Trypanosoma spp. diagnosis 
and genotyping analyses. BMS were determined for 21 
(91.3%) specimens, 19 using cytb gene target and 10 by 
12S rDNA (Table  1). Genetic analyses revealed that the 
southern tamandua, lesser anteater or southern anteater, 
Tamandua tetradactyla (Linnaeus 1758) (Pilosa, Myr-
mecophagidae), locally called “tamandua mirim,” was 
the unique species detected as the BMS of triatomines 

Table 1  Molecular blood meal source detection and T. cruzi 
genotyping of T. sordida specimens collected from a N. nasua 
South American coati nest, Pantanal, Midwest Brazil

BMS blood meal source aNumbers in parentheses indicate number of clones; “−” 
indicates  negative PCR or cloning

Specimens ID BMS Tamandua tetradactyla 
haplotypesa

Trypanosoma 
cruzi infection—
DTUs

cytb 12S rDNA cytb 18S rDNA

4341 − − − TcII

4342 − A (1) − TcII

4343 A (2) − TcI TcII

4344 A (1) − TcI TcII

4345 A (3) − − −
4346 B (1) − − TcII

4347 B (1), C (1) A (1) − TcII

4348 A (2), B (1) A (1) − TcII

4349 − − − −
4350 A (1) A (1), B (1) − −
4351 A (8), C (1) A (2) TcII TcII

4352 A (3), B (1) − TcI TcII

4353 A (3) A (1) TcI TcII

4354 A (2) B (1) TcI TcII

4355 − B (1) − TcI

4356 A (1) − TcI TcII

4357 A (1) − TcI TcI (2)

4358 A (1) − TcI TcII

4359 A (1) A (1) TcI TcII

4360 A (1) − TcI TcI/TcII

4361 A (1) − TcI/TcII TcI/TcII

4362 A (1) − TcI TcI/TcII

4363 A (1) A (1) TcI/TcII TcI (2)

http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://circos.ca/
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collected from the South American coati nests, by the 
two molecular markers applied (Table 1).

The cytb sequences showed a maximum identity of 
98.88% (GenBank reference AF232019) and matches 
up to 97.82% with only T. tetradactyla sequences avail-
able in GenBank. In the same way, 12S rDNA sequences 
obtained revealed a maximum identity of 98.62% (Gen-
Bank KT818552) and a minimum of 98.14% with only 
T. tetradactyla sequences. Three cytb haplotypes of the 
southern anteater were identified and two by the 12S 
rDNA assay, indicating that the bugs fed on a unique 
Tamandua species but from different individuals 
(Table 1, Fig. 1A, B, Additional file 1: Fig. S1). Consider-
ing the BMS cytb marker, 38 clones were obtained from 
19 bugs (1–8 clones) grouped in three T. tetradactyla 
haplotypes (HapA–HapC). The most frequent haplotype 
HapA is characterized by four single-nucleotide poly-
morphisms (SNPs), A75C, A115G, C353T, and A369T, 
using the reference sequence GenBank AF232019 (Addi-
tional file  1: Fig. S1). The other two haplotypes harbor 
the same SNPs as HapA, and in addition, HapB harbors 
C162T, T219A, T225C, C232T, T358C, A396C, and 
T399C, and HapC harbors A396C (Additional file 1: Fig. 
S1).

All were synonymous mutations that did not alter the 
encoded amino acid, with no effect on the resulting mito-
chondrial protein.

The cytb dataset was constructed using all T. tetradac-
tyla sequences available (n = 111) in GenBank (05/2022), 
without short identical and short sequences, resulting in 
a final dataset of 215  bp (n = 9). The phylogenetic tree 
showed that HapA and HapC seem to be related, despite 
the clear A396C SNP in the alignment (see Additional 
file 1: Fig. S1). However, the T. tetradactyla HapB was vis-
ibly quite distant from the other two individuals (Fig. 1A). 
The genetic p-distance between cytb haplotypes HapA-
HapB and HapC-HapB was the same, 0.0203 (± standard 
error, SE = 0.0074) in contrast to the close related HapA-
HapC of 0.0029 (SE = 0.0029). The mean genetic distance 
is 0.0145 (SE = 0.0057).

Most of the bugs, 16/19, fed on anteater HapA, four 
bugs on anteater HapB, and two bugs on anteater HapC 
(Table 1, Fig. 1A, C). Regarding single and multiple BMS 
per bug specimen, a total of 15 T. sordida insects fed on 
a single animal (14 bugs on anteater HapA and one on 
anteater HapB), and four bugs fed on two different T. tet-
radactyla animals (two on HapA+C, one HapA+B, and 
HapA+C) (Table 1).

The 12S rDNA assay was less effective, with 12 clones 
of T. tetradactyla as BMS in 10 bugs, but with results in 
two bugs previously negative by cytb marker (Table 1). 
Two different anteater animals were detected (Fig. 1B) 
presenting the following SNPs: HapA: A659G, C696T, 

T697C, and HapB: C696T, T697C, using KT818552 as 
a reference (see Additional file 2, Fig. S2). The genetic 
p-distance between haplotypes HapA and HapB was 
0.0046 (SE = 0.0047). Most of the bugs fed on a single 
anteater, seven on animal HapA, two on animal HapB, 
and one bug on two anteaters HapA+B. Combining all 
BMS genetic data, it is possible to establish that cytb 
HapA and 12S rDNA HapA correspond to the same 
anteater animal (exception, specimen 4347, fed on 
cytb HapB+HapC and 12S rDNA HapA). However, it 
is not possible to see a parallel with 12S rDNA HapB 
(Table  1). The integration of both molecular markers 
results in the possibility of more bugs with a multiple 
feeding profile, including three different anteater indi-
viduals serving as BMS of the same T. sordida specimen 
(Table 1).

