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Abstract: Understanding the blood meal patterns of insects that are vectors of diseases is fundamental
in unveiling transmission dynamics and developing strategies to impede or decrease human–vector
contact. Chagas disease has a complex transmission cycle that implies interactions between vectors,
parasites and vertebrate hosts. In Ecuador, limited data on human infection are available; however,
the presence of active transmission in endemic areas has been demonstrated. The aim of this study
was to determine the diversity of hosts that serve as sources of blood for triatomines in domestic,
peridomestic and sylvatic transmission cycles, in two endemic areas of Ecuador (central coastal
and southern highland regions). Using conserved primers and DNA extracted from 507 intestinal
content samples from five species of triatomines (60 Panstrongylus chinai, 17 Panstrongylus howardi,
1 Panstrongylus rufotuberculatus, 427 Rhodnius ecuadoriensis and 2 Triatoma carrioni) collected from
2006 to 2013, we amplified fragments of the cytb mitochondrial gene. After sequencing, blood meal
sources were identified in 416 individuals (146 from central coastal and 270 from southern highland
regions), achieving ≥ 95% identity with GenBank sequences (NCBI-BLAST tool). The results showed
that humans are the main source of food for triatomines, indicating that human–vector contact
is more frequent than previously thought. Although other groups of mammals, such as rodents,
are also an available source of blood, birds (particularly chickens) might have a predominant role
in the maintenance of triatomines in these areas. However, the diversity of sources of blood found
might indicate a preference driven by triatomine species. Moreover, the presence of more than one
source of blood in triatomines collected in the same place indicated that dispersal of vectors occurs
regardless the availability of food. Dispersal capacity of triatomines needs to be evaluated to propose
an effective strategy that limits human–vector contact and, in consequence, to decrease the risk of
T. cruzi transmission.

Keywords: Chagas disease; Trypanosoma cruzi; triatomines; blood meal source; Ecuador

1. Introduction

The identification of species present in blood meals is an important strategy to under-
stand the implication of hematophagous vector species in disease transmission and their
ecological interactions. Constant environmental changes, disease outbreaks and increases
in vectors’ distribution pose challenges for understanding the transmission scenarios of
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vector-borne diseases. Important epidemiological traits of neglected tropical diseases
(NTDs), such as the transmission of pathogens across multiple taxa, primary vector species,
vertebrate species with a role in transmission and even social and economic conditions
that foster transmission risk, have been assessed for important vectors such as Culex [1,2],
Phlebotomus [3,4], Aedes [5] and triatomines [6,7].

Chagas disease (CD) is considered as one of the NTDs and it is caused by the infection
of humans with Trypanosoma cruzi. The parasite is transmitted mainly through contact with
the feces of infected triatomines. The primitive transmission of T. cruzi was restricted to the
sylvatic transmission cycle (between triatomines and mammals without human participa-
tion); however, the gradual process of human settlement near the zoonotic transmission
zone opened new niches for triatomines [8].

Understanding both cycles of transmission, enzootic and human, is fundamental to
our understanding of the dynamics of T. cruzi and how its cycle can be targeted to control
CD. This protozoan parasite has been reported in more than 100 mammalian species (seven
orders) in diverse environments [9–11]. Although mammals can be infected by T. cruzi, not
all mammals can be considered reservoirs, because it implies not only the infection but
the infective potential and competence of the host [10]. Moreover, birds, amphibians and
reptiles are refractory to T. cruzi; however, fowl may represent an important feeding source
for triatomines and play an important role in transmission because they can increase the
density of vector populations [12].

Even though it is difficult to delineate, there are three cycles involved in the transmis-
sion of T. cruzi: (i) the enzootic or sylvatic cycle includes wild mammals and triatomines
living in nests and burrows. This cycle is a dynamic web with different routes of trans-
mission that may or may not overlap [8,12,13]. In the human dwelling spaces, two cycles
can be defined: (ii) the domestic cycle, when the transmission occurs indoors, involving,
mainly, humans and domiciliated triatomines [8], and (iii) the peridomestic cycle that
occurs between triatomines infesting manmade construction and structures around the
house and domestic animals [14].

Persistence of these cycles depends on the availability and diversity of the vertebrate
hosts [15]. To understand the dynamics of T. cruzi transmission and the epidemiology of
CD, it is necessary to determine the diversity of vertebrates that are sources of blood for
triatomines and its role in the different cycles.

In the central coastal and southern highland regions of Ecuador, five species of tri-
atomines are considered as important vectors for T. cruzi transmission in domestic and
peridomestic cycles: Rhodnius ecuadoriensis, Panstrongylus chinai, Panstrongylus howardi,
Panstrongylus rufotuberculatus and Triatoma carrioni [16,17]. Moreover, R. ecuadoriensis repre-
sents a threat for vector control due to its broad geographic distribution and abundance in
the sylvatic cycle [18,19]. In areas where triatomines were reported, T. cruzi has also been
found infecting rodents (Rattus rattus, Aegialomys xanthaeolus and Simosciurus nebouxii),
marsupials (Didelphis marsupialis) and bats (Artibeus fraterculus, Myotis sp. and Glossophaga
soricina) [20–22]. However, the interactions between vectors and vertebrate hosts are not
fully understood; in Ecuador, in particular, there is limited information regarding direct
associations of triatomines with mammals [20,22], and the molecular identification of
blood meals can accelerate our understanding of these interactions. Thus, the aim of this
study is to evaluate the diversity of vertebrate hosts that serve as sources of blood and the
infection rate with T. cruzi in triatomines collected in domestic, peridomestic and sylvatic
transmission cycles in the central coastal and southern highland regions of Ecuador.

2. Materials and Methods
2.1. Triatomine Selection

Analyses were carried out in 507 selected samples of DNA purified from the intesti-
nal content of five species of triatomines (60 P. chinai, 17 P. howardi, 1 P. rufotuberculatus,
427 R. ecuadoriensis and 2 T. carrioni) previously collected from 2006 to 2013 in the central
coastal (CC) (n = 171) and southern highland (SH) (n = 336) regions of Ecuador (Figure 1).
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Intestinal contents were extracted from triatomines (235 adults and 272 nymphs). Most of
the samples (n = 320, 63.12%) were extracted within 20 days post collection, and 36.88%
were extracted from 21 to 40 days post collection. Variation in time from collection to ex-
traction depended on the availability of a field laboratory (rapid containment kit, Germfree,
Ormond Beach, FL, USA) to process the insects or the transfer and delayed process in
the laboratory at CISeAL. All intestinal content samples were kept at −20 ◦C until DNA
extraction. Triatomines were collected from three transmission cycles: (a) In the intradomi-
cile (indoors), triatomines were collected in any structure inside the house, such as rooms
(e.g., wall, bed, between clothes), piles of material (accumulation of tiles or bricks), animal
shelters (bird or rat/mice nests). (b) The peridomicile cycle was considered the space
around the house (usually delimited by a fence). Triatomines in the peridomicile were
collected in piles of material (e.g., bricks, wood) or animal shelters of domestic and non-
domestic animals (e.g., chicken, pigeon and rat/mice nests, dog and cat beds). (c) The
sylvatic cycle (outside household limits) was mainly associated with animal shelters of
non-domestic animals (e.g., squirrel, rat and bird nests), although it included areas where
human activities can take place (e.g., forest patches with trails, areas for agriculture and
harvesting, etc.).
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Figure 1. Geographic origin of 507 triatomines included in the analysis of blood meal sources.
Each point indicates a locality and the different shapes and colors the triatomine species that were
analyzed in each locality, as described in the legend. Central coastal corresponds to Manabí province
and southern highlands to Loja province, from which 171 and 336 samples, respectively, were ana-
lyzed. Black lines represent the province limits.

2.2. DNA Extraction and Natural Infection with Trypanosomes

DNA was extracted from the homogenized intestinal content with the DNAzol reagent
for the isolation of genomic DNA (InvitrogenTM, Waltham, MA, USA) in a DNA extraction
hood that was sterilized with UV light before and after each use. All DNA samples were
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stored at −20 ◦C until use. Infection with T. cruzi was assessed by amplification of the
variable domain of the minicircle of kDNA by the presence of a 330-bp product [23,24].
A negative sample (without DNA) and a positive control with DNA of T. cruzi were used
in each PCR assay. Amplification products were detected in a 2% agarose gel stained with
1X SYBR Safe (Thermo Fisher Scientific, Waltham, MA, USA).

2.3. Comparison of Primer Sets for Detection of Blood Meals

Three different primer sets that amplified mitochondrial gene fragments were assayed
with serial dilution of DNA from human blood (10 ng, 1 ng, 100 pg, 10 pg, 1 pg, 100 fg)
to determine the most adequate for vertebrate host identification in DNA from stored
intestinal content. Two sets of primers amplified a fragment of the cytb gene: FACytb-F
(5′-CCC CTC AGA ATG ATA TTT GTC CTC A-3′) and FACytb-R (5′-CCA TCC AAC
ATC TCA GCA TGA TGA AA-3′) [25]; and L14841 (5′-AAA AAG CTT CCA TCC AAC
ATC TCA GCA TGA-3′) and H15149 (5′-AAA CTG CAG CCC CTC AGA ATG ATA TTT
GTC-3′) [26]. Another set of primers amplified a fragment of the 12S-rNA gene: L1091
(5’-AAA AAG CTT CAA ACT GGG ATT AGA TAC CCC-3′) and H1478 (5′-TGA CTG
CAG AGG GTG ACG GGC GGT GTG T-3′) [26]. Amplification conditions are summarized
in Table S1.

2.4. Sensitivity of the Different Primer Sets

The best performance of primer sensitivity using human DNA serial dilutions was
achieved for the primers FACytb, where the amplification of a 355-pb fragment of cytb
was obtained using up to 1 pg of DNA. For the two other primer sets (L14841-H15149 and
L1091-H1478), the expected bands were obtained using up to 10 pg of DNA.

2.5. Amplification and Identification of the Sources of Blood Meals

Intestinal content DNA samples were amplified with the primer set FACytb, following
the amplification conditions described in Table S1. Preparation of the mix was carried out
in a pre-PCR hood sterilized with UV light before and after each use. A negative sample
(without DNA) and a positive control with human DNA were used in each PCR assay.
The expected 355-bp fragment was visualized in 2% agarose gels after SYBR Safe staining.
Amplification products were sent for sequencing to Macrogen, Inc. (Seoul, Korea). Forward
and reversed sequences were aligned with Mega V6.0 (https://www.megasoftware.net/
manual.pdf). Consensus sequences were compared with DNA nucleotide sequences in
NCBI BLAST using the megablast query. Matches were based on results achieving ≥95%
maximum identity and cover. Statistical analysis was carried out with Chi2 and Fisher test
to compare blood sources, transmission cycles and geographical regions.

2.6. Analyses of Trophic Networks of Triatomines and Their Blood Meals

To visualize the associations between the triatomines and the vertebrates which they
feed on, we conducted trophic network analyses. We scored a matrix of interactions by
counting the number of individuals of each species of triatomine (n = 5) that fed on a
respective vertebrate species (n = 16). This matrix was analyzed with the functions plotweb
and visweb using the library bipartite [27] in R version 3.6.2 [28].

3. Results
3.1. Vertebrate Diversity as Source of Blood for Triatomines

Of the 507 samples analyzed (Table S2), 82.05% of the samples (n = 416) were identified
to blood meal species due to the sequences that matched with the ones in Genbank with
an identity ≥ 95%. For 10.4% (n = 53) of the samples, PCR products were not obtained,
and for 1.4% (n = 7), non-legible chromatograms or the presence of multiple peaks were
present. For 6.1% (n = 31) of the samples, the obtained sequences matched with a reported
species in GenBank, but the identity was <95%; among these last samples, we found birds
(Gallus gallus, Gallus lafayetii), primates (Homo sapiens), rodents (Rhipidomys leucodactylus,

https://www.megasoftware.net/manual.pdf
https://www.megasoftware.net/manual.pdf
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Simosciurus stramineus, Proechimys semispinosus, Rattus satarae and Rattus rattus) and three
species of insects that do not occur in the study area (Rhodnius pictipes, Kleidocerys resedae
and Tiniocellus spinipes). None of the sequences with identity < 95% were included in
the analysis.

For the 416 triatomines where blood meals were identified, sixteen vertebrate species
were observed (Table 1). Trophic patterns of the five studied vector species are summarized
in Figure 2. The class Mammalia represented 67.8% (n = 282) of the analyzed samples,
with ten species, including five species of rodents (Aegialomys xanthaeolus, Mus musculus,
Rattus norvegicus, R. rattus, S. nebouxii (previously known as Sciurus stramineus)), one carni-
vore (Canis lupus familiaris), two artiodactyla (Capra hircus, Sus scrofa), one didelphimorphia
(Didelphis marsupialis) and one primate (H. sapiens). Four species of the class Aves were
identified (G. gallus, Campylorhynchus fasciatus, Columba livia and Leptotila verreauxi decolor)
and represented 31.2% (n = 130) of the analyzed samples. One species of the class Rep-
tilia (Boa constrictor imperator) and class Amphibia (Rhinella marina) (previously known as
Bufo marinus) was identified in <1% (n = 4) of the samples. Overall, the most abundant
vertebrate hosts identified as sources of blood for triatomines were humans (H. sapiens)
(n = 170, 40.9%), chickens (G. gallus) (n = 115, 27.6%) and rodents (S. nebouxii and R. rattus)
(n = 89, 21.4%).

Table 1. Diversity of feeding host species and T. cruzi infection identified in triatomines collected in
intradomicile, peridomicile and sylvatic cycles in the central coastal and southern highland regions
in Ecuador.

Vertebrate Blood Source I
n (Tc %)

P
n (Tc %)

S
n (Tc %)

Total
n (Tc %)Species Common Name

Mammalia
Artiodactyla
Capra hircus Goat 8 (62.5) - - 8 (62.5)

Sus scrofa Pig - 1 (0.0) - 1 (0.0)
Carnivora

Canis lupus familiaris Dog 2 (100.0) 2 (50) 1 (100.0) 5 (80.0)
Didelphimorphia

Didelphis marsupialis Opossum - - 1 (100.0) 1 (100.0)
Primate

Homo sapiens Human 45 (53.3) 47 (83.0) 78 (62.8) 170 (65.9)
Rodentia

Aegialomys xanthaeolus Yellowish rice rat - 1 (0.0) 3 (0.0) 4 (0.0)
Mus musculus Mouse - - 1 (0.0) 1 (0.0)

Rattus norvegicus Brown rat - 3 (100.0) - 3 (100.0)
Rattus rattus Black rat 15 (80.0) 19 (68.4) 7 (85.7) 41 (75.6)

Simosciurus nebouxii Guayaquil squirrel - 3 (66.7) 45 (51.1) 48 (52.1)
Total mammalia 70 (61.4) 76 (76.3) 136 (58.8) 282 (64.2)

Aves
Columbiforme
Columba livia Pigeon - - 4 (100.0) 4 (100.0)

Leptotila verreauxi decolor White-tipped dove - - 3 (66.7) 3 (66.77)
Galliforme

Gallus gallus Chicken 13 (53.8) 90 (71.1) 12 (66.7) 115 (68.7)
Passeriforme

Campylorhyncus fasciatus Fasciated wren - 1 (0.0) 7 (71.4) 8 (62.5)
Total aves 13 (53.8) 91 (70.3) 26 (73.1) 130 (69.2)
Reptilia

Squamata
Boa constrictor imperator Boa - 2 (100.0) - 2 (100.0)

Total reptilian - 2 (100.0) - 2 (100.0)
Amphibia

Anura
Rhinella marina Cane toad - 2 (50.0) - 2 (50.0)

Total amphibian - 2 (50.0) - 2 (50.0)
Triatomines

TOTAL 83 (60.2) 171 (73.1) 162 (61.1) 416 (65.9)
Adults 32 (53.1) 88 (71.6) 68 (69.1) 188 (67.6)

Nymphs 51 (64.7) 83 (74.7) 94 (55.3) 228 (64.5)

I: intradomicile, P: peridomicile, S: sylvatic; Tc %: T. cruzi infection detected by kDNA PCR.
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Figure 2. Trophic networks of the five species of triatomines (R. ecuadoriensis—Re, P. chinai—Pch, P. howardi—Ph, P. rufotuber-
culatus—Pr and T. carrion—Tca) and their food sources (vertebrates’ blood). (a) Grid representation of the trophic network;
numbers in red indicate the number of triatomine specimens per species with a given blood meal species, and the intensity
of the background color is proportional to these numbers (higher the frequency, darker the background); (b) bipartite graph
of the trophic network.