Regarding T. cruzi infection, 86.95% (20/23) of T. sor-
dida bugs were positive, based on two genetic markers, 
six specimens by DTU TcII, two by TcI, and 12 in mixed 
infection by these lineages (Table  1). 18S rDNA TcII 
sequences were obtained from 17 insects and TcI from 
eight (Fig. 2A). Two different 18S rDNA haplotypes were 
observed in each DTU. One TcII haplotype was identi-
cal to strain Y (AF301912) and Esmeraldo (AY785564) 
reference sequences, and the second one, from specimen 
4341, with only an SNP C860T, using the same refer-
ence sequences (inter-haplotypes p-distance = 0.0015). 
The TcI haplotype from specimens 4355c1, 4361c1, and 
4362c1 grouped together in a sub-cluster (Fig.  2A) and 
had a sequence with two SNPs, del1048T and C1049T, 
using Dm28c strain sequence as reference (AF245382). 
The remaining specimens harbored a TcI haplotype 
with the same two SNPs observed, plus A1137G and 
a six-bp gap at the 1138 position (AF245382) (inter-
haplotypes P-distance = 0.0015). The application of the 
cytb target detected 13 insects with TcI, and three with 
TcII genotype, showing a haplotype sequence identi-
cal to the Esmeraldo strain (AJ130931) (Fig. 2B). On the 
other hand, a high intra-DTU TcI diversity was revealed 
with six different cytb haplotypes—an individual hap-
lotype in each specimen 4352, 4356, 4360, and 4362, 
the same haplotype observed in both 4358 and 4359 
bugs—and the remaining specimens had a haplotype 
sequence identical to the Sylvio X10 strain (AJ130928) 
(Fig.  2B). The TcII haplotype pairwise distance ranged 
from 0.0072 to 0.0216, with a mean genetic distance of 
0.0117 (SE = 0.0042). The 18S rDNA phylogeny defined 
species-specific and DTU-specific clades with the excep-
tion of TcII/VI and TcIII/TcV clusters (Fig. 2A). However, 
the discrimination between TcII and TcVI in the cytb 
phylogeny was clearly observed, with moderate support 
(Fig. 2B), solving the DTU TcII genotyping.
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The chord circular network of cytb BMS clearly 
demonstrated that most of the insects fed mainly on 
the individual HapA from the three T. tetradactyla 
animals identified (Fig.  3A). However, individuals of 
HapB and HapC served concomitantly as BMS but 
with less frequency. The chord circular diagram of T. 

cruzi genotyping showed the predominance of TcI/
TcII mixed infection, computing the DTUs detected 
per T. sordida specimen from this study (Fig. 3B). No 
evident difference in the proportion of insects posi-
tive exclusively to TcI versus TcII was observed.

Fig. 1  Blood meal source phylogenetic analyses from T. sordida specimens collected from a N. nasua South American coati nest, Pantanal, Midwest 
Brazil. A cytb gene marker. B: 12S rDNA marker. Triangles: samples from this study, colors: haplotypes, red: HapA, yellow: HapB, and green: HapC. 
Numbers at branches are statistical support based on NJ (bold), ML (regular), and BI (italic) methods. Outgroups: cytb gene, Euphractus sexcintus 
(Linnaeus, 1758) (Cingulata, Dasypodidae), 12S rDNA, Myrmecophaga tridactyla (Linnaeus, 1758) (Cingulata, Myrmecophagidae)
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In an attempt to integrate BMS and T. cruzi genotyp-
ing data from triatomines, most of the bugs that feed 
on anteater HapA were T. cruzi-infected triatomines 
TcI/TcII, two were TcI positive and two negative. The 
triatomines feed on animal HapB, less frequent and 
unrelated to anteater HapA, were mostly infected by 
a single TcII and one insect with mixed infection. In 
the anteater animal HapC, closely related to HapA, tri-
atomines were always fed on A+B anteaters and were 
only TcII-positive.

Discussion
Trypanosoma cruzi infection by single and mixed DTUs 
occurs in several wild mammals and reduviid species in 
almost all natural environments in the Neotropical realm 
[3]. Since most outbreaks of Chagas disease in humans 
originate in the wild ecotope, it is essential to under-
stand the ecology of wild T. cruzi lineages, as well as the 
role of host species involved in the natural transmission 
cycles. In this sense, the discrimination of the BMS of 
triatomines provides data about the host species of the 

Fig. 2  Trypanosoma spp. phylogenetic analyses from T. sordida specimens collected from a N. nasua South American coati nest, Pantanal, 
Midwest Brazil. A 18S rDNA marker. B cytb gene marker. Circles: Samples from this study, red: TcI and yellow: TcII. Reference sequences indicating 
Trypanosoma sp. or T. cruzi DTUs and GenBank accession numbers. Numbers at branches are statistical support based on NJ (bold), ML (regular), and 
BI (italic) methods
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Fig. 3  Chord circular diagrams representing networks of the relative abundance of blood meal sources and T. cruzi DTUs detected per T. sordida 
specimen from this study collected from N. nasua South American coati nest, Pantanal, Midwest Brazil. A BMS T. tetradactyla haplotypes/individuals 
Hap A–C based on the cytb gene. B T. cruzi DTUs TcI, TcII, and mixed-infection TcI/TcII
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faunal community in the enzootic areas. The genetic 
detection of BMS is still little explored in Brazil, despite 
being a highly specific and sensitive methodology as well 
as a strategic instrument for understanding the ecology, 
at different levels, of American trypanosomiasis and 
other vector-borne infectious diseases. This is the first 
report of genetic BMS of triatomines in the Pantanal 
biome and the first in the country to use molecular clon-
ing to achieve multi-host diversity per hematophagous 
vectors.

A unique molecular BMS study performed on T. sor-
dida used four genetic markers for humans, dogs, cats, 
and birds, yielding generic results, and no other verte-
brate could be detected as BMS [20]. Triatoma sordida 
was historically indicated as the unique species of the 
genus with a BMS preference for birds [45]. However, 
there are some BMS reports of other vertebrates, such as 
a variety of wild mammals including rodents, bats, and 
marsupials, a number of domestic animals, and even 
reptiles, detected by precipitin tests [46]. Together with 
our finding that T. sordida can also feed on southern ant-
eaters, the eclectic behavior of this triatomine species, 
rather than BMS preference, accepting a range of alterna-
tive sources is confirmed. As noted by Rabinovich et al. 
[47], the proximity and availability of a sort of host verte-
brates may influence the opportunistic character of some 
triatomines.

Olifiers et  al. [13] reported that South American coa-
tis built arboreal nests with branches, leaves, and vines 
intertwined that were used for rest and reproduction. 
Additionally, de Lima et al. [9] showed that coatis’ nests 
can also be explored by other animals such as marsupi-
als, rodents, and birds, based on precipitin BMS tests. 
These observations may explain the maintenance of tri-
atomine colonies, including the non-volant nymphs, in 
nests abandoned by South American coatis [9]. It was 
also observed that the coati nests may be visited by the 
spiny rat, Thrichomys fosteri, valid name T. pachyurus 
(Wagner, 1845) (Rodentia, Echimyidae), a scansorial 
species that has been reported with high frequency and 
parasitemia by T. cruzi (TcI) [4, 5, 15]. This caviomorph 
rodent species was also recorded inside South American 
coatis’ nests using camera traps to monitor it [3]. In the 
present study, the results of genetic BMS identification of 
triatomines collected from a South American coati’s nest 
showed that these reduviid bugs fed on T. tetradactyla 
individuals, revealing that this habitat can also be occu-
pied by this Pilosa species.

Given these shared occupations and the presence of 
infected triatomines, coatis’ nests can be considered an 
important core for maintaining different genotypes of T. 
cruzi. In fact, different DTUs including TcI, TcII, TcIII, 
and TcIV have been observed in hosts from the Pantanal 

biome, with the highest frequencies with both TcI and 
TcII, mainly in mixed infection [3, 16, 48]. In addition, 
Nasua nasua was indicated as the mammal responsi-
ble for retaining high parasitemia by both TcI and TcII 
in the biome, and mixed infections by different T. cruzi 
lineages have been recorded in the top predator species 
[17]. Herein, TcI and TcII are confirmed in T. sordida 
that inhabit a South American coati nest, with a high fre-
quency of TcI/TcII mixed infection and intra-DTU diver-
sity, especially from TcI. The detection of haplotypes of 
classic reference strains (Sylvio X10, Y, and Esmeraldo) 
in the triatomine studied in this work showed that they 
are still circulating in the wild, together with other DTU 
variants. The heterogeneity of T. cruzi TcI was previ-
ously observed in wild mammals from diverse Brazilian 
biomes [49, 50], including from the Pantanal biome [49, 
51], and in triatomine vectors [51], using high-resolution 
approaches, multilocus sequence typing (MLST) and 
multilocus microsatellite typing (MLMT). In this study, 
the mixed DTU infections per vector were detected due 
to the use of two molecular markers and the discrimina-
tory capacity of the Barcoding DNA and molecular clon-
ing methodologies. We highlighted that the cytb primers 
designed for this study were useful in complementing the 
T. cruzi diagnosis and genotyping based on 18S rDNA, 
and the target region was enough polymorphic and 
informative despite the small amplicon size generated, 
which also allowed some intra-DTU resolution, at least 
to TcI and TcII. We recommend the parasite diagno-
sis based on these two molecular markers, plus cloning, 
which is not frequently applied. It is possible that MLST 
and MLMT markers could reveal higher intra-TcI diver-
sity in the triatomines examined, due to their remarkable 
resolution power. Therefore, mixed DTU and haplotype 
profiles must be more recurrent in this Pantanal subre-
gion than those detected by conventional techniques, 
with consequences for the intricate T. cruzi transmission 
networks and for the fitness of the mammal hosts, which 
is still unknown.

The results of the present study suggest that TcI and 
TcII infection in the region may not be driven only by 
coatis, but apparently, southern tamandua, who also pre-
sent high parasitemia in the studied area [12], seems to 
have a role when multiple DTU infections, and certainly 
reinfections, occur mediated by vectors during the shared 
coati nest occupation. Aside from southern anteaters 
being poorly studied, we are aware that the results of the 
present research should be corroborated by sampling 
more coati nests and in other subregions of the Pantanal 
biome. It is important to mention that nest colonization 
with triatomines is highly variable, with rates from 33.3% 
to 9.6%, even in the same landscape [9, 12]. This could be 
related to specific ecological characteristics of areas [12], 
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and undoubtedly, to the BMS availability in the nests. 
However, the rate of T. cruzi infection of triatomines col-
lected from coati nests can reach 70% per single nest [12].