All five triatomine species analyzed were found to have ingested human blood.
Only two triatomine species—R. ecuadoriensis and P. chinai—ingested chicken blood and
R. ecuadoriensis was the only species of triatomine that had ingested blood of the four
recorded bird species (G. gallus, C. fasciatus, C. livia and L. verreauxi). In P. howardi, blood
meal from the amphibian (R. marina) and the reptile (B. c. imperator) was found. Only
human blood meal was identified in the few specimens of T. carrioni and P. rufotuberculatus
(Figure 2).

3.2. Vertebrate Blood Meal Source per Geographic Area, Triatomine Species, Developmental Stage
and Transmission Cycle

The blood meal distribution per species in the two regions is presented in Figure 3a.
Overall, blood meal vertebrate diversity appeared higher in CC (14 blood meal sources)
than in SH (eight blood meal sources), but this difference was not significant (Fisher exact
test, p > 0.05). A similar observation was made for R. ecuadoriensis, the only studied
species present in both regions; of a total of 12 blood meal hosts, 11 were identified in CC
and 6 in SH (Fisher exact test, p > 0.05). For P. howardi, a species only found in CC, five
sources of blood were identified, including three mammals (Human, R. rattus and S. scrofa),
one species of amphibian (R. marina) and one species of reptile (B. constrictor imperator);
these last two are non-typical blood sources for triatomines.
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In the SH region, human was the most abundant source of blood for triatomines,
particularly for the specimens collected in the intradomicile (P. chinai, P. rufotuberculatus,
R. ecuadoriensis and T. carrioni), but also it was frequently found in the species that infested
the peridomestic and sylvatic cycle (P. chinai, and R. ecuadoriensis). In the CC region, human
blood meal was found in all three transmission cycles but was particularly abundant in
R. ecuadoriensis from the peridomicile and sylvatic cycles (Figure 3a). For R. ecuadoriensis,
chicken (G. gallus) and rodents (S. nebouxii, R. rattus) are other important sources of blood.
For P. chinai, rodents (R. rattus) and, to a lesser extent, ungulates (Artiodacyla—C. hircus),
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carnivores (C. lupus familiaris) and birds (G. gallus) were also detected as important sources
of blood (Figure 3a).

In both regions, sources of blood meal were identified in adults and nymphs. Overall,
no significant distribution of the main blood meals (human, chicken (G. gallus) and rodent
(R. rattus and S. nebouxii)) was observed between adults and nymphs (Fisher exact test,
p = 0.11; Figure 3b), even if a higher diversity of hosts was observed in nymphs (15 blood
meal sources) than in adults (10 blood meal sources), but this was not significant (Fisher
exact test, p > 0.05) (Figure 3b).

Blood meal sources were identified in triatomines collected in the intradomicile,
peridomicile and sylvatic cycles. In total, considering three categories of blood meals,
the two most frequent ones (human and G. gallus) and a third category grouping all the
others, the observed distribution was significantly different between the transmission cycles
(Chi2 = 96.14, df = 4, p < 0.0001). Humans tend to be overrepresented in blood meals of
triatomines captured in the intradomicile cycle (the observed frequency was 32.7% greater
than the expected) and, to a lesser extent, in those captured in the sylvatic cycle, where the
observed frequency was 17.8% greater than expected. In the peridomicile, G. gallus were
overrepresented in the blood meals of triatomines and the observed frequency was 90.4%
greater than expected.

To refine our analysis, we examined the sources of blood meals of the triatomines
according to the microenvironment in which they were captured, as presented in Figure 4.
In the intradomicile, triatomines were mostly found in rooms (n = 56, 67.4%), particularly in
bedrooms (in the bed, between clothes and on the wall). As expected, in this transmission
cycle, the main source of blood was human (54.2%), although species of other orders were
found, such as Galliformes (G. gallus), Rodentia (R. rattus), Artiodactyla (C. hircus) and
Carnivora (C. lupus familiaris). Triatomines were also found in piles of material (bricks or
wood) stored inside the house. Most of the triatomines found in this microenvironment
had Rodentia blood (R. rattus); however, blood from other sources, such as human, goat
(Artiodactyla) and dog (Carnivora), was also found. Another microenvironment present in
the intradomicile (although less frequent) was animal shelters (chicken and rodent nests).
Triatomines collected in this microenvironment presented blood from chicken and human.
In the few triatomines collected indoors by the inhabitants (triatomines attracted by light),
only human blood was detected (Figure 4).

In the peridomicile, most of the studied triatomines were collected in animal shelters
(mostly chicken nests and some others in rodent nests). In these microenvironments,
chicken or rodent blood meals were the most frequent, but human blood meals were also
detected. Triatomines collected in piles of material (mainly bricks and woods) presented
different blood meal sources such as R. rattus, humans, S. scrofa, B. c. constrictor and
R. marina (Figure 4).

In the sylvatic cycle, all studied triatomines were collected in animal shelters, mainly
squirrel nests (87.0%). A total of 11 different blood meal sources were identified, with
human and the squirrel, S. nebouxii, being the most abundant. A small proportion of
triatomines had blood meals of domestic and non-domestic species of the order Rodentia
(R. rattus, A. xanthaeolus and M. musculus), Carnivora (C. lupus familiaris), Didelphimor-
phia (D. marsupialis), Galliformes (G. gallus), Columbiformes (L. v. decolor, C. livia) and
Passeriformes (C. fasciatus) (Figure 4).

3.3. T. cruzi Infection and Blood Meal Diversity in the Different Transmission Cycles

Of the 416 triatomines with identified blood meals, 65.9% were infected with T. cruzi.
Table 1 and Figure 5 summarize the infection rates observed according to each blood host
species and transmission cycle. The infection rate was similar in triatomines fed with
mammal and bird blood (64.2% and 69.2%, respectively, Chi2 = 0.04, p > 0.05). Similarly,
adults presented a T. cruzi infection rate (67.6%) not different from that of nymphs (64.5%)
(Chi2 = 0.31, p > 0.05).
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Triatomine infection rates with T. cruzi collected in the domicile and sylvatic cycle
reach around 60% (Chi2 = 0.02, p > 0.05); these values were significantly lower than those
of peridomestic cycle (Chi2 values of 4.31 and 5.43, respectively, p < 0.05). In the domestic
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cycle, the infection rate of triatomines with mammal blood meals (61.4%) or bird blood
meals (53.8%) were not significantly different (Fisher exact test, p > 0.05). Additionally,
the infection rate in triatomines with rat blood (80.0%) tends to be higher than those with
human blood (53.3%), but this difference is not statistically significant (Fisher exact test,
p > 0.05).

In the peridomestic cycle, eleven species of vertebrates were identified as sources of
blood meal (seven mammal, two bird, one reptile and one amphibian species); no significant
differences in infection rates were observed between the principal sources of blood meals,
chickens (71.1%), rats (68.4%) and humans (83%) (Fisher exact test, p > 0.05). In this cycle,
T. cruzi was detected in one of the two amphibian blood meals and in both samples with
reptilian blood meals (Table 1, Figure 5).

In the sylvatic cycle, species of vertebrate hosts (7 species of mammals, 4 species
of birds) were found as sources of blood for triatomines, with mammals being the most
frequent source, with a 58.8% T. cruzi infection rate. The mammal group included domestic
and synanthropic animals, such as dogs, opossums, mice and rats, and sylvatic ones,
such as yellowish rice rats and squirrels. Surprisingly, human blood was found in 48.4%
(n = 78) of the sylvatic triatomines, with a T. cruzi infection rate as high as 62.8%. Overall,
the T. cruzi infection rate in birds (domestic and wild) reached 73.1% (Table 1, Figure 5).
A non-statistical difference was found when we compared human, squirrel and bird blood
meals (Fisher exact test, p > 0.05).