Tamandua tetradactyla is an autochthonous South 
American mammal species, occurring in all Brazilian 
biomes [52]. It is primarily arboreal, using branches for 
moving and foraging, but can also move, feed, and rest on 
the ground. It has a predominantly nocturnal habit, and 
trees, burrows of armadillos, or other natural cavities are 
indicated as the preferable spaces to rest [53]. Tamandua 
tetradactyla feeds on insects, mostly nests of ants or ter-
mites, from the ground or in trees [53].

A T. cruzi infection in the southern tamandua has 
already been reported. In 1942, the first report in the 
Amazon basin was on three animals by parasitological 
direct tests of fresh blood and xenodiagnosis [54]. Also, 
in the Amazon rainforest, de Araújoet al. [55] revealed 
mixed infection by Trypanosoma rangeli, Leishmania 
infantum, and T. cruzi TcI, using mini-exon gene analy-
sis. Recently, Santos et al. [5] reported for the first time 
T. cruzi infection in T. tetradactyla from the Pantanal 
wetland, the site of the present study. The TcI lineage 
was isolated from hemocultures, indicating high para-
sitemias. In the present work, anteaters are the unique 
BMS from T. sordida specimens infected by TcI, TcII, and 
mixed TcI/TcII.

Regarding the BMS methodology, it was possible to 
detect three different T. tetradactyla haplotypes using 
the cytb marker and two haplotypes based on 12S rDNA. 
Since the cytb marker is the most variable target [22], it 
was expected that more cytb haplotypes would be iden-
tified than the 12S rDNA target. Furthermore, the ver-
tebrate cytb sequence dataset available in GenBank is 
richer than the 12S rDNA dataset. It is possible that the 
two closely related cytb haplotypes HapA and HapC har-
bor the same 12S rDNA haplotype. The limited genetic 
variability of 12S rDNA and the lack of taxonomic defi-
nition in the discrimination of some species of Caprinae 
and Didelphinae were observed [24]. However, due to 
the small amplicon size, it is efficient in revealing BMS in 
degraded DNA [22], and as demonstrated in the present 
study, in previously negative samples by using the cytb 
marker (Table 1). The pros and cons of these molecular 
markers make the use of both in parallel the best meth-
odological strategy in the detection and identification of 
vertebrate species acting as BMS.

Three southern tamandua individuals were the BMS of 
T. sordida collected from the coati nest. Medri et al. [52] 
reported that the parental care of a single offspring usu-
ally lasts 1 year; it is carried on the mother’s back or left 
in “a nest” when it is going to feed. Since anteaters have 
an individualist nonsocial behavior, the three individu-
als identified in the present study occupied the nest at 

different times. Another possibility is that two individu-
als corresponding to a mother and her single offspring, 
potentially the closely related animals HapA and HapC, 
and the other individual, possibly the genetically distant 
anteater HapB, visited the nest at different times. How-
ever, as maternally related animals may have the same 
mitochondrial DNA (mtDNA) haplotype, it is plausible 
that more than three different individuals of T. tetradac-
tyla visited the coati nest.

We could also hypothesize that the massive frequency 
of animal HapA could represent a long-lasting explora-
tion of the coati nest, while the other animals could be 
punctual events or old previous visits, reflected by low 
BMS DNA detection. However, an initial massive feeding 
by fasting triatomines in anteater individual HapA, and 
after their feeding on individuals HapB and Hap C, could 
not be ruled out.

In this regard, the absence of coati DNA detection as 
BMS of the bugs collected from their nest suggests the 
persisting exploration of anteaters in the coati nest, and 
the total abandonment by the “constructors.” Abandoned 
coati nests have been reported in the literature [4, 9, 13]. 
Recently, it was demonstrated that BMS can be detected 
in triatomines until 12 weeks after the last feeding, using 
the same molecular method applied in this study, under 
experimental conditions [55]. Proportionally speaking, 
we are inclined to suggest that the coatis abandoned this 
nest for months, which was later used only by anteaters. 
The direction of the transmission, from triatomines to 
anteaters or vice versa, is not possible to determine, but 
the coati nest acting as a hub of the T. cruzi transmission 
is clear.

The analysis of BMS from the triatomine vector is a 
relevant and non-faunal invasive approach for gather-
ing information on which wild mammals participate in 
a local transmission network. The data presented herein 
implicate the T. tetradactyla participation in the T. cruzi 
enzootic scenario in this Pantanal subregion, not only for 
this niche occupation but also due to its ecological pecu-
liarities in exploring the arboreal and terrestrial strata.

Desbiez and Kluyber (2013) reported that T. tetradac-
tyla was the most frequent vertebrate using burrows of 
giant armadillo, “the ecosystem engineers,” from other 
24 species documented in the Brazilian Pantanal [56]. 
Tamandua tetradactyla was found as the only feed-
ing source by molecular BMS analysis in 14/31 Rhod-
nius robustus collected in an Attalea phalerata palm 
tree crown from the Brazilian Amazon region, and was 
suggested as an important reservoir for T. rangeli [57]. 
Since T. tetradactyla has been found in arboreal coati 
nests, giant armadillo burrows, and palm tree crows, 
this anteater species may be connecting different T. cruzi 
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transmission cycles that would be occurring in the can-
opy and on the ground.

As bioaccumulator of T. cruzi DTUs, South American 
coatis were proposed as a transmission hub linking dif-
ferent sylvatic cycles [15, 17]. However, would the South 
American coatis themselves or what they build be con-
sidered as hubs of T. cruzi cycle transmission? In the 
strict sense, it would not be them, but their nests. South 
American coatis build the structure and modify the envi-
ronment, so they are responsible for their origin, but 
even within the species, there is no exclusivity of use for 
the animals that build them. Indeed, based on our results 
and previous data on serological tests and camera traps 
[3, 9], there is no use restricted to the South American 
coati species. As highlighted earlier, arboreal nests repre-
sent an example of the richness of possibilities of encoun-
ters between mammals and reduviid species for T. cruzi 
transmission [9]. Therefore, these nests have intra- and 
interspecific communal use for those who explore the 
arboreal stratum and consequently act as T. cruzi trans-
mission hubs, available to all the competent hosts that 
potentially could frequent them.

Conclusion
The genetic identification approach of multiple BMS 
used in this study provided a powerful methodology for 
reaching the taxonomic level of species and different 
individuals of the same host species. The study reveals 
non-obviously different species and ecologically relevant 
information on faunal diversity implicated in parasite 
transmission in the wild. The methodology also allowed 
us to identify a predominance of T. cruzi mixed infec-
tions, with relevant and still unknown consequences for 
parasite transmission networks and for mammal fitness. 
Southern anteaters can occupy the South American coa-
tis’ nests, serving as BMS of T. sordida specimens. We 
propose that the coatis’ nests are the true hubs of the 
ecological T. cruzi transmission in Pantanal, and not the 
coatis themselves, as previously suggested. This approach 
is also recommended for application to the study of the 
ecology and epidemiology of other vector-borne diseases.

Abbreviations
BMS	� Blood meal source
DTU	� Discrete typing unit

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s13071-​022-​05616-w.

Additional file 1: Figure S1 The sequence alignments of the cytb marker 
for BMS detection of T. sordida from a N. nasua South American coati nest, 
Pantanal, Midwest Brazil.

Additional file 2: Figure S2 The sequence alignments of the 12S rDNA 
marker for BMS detection of T. sordida from a N. nasua South American 
coati nest, Pantanal, Midwest Brazil.

Acknowledgements
We are grateful to Marcos Antônio Lima and Carlos Ardé, LABTRIP/IOC/
FIOCRUZ, for technical support in the laboratory procedures. We also thank 
the RPT01A/FIOCRUZ sequencing facility.

Author contributions
AMI and AMJ designed the study. TSH executed the experiments and wrote 
the first version of the manuscript. AMI explored the data and performed 
the analyses. AMI wrote the final version of the manuscript. HMH and AMJ 
reviewed and edited the final manuscript. All authors read and approved the 
final manuscript.

Funding
The present study was supported by grants-in-aid and fellowship from 
Fundação de Amparo à Pesquisa do Rio de Janeiro (http://​www.​faperj.​br/) 
(AMI, Grant Number 26/202.945/2016); fellowships from Conselho Nacional 
de Desenvolvimento Científico e Tecnológico (http://​www.​cnpq.​br/) (HMH, 
Grant Number 308768/2017-5; AMJ, Grant Number PQ1A; AMI, Grant Number 
312934/2017‐3); grants-in-aid and fellowships from Coordenação de Aper-
feiçoamento de Pessoal de Nível Superior (http://​www.​capes.​gov.​br/) (TSH, 
88882.332462/2019-01). The funders had no role in the study design, data 
collection, analysis, decision to publish, or preparation of the manuscript.

Availability of data and materials
All data generated or analyzed during this study are included in this article 
and its additional files.

Declarations

Ethics approval and consent to participate
The study was approved through the Ethical Commission for Experimentation 
with Animal Models of FIOCRUZ (registration number: P-292-06). The capture 
and sample collection were performed according to the Brazilian Government 
Institute for Wildlife and Natural Resources Care (IBAMA) regulations, license 
numbers 38787-1/2013, 38787–2/2014.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Laboratório de Biologia em Tripanosomatídeos, Instituto Oswaldo Cruz, 
Fundação Oswaldo Cruz, Rio de Janeiro, Rio de Janeiro, Brasil. 2 Laboratório de 
Biologia Parasitária, Universidade Católica Dom Bosco, Campo Grande, Mato 
Grosso Do Sul, Brasil. 

Received: 3 October 2022   Accepted: 12 December 2022

References
	1.	 Chagas C. Nova tripanozomiaze humana. Estudos sobre a morfolojia e 

o ciclo evolutivo do Schizotrypanum cruzi n gen, n. sp., ajente etiolo-
jico de nova entidade morbida do homem. Mem Inst Oswaldo Cruz. 
1909;1:11–80.

	2.	 Coura JR, Junqueira ACV, Fernandes O, Valente SAS, Miles MA. Emerging 
chagas disease in amazonian Brazil. Trends Parasitol. 2002;18:171–6.

	3.	 Jansen AM, Xavier SCC, Roque ALR. The multiple and complex and 
changeable scenarios of the Trypanosoma cruzi transmission cycle in the 
sylvatic environment. Acta Trop. 2015;151:1–15.

https://doi.org/10.1186/s13071-022-05616-w
https://doi.org/10.1186/s13071-022-05616-w
http://www.faperj.br/
http://www.cnpq.br/
http://www.capes.gov.br/


Page 12 of 13Pessanha et al. Parasites & Vectors           (2023) 16:26 

	4.	 Alves FM, de Lima JS, Rocha FL, Herrera HM, de Mourão MG, Jansen AM. 
Complexity and multi-factoriality of Trypanosoma cruzi sylvatic cycle in 
coatis, Nasua nasua (Procyonidae), and triatomine bugs in the Brazilian 
Pantanal. Parasit Vectors. 2016;9:378.