4. Discussion
4.1. Epidemiological Importance of the Identification of the Vertebrate Sources of Blood for Triatomines

Triatomines feed on a wide diversity of vertebrate species, and the detection of these
hosts in a given area is essential to understand the interactions between triatomines and
vertebrate hosts and to identify important reservoir hosts of CD. In Ecuador, a great deal of
information has been obtained about the diversity and ecological conditions of triatomines
and T. cruzi [16,17,29,30], which is crucial to define target species of triatomines for their
control. Although insecticide spaying was successful to control T. dimidiata populations,
limited effectiveness was observed when applied to the control of other domiciliated
species [31]. Likewise, the continuous reinfestation of houses constitutes a challenge for
effective control measures to avoid human–vector contact.

To find alternative and comprehensive measures to fight against CD transmission,
information about the contact between the triatomine vectors and the vertebrate hosts is es-
sential. The identification of the sources of blood meal, and, at the same time, the detection
of T. cruzi infections, contributes to: (1) defining the rate of human–vector contact, which
informs us about the risk of CD transmission, (2) determining the most frequent sources of
blood, other than humans, that allow vector populations to thrive, (3) the infection rate
of the vectors that is considered a second risk index of CD transmission, (4) the potential
mammal reservoirs that could be targeted for CD control, (5) the knowledge of the dynam-
ics of transmission through the cross-analysis of the place of capture of the vectors, the
source of the blood meal of each vector and the proximity of the potential hosts, and (6) the
vector species composition and their ability to transmit the parasite.

The present study answered some of the questions listed above. Among others, this
study described the great diversity of vertebrate hosts that are sources of blood for the
main vector species in Ecuador, the high T. cruzi infection rate of triatomines, even when
they are captured in the nests of fowls (laying hens or other birds), which are refractory
to T. cruzi infection, and the high frequency of human blood meals in vectors captured
indoors but even in those captured outside the home.

4.2. Diversity of Mammal Hosts and Its Implication in T. cruzi Transmission

Mammal species are recognized as frequent blood sources and the most important
because these species can be infected and transmit T. cruzi. In this study, mammals
contributed 67.8% of the identified feeding sources; of these, human, black rat (R. rattus)
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and squirrel (S. nebouxii) represented together 91.8%. The two first species were found
in triatomines collected in the domestic, peridomestic and sylvatic cycles, while squirrels
contributed above all to blood sources in the sylvatic cycle.

Human blood has been previously found in the three principal triatomine genera
implicated in T. cruzi transmission (Panstrongylus, Rhodnius and Triatoma) [32–35]; however,
the high proportion of human blood meals in sylvatic triatomines in both regions, while
they have different ecological conditions, was unexpected. Contact of humans with sylvatic
triatomines has been proposed to be related to outdoor activities (e.g., camping, harvesting)
or to the movement of triatomines from sylvatic to domestic settings and vice versa [36–38].
In the present context, such human activities and possible human–vector contact outside
the home as well as triatomine dispersal need to be further studied.

Endemic and wild species of rodents are important blood sources for triatomines,
particularly in the sylvatic cycle [36,39–41]. In this study, apart from humans, triatomines
mostly fed from squirrels (S. nebouxii) and a few other rodent species. In previous studies,
sylvatic triatomines have been searched in burrows, tree holes, under trunks and rocks, but
they were mainly collected in nests built in trees, particularly in squirrel nests [18,19,42].
Although in CC, the blood meals of sylvatic triatomines were more diverse and squirrels
did not seem to be an important source of blood, in SH, these results support the importance
of S. nebouxii in the maintenance of triatomine populations in forest patches around rural
communities [43].

Synanthropic rodents such as rats (R. rattus) have been found to be key sources of
blood for triatomines in some areas such as Bolivia, Mexico (where rats play a major role as
feeding source and should be the main reservoir of peridomicile colonies of T. longipennis)
or Guatemala (where rodent control was applied as part of a strategy for an integrated
vector management) [36,44–46]. However, in Panama, Argentina, Venezuela and Colombia,
rats are not an important source of blood for triatomines [32–35]. In our studied areas,
the results showed a low frequency of feeding from rat blood (15.6% of mammal blood
meals), although rats have the capacity to circulate between sylvatic and domestic cycles.
The contact of rats with triatomines might be less frequent than expected, even if they are
widely distributed; thus, in Ecuador, their role in T. cruzi transmission would be more
dependent on local ecological characteristics.

The opossum is considered a natural host species for the parasite and it is an important
reservoir in some areas in Colombia and Brazil [35,46–48]. However, based on this and a
previous study [21], opossums seem to have a limited role in triatomine maintenance and
T. cruzi transmission in Ecuador, although this is an abundant species.

The role of dogs also differs by region. In general, in Chagas-disease-endemic areas,
there is a high frequency of dogs infected with T. cruzi and their presence in dwellings
has been associated with higher risk of human infection [47,49]. In Colombia, dogs have
been found as an important source of blood for T. maculata [35]. In other areas, such as the
USA (Texas and Louisiana) and Brazil, the T. cruzi seroprevalence of dogs ranged from
7 to 76% [50–53]. In Northern Argentina, infected dogs constitute a risk factor and have
been used as sentinels for T. cruzi domestic transmission [54,55]. However, in other areas,
dogs might not have such an important role, although they have been found to be a less
frequent source of blood [56,57]. In areas of Ecuador in which Chagas disease is endemic,
dogs are present in the majority of domiciles [16,17]; nevertheless, the results of this study
indicate that dogs are not a major source of food for triatomines, despite their availability.

Other mammals, such as the mouse (M. musculus), the brown rat (R. norvegicus), goats
(C. hircus) and pigs (S. scrofa), might be occasional sources of food and could play a limited
role in T. cruzi transmission in Ecuador.

4.3. Birds and Their Role in Triatomine Population Maintenance

Birds do not have a direct role in T. cruzi transmission because they are refractory to
the parasites; they are able to destroy the trypomastigote form through the action of their
immune system. However, they are a source of blood that plays an important role in the
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survival and maintenance of triatomine populations [12], particularly in rural areas where
raising chickens is frequent. Experimental studies in T. infestans have demonstrated that
this vector species prefers feeding from dogs than from chickens [58]. In Ecuador, having
chickens was found to be a major determinant of triatomine infestation and R. ecuadoriensis
is the vector species that showed a preference for this microenvironment [16,17,59]. Most
chickens are kept free-ranging, except for laying hens, whose nests are located outside
against the house walls so to be easily monitored by the inhabitants [60]. Large colonies of
triatomines have been found in these nests. Although chickens are the expected source of
blood for triatomines collected in chicken nests (63.6%), we also found human (31.8%) and
rodent blood meals (4.6%). Moreover, triatomines that contained chicken blood were found
infected by T. cruzi. These last findings show that triatomines, adults and nymphs, move
from one microenvironment to another; thus, the dispersal of triatomines between the
intradomicile, peridomicile and sylvatic cycles might play an important role in transmission.
According to the present results, other birds, such as doves, pigeons and others, might
contribute to the maintenance of triatomine populations in the sylvatic cycle.

4.4. Triatomine Species and Blood Meal Preference

Rhodnius ecuadoriensis is the most abundant and widely distributed species found
in the two studied regions; moreover, it colonizes all three transmission cycles [16,17].
In both regions, given that blood meals taken from humans are frequent, regardless of
the transmission cycle where the bugs were collected (27.6% in peridomicile to 58.1% in
intradomicile), it can be argued that this species has remarkable anthropophilic behavior.
The most conclusive observations are those made in specimens collected in the sylvatic
cycle: in CC, although a variety of hosts is observed (10 species of vertebrates counted), the
human food represents 57.3%; in SH, they are slightly less represented (41.5%) since this
species is often found in the nests of squirrels and meals from them reached 46.8%. Among
these insects, around half are adults who have thus moved to rely on humans for food,
while the nymphs feed from their congeners engorged with human blood, as discussed in
the next section.