	5.	 Santos FM, Barreto WTG, de Macedo GC, da Barros SJH, Xavier das SC, 
Garcia CM, et al. The reservoir system for Trypanosoma (Kinetoplastida, 
Trypanosomatidae) species in large neotropical wetland. Acta Trop. 
2019;199:105098.

	6.	 Rodrigues MS, Lima L, Xavier das SC, Herrera HM, Rocha FL, Roque ALR, 
et al. Uncovering Trypanosoma spp. diversity of wild mammals by the use 
of DNA from blood clots. Int J Parasitol Parasites Wildl. 2019;8:171–81.

	7.	 Zingales B, Andrade SG, Briones MRS, Campbell DA, Chiari E, Fernandes O, 
et al. A new consensus for Trypanosoma cruzi intraspecific nomenclature: 
second revision meeting recommends TcI to TcVI. Mem Inst Oswaldo 
Cruz. 2009;104:1051–4.

	8.	 Lima L, Espinosa-Álvarez O, Ortiz PA, Trejo-Varón JA, Carranza JC, Pinto 
CM, et al. Genetic diversity of Trypanosoma cruzi in bats, and multilocus 
phylogenetic and phylogeographical analyses supporting Tcbat as an 
independent DTU (discrete typing unit). Acta Trop. 2015;151:166–77.

	9.	 de Lima JS, Rocha FL, Alves FM, Lorosa ES, Jansen AM, de Miranda MG. 
Infestation of arboreal nests of coatis by triatomine species, vectors 
of Trypanosoma cruzi, in a large Neotropical wetland. J Vector Ecol. 
2015;40:379–85.

	10.	 Bianchi RC, Campos RC, Xavier-Filho NL, Olifiers N, Gompper ME, Mourão 
G. Intraspecific, interspecific, and seasonal differences in the diet of 
three mid-sized carnivores in a large neotropical wetland. Acta Theriol. 
2014;59:13–23.

	11.	 Desbiez ALJ, Bodmer RE, Santos SA. Wildlife habitat selection and sustain-
able resources management in a Neotropical wetland. Afr J Estate Prop 
Manag. 2019;6:001–10.

	12.	 Santos FM, Jansen AM, de Mourão MG, Jurberg J, Nunes AP, Herrera HM. 
Triatominae (Hemiptera, Reduviidae) in the Pantanal region: association 
with Trypanosoma cruzi, different habitats and vertebrate hosts. Rev Soc 
Bras Med Trop. 2015;48:532–8.

	13.	 Olifiers N, de Bianchi CR, de Mourão MG, Gompper ME. Construction of 
arboreal nests by brown-nosed coatis, Nasua nasua (Carnivora: Procyoni-
dae) in the Brazilian Pantanal. Zool Curitiba. 2009;26:571–4.

	14.	 Gaunt M, Miles M. The ecotopes and evolution of triatomine bugs (tri-
atominae) and their associated trypanosomes. Mem Inst Oswaldo Cruz. 
2000;95:557–65.

	15.	 Herrera HM, Rocha FL, Lisboa CV, Rademaker V, Mourão GM, Jansen AM. 
Food web connections and the transmission cycles of Trypanosoma 
cruzi and Trypanosoma evansi (Kinetoplastida, Trypanosomatidae) in the 
Pantanal Region, Brazil. Trans R Soc Trop Med Hyg. 2011;105:380–7.

	16.	 Herrera HM, Lisboa CV, Pinho AP, Olifiers N, Bianchi RC, Rocha FL, et al. 
The coati (Nasua nasua, Carnivora, Procyonidae) as a reservoir host for the 
main lineages of Trypanosoma cruzi in the Pantanal region, Brazil. Trans R 
Soc Trop Med Hyg. 2008;102:1133–9.

	17.	 Rocha FL, Roque ALR, de Lima JS, Cheida CC, Lemos FG, de Azevedo FC, 
et al. Trypanosoma cruzi infection in neotropical wild carnivores (Mam-
malia: Carnivora): at the top of the T cruzi transmission chain. PLoS ONE. 
2013;8:e67463.

	18.	 Almeida CE, Faucher L, Lavina M, Costa J, Harry M. Molecular individual-
based approach on Triatoma brasiliensis: inferences on Triatomine Foci, 
Trypanosoma cruzi natural infection prevalence, parasite diversity and 
feeding sources. PLoS Negl Trop Dis. 2016. https://​doi.​org/​10.​1371/​journ​
al.​pntd.​00044​47.

	19.	 Bezerra CM, Barbosa SE, de Souza CMR, Barezani CP, Gürtler RE, Ramos 
AN, et al. Triatoma brasiliensis Neiva, 1911: food sources and diversity of 
Trypanosoma cruzi in wild and artificial environments of the semiarid 
region of Ceará, northeastern Brazil. Parasit Vectors. 2018;11:642.

	20.	 Ribeiro G, dos Santos CGS, Lanza F, Reis J, Vaccarezza F, Diniz C, et al. Wide 
distribution of Trypanosoma cruzi-infected triatomines in the State of 
Bahia. Brazil Parasit Vectors. 2019;12:604.

	21.	 Buitrago R, Bosseno M-F, Depickère S, Waleckx E, Salas R, Aliaga C, et al. 
Blood meal sources of wild and domestic Triatoma infestans (Hemiptera: 
Reduviidae) in Bolivia: connectivity between cycles of transmission of 
Trypanosoma cruzi. Parasit Vectors. 2016;9:214.

	22.	 Stevens L, Dorn PL, Hobson J, de la Rua NM, Lucero DE, Klotz JH, et al. 
Vector blood meals and chagas disease transmission potential United 
States. Emerg Infect Dis. 2012;18:646–9.

	23.	 Dumonteil E, Ramirez-Sierra M-J, Pérez-Carrillo S, Teh-Poot C, Herrera C, 
Gourbière S, et al. Detailed ecological associations of triatomines revealed 
by metabarcoding and next-generation sequencing: implications for 
triatomine behavior and Trypanosoma cruzi transmission cycles. Sci Rep. 
2018;8:4140.

	24.	 Stevens L, Monroy MC, Rodas AG, Dorn PL. Hunting, swimming, and 
worshiping: human cultural practices illuminate the blood meal sources 
of cave dwelling Chagas vectors (Triatoma dimidiata) in Guatemala and 
Belize. PLoS Negl Trop Dis. 2014;8:e3047.

	25.	 Gorchakov R, Trosclair LP, Wozniak EJ, Feria PT, Garcia MN, Gunter SM, 
et al. Trypanosoma cruzi Infection prevalence and bloodmeal analysis in 
Triatomine Vectors of chagas disease from rural peridomestic locations in 
Texas, 2013–2014. J Med Entomol. 2016;53:911–8.

	26.	 Lucero DE, Ribera W, Pizarro JC, Plaza C, Gordon LW, Peña R, et al. Sources 
of blood meals of sylvatic Triatoma guasayana near Zurima, Bolivia, 
assayed with qPCR and 12S cloning. PLoS Negl Trop Dis. 2014;8:e3365.

	27.	 Rodela LG. Unidades de vegetação e pastagens nativas do Pantanal da 
Nhecolândia, Mato Grosso do Sul [dissertation]. São Paulo: Universidade 
deSão Paulo; 2006. p. 2006.

	28.	 Soriano BMA. Caracterização climática da sub-região da Nhecolândia, 
Pantanal-MS. In: Simposósio sobre recursos naturais e sócio-econômicos 
do Pantanal, 2, 1996. Corumbá: Embrapa Pantanal: Corumbá, MS. Manejo 
e conservação: anais. 1999;151–8.

	29.	 Alho C, Silva J. Effects of severe floods and droughts on wildlife of the 
Pantanal Wetland (Brazil)—a review. Animals. 2012;2:591–610.

	30.	 Iñiguez AM, Carvalho VL, Motta MRA, Pinheiro DCSN, Vicente ACP. Genetic 
analysis of Anisakis typica (Nematoda: Anisakidae) from cetaceans of the 
northeast coast of Brazil: new data on its definitive hosts. Vet Parasitol. 
2011;178:293–9.

	31.	 Kocher TD, Thomas WK, Meyer A, Edwards SV, Paabo S, Villablanca FX, 
et al. Dynamics of mitochondrial DNA evolution in animals: amplifi-
cation and sequencing with conserved primers. Proc Natl Acad Sci. 
1989;86:6196–200.

	32.	 Kitano T, Umetsu K, Tian W, Osawa M. Two universal primer sets for spe-
cies identification among vertebrates. Int J Legal Med. 2007;121:423–7.

	33.	 Iñiguez A. Paleoparasitologia Molecular e Paleogenética para o Estudo 
das Doenças Infecto-Parasitarias do Passado: Princípios, Metodologia 
e Agravos In:: Leandro H, Luna Claudia M, Aranda Jorge A., editors.  
AVANCES RECIENTES DE LA BIOARQUEOLOGÍA LATINOAMERICANA; 2014. 
p. 285–319.

	34.	 Meusnier I, Singer GA, Landry J-F, Hickey DA, Hebert PD, Hajibabaei M. 
A universal DNA mini-barcode for biodiversity analysis. BMC Genomics. 
2008;9:214.

	35.	 Borghesan TC, Ferreira RC, Takata CSA, Campaner M, Borda CC, Paiva F, 
et al. Molecular phylogenetic redefinition of herpetomonas (Kinetoplas-
tea, Trypanosomatidae), a genus of insect parasites associated with flies. 
Protist. 2013;164:129–52.

	36.	 Brisse S, Henriksson J, Barnabé C, Douzery EJP, Berkvens D, Serrano M, 
et al. Evidence for genetic exchange and hybridization in Trypanosoma 
cruzi based on nucleotide sequences and molecular karyotype. Infect 
Genet Evol. 2003;2:173–83.

	37.	 Edgar RC. MUSCLE: a multiple sequence alignment method with reduced 
time and space complexity. BMC Bioinformatics. 2004;5:113.

	38.	 Chojnacki S, Cowley A, Lee J, Foix A, Lopez R. Programmatic access to 
bioinformatics tools from EMBL-EBI update: 2017. Nucleic Acids Res. 
2017;45:W550–3.

	39.	 Nicholas KB, Nicholas HB. GeneDoc: a tool for editing and annotating 
multiple sequence alignments. 1997;4:1–4. Distributed by the author.

	40.	 Xia X, Xie Z. DAMBE: software package for data analysis in molecular biol-
ogy and evolution. J Hered. 2001;92:371–3.

	41.	 Stecher G, Tamura K, Kumar S. Molecular Evolutionary Genetics Analysis 
(MEGA) for macOS. Mol Biol Evol. 2020;37:1237–9.