In P. chinai, whose presence is well established in domestic and peridomestic cycles in
SH only [17], of the 51 specimens studied, around half have also fed on humans. R. rattus
seems to be the second most preferred species by P. chinai, when collected in intradomicile,
while this is not the case for R. ecuadoriensis, which shares the same region and same villages.
Detection of other sources of blood, such as the dog, goat, rat and chicken, however, shows
flexibility in food choices, a characteristic conducive to the adaptation of species to new
environments.

What is striking for P. howardi compared to other species is the diversity of diet
observed in specimens collected in the peridomicile, which included humans, rats, reptiles
and amphibians; no chicken blood meals were detected, even though chickens are abundant
in the peridomicile, but the sample size was small.

All these results might indicate that although triatomines have a diverse diet, some
species showed blood source preferences that can have, as in the case of R. ecuadoriensis,
important implications in T. cruzi transmission to humans.

4.5. Triatomine Dispersal and Access to Vertebrate Hosts

To understand the dynamics of transmission in an endemic area, knowing the move-
ments of triatomines is very informative. In this context, the current cross-study that
considered the places where each triatomine was captured with its blood meal offers valu-
able information, even if the study was limited to a single meal per triatomine. Indeed,
several triatomines had multiple meals (1.4%) that were reflected by multiple peaks in the
chromatograms, showing an overlap of cytb sequences. Although the resolution of the
multiple meals by molecular cloning was not applied, detecting multiple sources of blood
could facilitate the understanding of the ecological interactions of triatomines [6,61].



Pathogens 2021, 10, 42 13 of 17

In this study, triatomines collected in chicken nests in the peridomicile and squirrel
nests in the sylvatic cycle presented unexpectedly a high diversity of blood sources. Fur-
thermore, triatomines collected in all transmission cycles, including sylvatic, showed the
presence of human and chicken blood, showing that these triatomines had fed elsewhere
before arriving in these places. The dispersal capability of triatomines has been previously
reported. In Argentina, the dispersion distance range of adult T. infestans has been recorded
from 0.1 up to 2 km [62,63]. In Mexico, an elevated dispersal between domestic and sylvatic
areas was suggested for T. dimidiata [64]. In the Andean valley in Bolivia, the evaluation
of dispersal distances of T. infestans by the capture–mark–recapture method in the field
demonstrated significant movement in adults of up to 168 m and in nymphs of 34 m [65].

Unexpected blood meals of nymphs that differ from the available host in the place of
capture are not easy to explain. Nymphs have a limited capacity for dispersion due to the
lack of wings, and in some cases, it is not possible to assume that the nymph located its meal
by walking, so other strategies such as cleptohematophagy or cannibalism, which have
been previously reported under experimental conditions for some triatomine species, can
be proposed [66–68]. Alternatively, nymphs could be passively dispersed by transportation
by animals or humans, as has been reported for Triatoma brasiliensis, Rhodnius prolixus and
Triatoma pseudomaculata [69–71].

Host accessibility is a major factor that shapes the patterns of the sources of blood
for triatomine, and it varies according to the studied area [72]. In Panama, anthropogenic
landscape disturbance changed the host community structure and increased R. prolixus in-
fection with T. cruzi [15]. Conversely, in Argentina, domestic animals and their availability
throughout the year affect triatomine´s host-feeding choices and even human–vector con-
tact rates [73]. In Ecuador, triatomines have accessibility to domestic animals such as dogs
and chickens [16]. Although chickens are an important blood source for R. ecuadoriensis,
humans constitute the most important blood source for all five vector species analyzed.
In Ecuador, the dispersal and dynamics of triatomines, particularly R. ecuadoriensis, need
to be further evaluated to determine the factors that influence the human–vector contact
in the domestic cycle and the possible scenario that can explain human blood meals in
specimens collected in the sylvatic cycle.

5. Conclusions

Humans are the main source of blood for the current sample of triatomines collected
in Ecuador, indicating that human–vector contact is more frequent than previously thought.
This result, together with the high infection rates with T. cruzi, indicates a high risk of
transmission of the parasite in the central coastal and southern highland regions of Ecuador.
Moreover, the high frequency of chicken blood in peridomestic triatomines indicates that
this species is fundamental in the maintenance and thriving of triatomine populations
in household environments. The triatomine R. ecuadoriensis, which is the most abundant
species in both studied regions and widely distributed in the domestic and sylvatic cy-
cles, appeared to prefer human and chicken blood, having a principal epidemiological
role. Moreover, other species that colonized peridomestic environments, such as P. chinai
and P. howardi, might prefer human and rodent sources of blood but not chicken, taking
second place in the risk of transmission. Both adults and nymphs, who are similarly
infected with T. cruzi, come into contact with humans; even nymphs, which have limited
dispersal because they cannot fly, can acquire human blood by other mechanisms such as
cleptohaematophagy on their congeners. The dispersion profile of triatomines is obviously
very complex. They are influenced by the availability of vertebrates, their own trophic
preferences, but also the environmental disturbances that lead them to move and adapt to
new sources of blood. The current results show that adults move from the outside to the
inside of the house and vice versa, and the same applies for nymphs in some situations,
such as that of the nests of laying hens located against the outside walls of houses. Both
adults and nymphs therefore represent a risk of transmission. In this context, additional
studies will provide a better understanding of the dispersal patterns of vector species, but it
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is important to understand from now on that these vectors move extremely easily between
the sylvatic cycle and the human habitat and that they are able to adopt man as a food
source, increasing the risk of T. cruzi transmission.

Supplementary Materials: The following are available online at https://www.mdpi.com/2076-081
7/10/1/42/s1, Table S1 Thermal cycling parameters for PCR primers tested according to previous
publications. Table S2 Geographical and vector origin of the samples analyzed. Includes information
of transmission cycle, T. cruzi infection, and sequence obtained from the cytb analysis.

Author Contributions: Study design: S.O.-M., S.F.B., and M.J.G. Study implementation and data
collection: S.O.-M. and A.G.V. Sample and study analysis: S.O.-M., J.J.B., C.M.P., and S.F.B. Drafting
and revising the manuscript: S.O.-M., J.J.B., A.G.V., C.M.P., S.F.B., and M.J.G. All authors have read
and agreed to the published version of the manuscript.

Funding: This study received support from the UNICEF/UNPD/World Bank/WHO Special Pro-
gramme for Research and Training in Tropical Diseases (TDR) [A20785], Pan American Health
Organization [A60655], the National Chagas Control Program—Ecuadorian Ministry of Health, Plan
Internacional Ecuador, Childrens Heartlink USA and the Division of Microbiology and Infectious
Diseases, National Institute of Allergy and Infectious Diseases (AI077896-01) and the Fogarty Interna-
tional Center (TW008261) of the National Institutes of Health, European Union PF-7 ChagasEpinet
(223034), Ohio University and Pontifical Catholic University of Ecuador (PUCE) [N13436, J13039,
J13066, K13063, L13254].

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data presented in this study are available in the Supplementary
Materials Tables S1 and S2.

Acknowledgments: We thank César Yumiseva, Alejandra Zurita, Amber Mauger and the field
personnel of the Ministry of Health for their technical support during this study. Funding agencies
did not play any role in the design of the study or in the data analyses and drafting of the manuscript.

Conflicts of Interest: The authors declare that they have no competing interest.