	42.	 Milne I, Lindner D, Bayer M, Husmeier D, McGuire G, Marshall DF, et al. 
TOPALi v2: a rich graphical interface for evolutionary analyses of multiple 
alignments on HPC clusters and multi-core desktops. Bioinformatics. 
2009;25:126–7.

	43.	 Krzywinski M, Schein J, Birol İ, Connors J, Gascoyne R, Horsman D, et al. 
Circos: an information aesthetic for comparative genomics. Genome Res. 
2009;19:1639–45.

	44.	 Arias-Giraldo LM, Muñoz M, Hernández C, Herrera G, Velásquez-Ortiz 
N, Cantillo-Barraza O, et al. Identification of blood-feeding sources in 

https://doi.org/10.1371/journal.pntd.0004447
https://doi.org/10.1371/journal.pntd.0004447


Page 13 of 13Pessanha et al. Parasites & Vectors           (2023) 16:26 	

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

Panstrongylus, Psammolestes, Rhodnius and Triatoma using amplicon-
based next-generation sequencing. Parasit Vectors. 2020;13:434.

	45.	 Gaunt M, Miles M. The ecotopes and evolution of triatomine bugs (Tri-
atominae) and their associated trypanosomes. Mem Inst Oswaldo Cruz. 
2000;95:557–65.

	46.	 Carcavallo I, Galíndez-girón I, Jurberg J, Lent H. Atlas of Chagas Disease 
Vectors in the Americas,. 2nd ed. Rio de Janeiro: Fiocruz; 1998.

	47.	 Rabinovich JE, Kitron UD, Obed Y, Yoshioka M, Gottdenker N, Chaves LF. 
Ecological patterns of blood-feeding by kissing-bugs (Hemiptera : Redu-
viidae : Triatominae). Mem Inst Oswaldo Cruz. 2011;106:479–94.

	48.	 Alves FM, Olifiers N, de Bianchi CR, Duarte AC, Cotias PMT, D’Andrea PS, 
et al. Modulating variables of Trypanosoma cruzi and Trypanosoma evansi 
transmission in free-ranging coati (Nasua nasua ) from the Brazilian 
Pantanal region. Vector-Borne Zoonotic Dis. 2011;11:835–41.

	49.	 Lima VS, Jansen AM, Messenger LA, Miles MA, Llewellyn MS. Wild 
Trypanosoma cruzi I genetic diversity in Brazil suggests admixture and dis-
turbance in parasite populations from the Atlantic Forest region. Parasit 
Vectors. 2014;7:263.

	50.	 Roman F, Iñiguez AM, Yeo M, Jansen AM. Multilocus sequence typing: 
genetic diversity in Trypanosoma cruzi I (TcI) isolates from Brazilian didel-
phids. Parasit Vectors. 2018;11:107.

	51.	 Roman F, Chagas Xavier das S, Messenger LA, Pavan MG, Miles MA, 
Jansen AM, et al. Dissecting the phyloepidemiology of Trypanosoma cruzi 
I (TcI) in Brazil by the use of high resolution genetic markers. PLoS Negl 
Trop Dis. 2018;12:e0006466.

	52.	 Medri M, Mourão GM, Rodrigues F. Ordem Xenarthra. In: Reis NR, Perachi 
AL, Petro WA, Lima IP, editors. Mamíferos do Brasil. Londrina: Universidade 
Estadual de Londrina; 2006. p. 2006.

	53.	 Hayssen V. Tamandua tetradactyla (Pilosa: Myrmecophagidae). Mamm 
Species. 2011;43:64–74.

	54.	 Rodrigues BA, Melo GB. Contribuição ao estudo da tripanosomiase 
Americana. Mem Inst Oswaldo Cruz. 1942;37:77–90.

	55.	 De Araújo VAL, Boité MC, Cupolillo E, Jansen AM, Roque ALR. Mixed 
infection in the anteater Tamandua tetradactyla (Mammalia: Pilosa) from 
Pará State, Brazil: Trypanosoma cruzi T rangeli and Leishmania infantum. 
Parasitology. 2013;140:455–60.

	56.	 Pessanha TS, Pires M, Iñiguez AM. Molecular detection of blood meal 
source up to three months since the last meal: Experimental starvation 
resistance in triatomines. Acta Trop. 2022;232:106507.

	57.	 Desbiez ALJ, Kluyber D. The role of giant armadillos (Priodontes maximus) 
as physical ecosystem engineers. Biotropica. 2013;45:537–40.

	58.	 Dias FBS, Quartier M, Romaña CA, Diotaiuti L, Harry M. Tamandua 
tetradactyla Linnaeus, 1758 (Myrmecophagidae) and Rhodnius robustus 
Larrousse, 1927 (Triatominae) infection focus by Trypanosoma rangeli 
Tejera, 1920 (Trypanosomatidae) in Attalea phalerata Mart. ex Spreng 
(Arecaceae) palm tree in the Brazilian Amazon. Infect Genet Evol. 
2010;10:1278–81.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.


	“Mi Casa, Tu Casa”: the coati nest as a hub of Trypanosoma cruzi transmission in the southern Pantanal biome revealed by molecular blood meal source identification in triatomines
	Abstract 
	Background 
	Methods 
	Results 
	Conclusions 

	Background
	Methods
	Study area
	Triatomine processing and parasitological analysis
	Molecular characterization of BMS and T. cruzi infection

	Results
	Discussion
	Conclusion
	Acknowledgements
	References