References
1. Eastwood, G.; Cunningham, A.A.; Kramer, L.D.; Goodman, S.J. The vector ecology of introduced Culex quinquefasciatus popula-

tions, and implications for future risk of West Nile virus emergence in the Galapagos archipelago. Med. Vet. Entomol. 2018, 33,
44–55. [CrossRef] [PubMed]

2. Goodman, H.; Egizi, A.; Fonseca, D.M.; Leisnham, P.T.; LaDeau, S.L. Primary blood-hosts of mosquitoes are influenced by social
and ecological conditions in a complex urban landscape. Parasit. Vectors 2018, 11, 218. [CrossRef] [PubMed]

3. Bennai, K.; Tahir, D.; Lafri, I.; Bendjaballah-Laliam, A.; Bitam, I.; Parola, P. Molecular detection of Leishmania infantum DNA and
host blood meal identification in Phlebotomus in a hypoendemic focus of human leishmaniasis in northern Algeria. PLoS Negl.
Trop. Dis. 2018, 12, e0006513. [CrossRef] [PubMed]

4. De Avila, M.M.; Brilhante, A.F.; de Souza, C.F.; Bevilacqua, P.D.; Galati, E.A.B.; Brazil, R.P. Ecology, feeding and natural infection
by Leishmania spp. of phlebotomine sand flies in an area of high incidence of American tegumentary leishmaniasis in the
municipality of Rio Branco, Acre, Brazil. Parasit. Vectors 2018, 11, 64. [CrossRef] [PubMed]

5. Chepkorir, E.; Venter, M.; Lutomiah, J.; Mulwa, F.; Arum, S.; Tchouassi, D.P.; Sang, R. The occurrence, diversity and blood feeding
patterns of potential vectors of dengue and yellow fever in Kacheliba, West Pokot County, Kenya. Acta Trop. 2018, 186, 50–57.
[CrossRef]

6. Dumonteil, E.; Ramirez-Sierra, M.J.; Perez-Carrillo, S.; Teh-Poot, C.; Herrera, C.; Gourbiere, S.; Waleckx, E. 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. [CrossRef]

7. Orantes, L.C.; Monroy, C.; Dorn, P.L.; Stevens, L.; Rizzo, D.M.; Morrissey, L.; Hanley, J.P.; Rodas, A.G.; Richards, B.; Wallin,
K.F.; et al. Uncovering vector, parasite, blood meal and microbiome patterns from mixed-DNA specimens of the Chagas disease
vector Triatoma dimidiata. PLoS Negl. Trop. Dis. 2018, 12, e0006730. [CrossRef]

8. Guhl, F. Chagas disease in pre-Colombian civilizations. In American Trypanosomiasis. Chagas Disease. One Hundred Years of Research,
2nd ed.; Telleria, J., Tibayrenc, M., Eds.; Academic Press: Cambridge, MA, USA, 2017.

9. Jansen, A.M.; Xavier, S.C.; Roque, A.L. The multiple and complex and changeable scenarios of the Trypanosoma cruzi transmission
cycle in the sylvatic environment. Acta Trop. 2015, 151, 1–15. [CrossRef]

https://www.mdpi.com/2076-0817/10/1/42/s1
https://www.mdpi.com/2076-0817/10/1/42/s1
http://doi.org/10.1111/mve.12329
http://www.ncbi.nlm.nih.gov/pubmed/30168152
http://doi.org/10.1186/s13071-018-2779-7
http://www.ncbi.nlm.nih.gov/pubmed/29631602
http://doi.org/10.1371/journal.pntd.0006513
http://www.ncbi.nlm.nih.gov/pubmed/29958283
http://doi.org/10.1186/s13071-018-2641-y
http://www.ncbi.nlm.nih.gov/pubmed/29373995
http://doi.org/10.1016/j.actatropica.2018.07.008
http://doi.org/10.1038/s41598-018-22455-x
http://doi.org/10.1371/journal.pntd.0006730
http://doi.org/10.1016/j.actatropica.2015.07.018


Pathogens 2021, 10, 42 15 of 17

10. Jansen, A.M.; Xavier, S.C.C.; Roque, A.L.R. Ecological aspects on Trypanosoma cruzi: Wild hosts and reservoirs. In American
Trypanosomiasis. Chagas Disease. One Hundred Years of Research, 2nd ed.; Telleria, J., Tibayrenc, M., Eds.; Academic Press: Cambridge,
MA, USA, 2017.

11. Noireau, F.; Diosque, P.; Jansen, A.M. Trypanosoma cruzi: Adaptation to its vectors and its hosts. Vet. Res. 2009, 40, 26. [CrossRef]
12. Jansen, A.M.; Roque, A.L.R.; Xavier, S.C.C. Trypanosoma cruzi enzootic cycle: General aspects, domestic and synanthropic hosts

and reservoirs. In American Trypanosomiasis. Chagas Disease. One Hundred Years of Research, 2nd ed.; Telleria, J., Tibayrenc, M., Eds.;
Academic Press: Cambridge, MA, USA, 2017.

13. Miles, M.A.; Feliciangeli, M.D.; de Arias, A.R. American trypanosomiasis (Chagas’ disease) and the role of molecular epidemiology
in guiding control strategies. BMJ 2003, 326, 1444–1448. [CrossRef]

14. Walter, A.; Lozano-Kasten, F.; Bosseno, M.F.; Ruvalcaba, E.G.; Gutierrez, M.S.; Luna, C.E.; Baunaure, F.; Phelinas, P.; Magallon-
Gastelum, E.; Breniere, S.F. Peridomicilary habitat and risk factors for Triatoma infestation in a rural community of the Mexican
occident. Am. J. Trop. Med. Hyg. 2007, 76, 508–515. [CrossRef]

15. Gottdenker, N.L.; Chaves, L.F.; Calzada, J.E.; Saldana, A.; Carroll, C.R. Host life history strategy, species diversity, and habitat
influence Trypanosoma cruzi vector infection in Changing landscapes. PLoS Negl. Trop. Dis. 2012, 6, e1884. [CrossRef] [PubMed]

16. Grijalva, M.J.; Villacis, A.G.; Moncayo, A.L.; Ocana-Mayorga, S.; Yumiseva, C.A.; Baus, E.G. Distribution of triatomine species
in domestic and peridomestic environments in central coastal Ecuador. PLoS Negl. Trop. Dis. 2017, 11, e0005970. [CrossRef]
[PubMed]

17. Grijalva, M.J.; Villacis, A.G.; Ocana-Mayorga, S.; Yumiseva, C.A.; Moncayo, A.L.; Baus, E.G. Comprehensive Survey of Domiciliary
Triatomine Species Capable of Transmitting Chagas Disease in Southern Ecuador. PLoS Negl. Trop. Dis. 2015, 9, e0004142.
[CrossRef] [PubMed]

18. Grijalva, M.J.; Teran, D.; Dangles, O. Dynamics of sylvatic Chagas disease vectors in coastal Ecuador is driven by changes in land
cover. PLoS Negl. Trop. Dis. 2014, 8, e2960. [CrossRef] [PubMed]

19. Grijalva, M.J.; Villacis, A.G. Presence of Rhodnius ecuadoriensis in sylvatic habitats in the southern highlands (Loja Province) of
Ecuador. J. Med. Entomol. 2009, 46, 708–711. [CrossRef]

20. Ocana-Mayorga, S.; Aguirre-Villacis, F.; Pinto, C.M.; Vallejo, G.A.; Grijalva, M.J. Prevalence, Genetic Characterization, and 18S
Small Subunit Ribosomal RNA Diversity of Trypanosoma rangeli in Triatomine and Mammal Hosts in Endemic Areas for Chagas
Disease in Ecuador. Vector Borne Zoonotic Dis. 2015, 15, 732–742. [CrossRef]

21. Pinto, C.M.; Ocana-Mayorga, S.; Lascano, M.S.; Grijalva, M.J. Infection by trypanosomes in marsupials and rodents associated
with human dwellings in Ecuador. J. Parasitol. 2006, 92, 1251–1255. [CrossRef]

22. Pinto, C.M.; Ocana-Mayorga, S.; Tapia, E.E.; Lobos, S.E.; Zurita, A.P.; Aguirre-Villacis, F.; MacDonald, A.; Villacis, A.G.; Lima,
L.; Teixeira, M.M.; et al. Bats, Trypanosomes, and Triatomines in Ecuador: New Insights into the Diversity, Transmission, and
Origins of Trypanosoma cruzi and Chagas Disease. PLoS ONE 2015, 10, e0139999. [CrossRef]

23. Vallejo, G.A.; Guhl, F.; Chiari, E.; Macedo, A.M. Species specific detection of Trypanosoma cruzi and Trypanosoma rangeli in vector
and mammalian hosts by polymerase chain reaction amplification of kinetoplast minicircle DNA. Acta Trop. 1999, 72, 203–212.
[CrossRef]

24. Virreira, M.; Alonso-Vega, C.; Solano, M.; Jijena, J.; Brutus, L.; Bustamante, Z.; Truyens, C.; Schneider, D.; Torrico, F.; Carlier,
Y.; et al. Congenital Chagas disease in Bolivia is not associated with DNA polymorphism of Trypanosoma cruzi. Am. J. Trop. Med.
Hyg. 2006, 75, 871–879. [CrossRef] [PubMed]

25. Buitrago, R.; Depickere, S.; Bosseno, M.F.; Patzi, E.S.; Waleckx, E.; Salas, R.; Aliaga, C.; Breniere, S.F. Combination of cytochrome b
heteroduplex-assay and sequencing for identification of triatomine blood meals. Infect. Genet. Evol. 2012, 12, 21–27. [CrossRef]
[PubMed]

26. Kocher, T.D.; Thomas, W.K.; Meyer, A.; Edwards, S.V.; Paabo, S.; Villablanca, F.X.; Wilson, A.C. Dynamics of mitochondrial DNA
evolution in animals: Amplification and sequencing with conserved primers. Proc. Natl. Acad. Sci. USA 1989, 86, 6196–6200.
[CrossRef] [PubMed]

27. Dormann, C.F.; Gruber, B.; Fründ, J. Introducing the bipartite package: Analysing ecological networks. R News 2008, 8, 8–11.
28. R Core Team. A Language and Environment for Statistical Computing. Available online: http://www.R-project.org/ (accessed

on 14 August 2020).
29. Ocana-Mayorga, S.; Llewellyn, M.S.; Costales, J.A.; Miles, M.A.; Grijalva, M.J. Sex, subdivision, and domestic dispersal of

Trypanosoma cruzi lineage I in southern Ecuador. PLoS Negl. Trop. Dis. 2010, 4, e915. [CrossRef]
30. Costales, J.A.; Jara-Palacios, M.A.; Llewellyn, M.S.; Messenger, L.A.; Ocana-Mayorga, S.; Villacis, A.G.; Tibayrenc, M.; Grijalva,

M.J. Trypanosoma cruzi population dynamics in the Central Ecuadorian Coast. Acta Trop. 2015, 151, 88–93. [CrossRef]
31. Grijalva, M.J.; Villacis, A.G.; Ocana-Mayorga, S.; Yumiseva, C.A.; Baus, E.G. Limitations of selective deltamethrin application for

triatomine control in central coastal Ecuador. Parasit. Vectors 2011, 4, 20. [CrossRef]
32. Christensen, H.A.; de Vasquez, A.M. Host feeding profiles of Rhodnius pallescens (Hemiptera: Reduviidae) in rural villages of

Central Panama. Am. J. Trop. Med. Hyg. 1981, 30, 278–283. [CrossRef]
33. Cecere, M.C.; Leporace, M.; Fernandez, M.P.; Zarate, J.E.; Moreno, C.; Gurtler, R.E.; Cardinal, M.V. Host-Feeding Sources and

Infection With Trypanosoma cruzi of Triatoma infestans and Triatoma eratyrusiformis (Hemiptera: Reduviidae) From the Calchaqui
Valleys in Northwestern Argentina. J. Med. Entomol. 2016, 53, 666–673. [CrossRef]

http://doi.org/10.1051/vetres/2009009
http://doi.org/10.1136/bmj.326.7404.1444
http://doi.org/10.4269/ajtmh.2007.76.508
http://doi.org/10.1371/journal.pntd.0001884
http://www.ncbi.nlm.nih.gov/pubmed/23166846
http://doi.org/10.1371/journal.pntd.0005970
http://www.ncbi.nlm.nih.gov/pubmed/28968383
http://doi.org/10.1371/journal.pntd.0004142
http://www.ncbi.nlm.nih.gov/pubmed/26441260
http://doi.org/10.1371/journal.pntd.0002960
http://www.ncbi.nlm.nih.gov/pubmed/24968118
http://doi.org/10.1603/033.046.0339
http://doi.org/10.1089/vbz.2015.1794
http://doi.org/10.1645/GE-886R.1
http://doi.org/10.1371/journal.pone.0139999
http://doi.org/10.1016/s0001-706x(98)00085-0
http://doi.org/10.4269/ajtmh.2006.75.871
http://www.ncbi.nlm.nih.gov/pubmed/17123980
http://doi.org/10.1016/j.meegid.2011.09.005
http://www.ncbi.nlm.nih.gov/pubmed/21963963
http://doi.org/10.1073/pnas.86.16.6196
http://www.ncbi.nlm.nih.gov/pubmed/2762322
http://www.R-project.org/
http://doi.org/10.1371/journal.pntd.0000915
http://doi.org/10.1016/j.actatropica.2015.07.017
http://doi.org/10.1186/1756-3305-4-20
http://doi.org/10.4269/ajtmh.1981.30.278
http://doi.org/10.1093/jme/tjw002


Pathogens 2021, 10, 42 16 of 17

34. Carrasco, H.J.; Torrellas, A.; Garcia, C.; Segovia, M.; Feliciangeli, M.D. Risk of Trypanosoma cruzi I (Kinetoplastida: Trypanoso-
matidae) transmission by Panstrongylus geniculatus (Hemiptera: Reduviidae) in Caracas (Metropolitan District) and neighboring
States, Venezuela. Int. J. Parasitol. 2005, 35, 1379–1384. [CrossRef]

35. Cantillo-Barraza, O.; Garces, E.; Gomez-Palacio, A.; Cortes, L.A.; Pereira, A.; Marcet, P.L.; Jansen, A.M.; Triana-Chavez, O.
Eco-epidemiological study of an endemic Chagas disease region in northern Colombia reveals the importance of Triatoma maculata
(Hemiptera: Reduviidae), dogs and Didelphis marsupialis in Trypanosoma cruzi maintenance. Parasit. Vectors 2015, 8, 482. [CrossRef]

36. Buitrago, R.; Bosseno, M.F.; Depickere, S.; Waleckx, E.; Salas, R.; Aliaga, C.; Barnabe, C.; Breniere, S.F. 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. [CrossRef]

37. Waleckx, E.; Suarez, J.; Richards, B.; Dorn, P.L. Triatoma sanguisuga blood meals and potential for Chagas disease, Louisiana, USA.
Emerg. Infect. Dis. 2014, 20, 2141–2143. [CrossRef]

38. Buitrago, N.L.; Bosseno, M.F.; Waleckx, E.; Bremond, P.; Vidaurre, P.; Zoveda, F.; Breniere, S.F. Risk of transmission of Trypanosoma
cruzi by wild Triatoma infestans (Hemiptera: Reduviidae) in Bolivia supported by the detection of human blood meals. Infect.
Genet. Evol. 2013, 19, 141–144. [CrossRef]

39. Chacon, F.; Bacigalupo, A.; Quiroga, J.F.; Ferreira, A.; Cattan, P.E.; Ramirez-Toloza, G. Feeding profile of Mepraia spinolai, a sylvatic
vector of Chagas disease in Chile. Acta Trop. 2016, 162, 171–173. [CrossRef] [PubMed]

40. Almeida, C.E.; 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, 10, e0004447. [CrossRef]

41. Bosseno, M.F.; Barnabe, C.; Sierra, M.J.; Kengne, P.; Guerrero, S.; Lozano, F.; Ezequiel, K.; Gastelum, M.; Breniere, S.F. Wild
ecotopes and food habits of Triatoma longipennis infected by Trypanosoma cruzi lineages I and II in Mexico. Am. J. Trop. Med. Hyg.
2009, 80, 988–991. [CrossRef] [PubMed]

42. Suarez-Davalos, V.; Dangles, O.; Villacis, A.G.; Grijalva, M.J. Microdistribution of sylvatic triatomine populations in central-coastal
Ecuador. J. Med. Entomol. 2010, 47, 80–88. [CrossRef] [PubMed]

43. Ocana-Mayorga, S.; Lobos, S.E.; Crespo-Perez, V.; Villacis, A.G.; Pinto, C.M.; Grijalva, M.J. Influence of ecological factors on the
presence of a triatomine species associated with the arboreal habitat of a host of Trypanosoma cruzi. Parasit. Vectors 2018, 11, 567.
[CrossRef] [PubMed]

44. Bustamante, D.M.; De Urioste-Stone, S.M.; Juarez, J.G.; Pennington, P.M. Ecological, social and biological risk factors for continued
Trypanosoma cruzi transmission by Triatoma dimidiata in Guatemala. PLoS ONE 2014, 9, e104599. [CrossRef] [PubMed]

45. Breniere, S.F.; Pietrokovsky, S.; Gastelum, E.M.; Bosseno, M.F.; Soto, M.M.; Ouaissi, A.; Kasten, F.L.; Wisnivesky-Colli, C. Feeding
patterns of Triatoma longipennis Usinger (Hemiptera, Reduviidae) in peridomestic habitats of a rural community in Jalisco State,
Mexico. J. Med. Entomol. 2004, 41, 1015–1020. [CrossRef] [PubMed]

46. Bosseno, M.F.; Garcia, L.S.; Baunaure, F.; Gastelum, E.M.; Gutierrez, M.S.; Kasten, F.L.; Dumonteil, E.; Breniere, S.F. Identification
in triatomine vectors of feeding sources and Trypanosoma cruzi variants by heteroduplex assay and a multiplex miniexon
polymerase chain reaction. Am. J. Trop. Med. Hyg. 2006, 74, 303–305. [CrossRef]

47. Travi, B.L.; Jaramillo, C.; Montoya, J.; Segura, I.; Zea, A.; Goncalves, A.; Velez, I.D. Didelphis marsupialis, an important reservoir of
Trypanosoma (Schizotrypanum) cruzi and Leishmania (Leishmania) chagasi in Colombia. Am. J. Trop. Med. Hyg. 1994, 50, 557–565.
[CrossRef] [PubMed]

48. Yeo, M.; Acosta, N.; Llewellyn, M.; Sanchez, H.; Adamson, S.; Miles, G.A.; Lopez, E.; Gonzalez, N.; Patterson, J.S.; Gaunt,
M.W.; et al. Origins of Chagas disease: Didelphis species are natural hosts of Trypanosoma cruzi I and armadillos hosts of
Trypanosoma cruzi II, including hybrids. Int. J. Parasitol. 2005, 35, 225–233. [CrossRef] [PubMed]

49. Rocha, F.L.; Roque, A.L.; Arrais, R.C.; Santos, J.P.; Lima Vdos, S.; Xavier, S.C.; Cordeir-Estrela, P.; D’Andrea, P.S.; Jansen,
A.M. Trypanosoma cruzi TcI and TcII transmission among wild carnivores, small mammals and dogs in a conservation unit and
surrounding areas, Brazil. Parasitology 2013, 140, 160–170. [CrossRef]

50. Curtis-Robles, R.; Snowden, K.F.; Dominguez, B.; Dinges, L.; Rodgers, S.; Mays, G.; Hamer, S.A. Epidemiology and Molecular
Typing of Trypanosoma cruzi in Naturally-Infected Hound Dogs and Associated Triatomine Vectors in Texas, USA. PLoS Negl. Trop.
Dis. 2017, 11, e0005298. [CrossRef]

51. Freitas, Y.B.N.; Souza, C.; Magalhaes, J.M.E.; Sousa, M.L.R.; d’Escoffier, L.N.; Valle, T.Z.D.; Goncalves, T.C.M.; Gil-Santana, H.R.;
Kazimoto, T.A.; Amora, S.S.A. Natural infection by Trypanosoma cruzi in triatomines and seropositivity for Chagas disease of dogs
in rural areas of Rio Grande do Norte, Brazil. Rev. Soc. Bras. Med. Trop. 2018, 51, 190–197. [CrossRef]

52. Elmayan, A.; Tu, W.; Duhon, B.; Marx, P.; Wolfson, W.; Balsamo, G.; Herrera, C.; Dumonteil, E. High prevalence of Trypanosoma
cruzi infection in shelter dogs from southern Louisiana, USA. Parasit. Vectors 2019, 12, 322. [CrossRef]

53. Porfirio, G.E.O.; Santos, F.M.; de Macedo, G.C.; Barreto, W.T.G.; Campos, J.B.V.; Meyers, A.C.; Andre, M.R.; Perles, L.; de Oliveira,
C.E.; Xavier, S.; et al. Maintenance of Trypanosoma cruzi, T. evansi and Leishmania spp. by domestic dogs and wild mammals in a
rural settlement in Brazil-Bolivian border. Int. J. Parasitol. Parasites Wildl. 2018, 7, 398–404. [CrossRef]

54. Gurtler, R.E.; Cecere, M.C.; Rubel, D.N.; Petersen, R.M.; Schweigmann, N.J.; Lauricella, M.A.; Bujas, M.A.; Segura, E.L.;
Wisnivesky-Colli, C. Chagas disease in north-west Argentina: Infected dogs as a risk factor for the domestic transmission of
Trypanosoma cruzi. Trans. R. Soc. Trop. Med. Hyg. 1991, 85, 741–745. [CrossRef]

http://doi.org/10.1016/j.ijpara.2005.05.003
http://doi.org/10.1186/s13071-015-1100-2
http://doi.org/10.1186/s13071-016-1499-0
http://doi.org/10.3201/eid2012.131576
http://doi.org/10.1016/j.meegid.2013.07.002
http://doi.org/10.1016/j.actatropica.2016.06.027
http://www.ncbi.nlm.nih.gov/pubmed/27349188
http://doi.org/10.1371/journal.pntd.0004447
http://doi.org/10.4269/ajtmh.2009.80.988
http://www.ncbi.nlm.nih.gov/pubmed/19478263
http://doi.org/10.1093/jmedent/47.1.80
http://www.ncbi.nlm.nih.gov/pubmed/20180312
http://doi.org/10.1186/s13071-018-3138-4
http://www.ncbi.nlm.nih.gov/pubmed/30373640
http://doi.org/10.1371/journal.pone.0104599
http://www.ncbi.nlm.nih.gov/pubmed/25170955
http://doi.org/10.1603/0022-2585-41.6.1015
http://www.ncbi.nlm.nih.gov/pubmed/15605639
http://doi.org/10.4269/ajtmh.2006.74.303
http://doi.org/10.4269/ajtmh.1994.50.557
http://www.ncbi.nlm.nih.gov/pubmed/8203703
http://doi.org/10.1016/j.ijpara.2004.10.024
http://www.ncbi.nlm.nih.gov/pubmed/15710443
http://doi.org/10.1017/S0031182012001539
http://doi.org/10.1371/journal.pntd.0005298
http://doi.org/10.1590/0037-8682-0088-2017
http://doi.org/10.1186/s13071-019-3572-y
http://doi.org/10.1016/j.ijppaw.2018.10.004
http://doi.org/10.1016/0035-9203(91)90440-A


Pathogens 2021, 10, 42 17 of 17

55. Saldana, A.; Calzada, J.E.; Pineda, V.; Perea, M.; Rigg, C.; Gonzalez, K.; Santamaria, A.M.; Gottdenker, N.L.; Chaves, L.F. Risk
factors associated with Trypanosoma cruzi exposure in domestic dogs from a rural community in Panama. Mem. Inst. Oswaldo
Cruz 2015, 110, 936–944. [CrossRef] [PubMed]

56. Arce-Fonseca, M.; Carrillo-Sanchez, S.C.; Molina-Barrios, R.M.; Martinez-Cruz, M.; Cedillo-Cobian, J.R.; Henao-Diaz, Y.A.;
Rodriguez-Morales, O. Seropositivity for Trypanosoma cruzi in domestic dogs from Sonora, Mexico. Infect. Dis. Poverty 2017, 6, 120.
[CrossRef] [PubMed]

57. Mota, J.; Chacon, J.C.; Gutierrez-Cabrera, A.E.; Sanchez-Cordero, V.; Wirtz, R.A.; Ordonez, R.; Panzera, F.; Ramsey, J.M.
Identification of blood meal source and infection with Trypanosoma cruzi of Chagas disease vectors using a multiplex cytochrome
b polymerase chain reaction assay. Vector Borne Zoonotic Dis. 2007, 7, 617–627. [CrossRef] [PubMed]

58. Gurtler, R.E.; Ceballos, L.A.; Ordonez-Krasnowski, P.; Lanati, L.A.; Stariolo, R.; Kitron, U. Strong host-feeding preferences of the
vector Triatoma infestans modified by vector density: Implications for the epidemiology of Chagas disease. PLoS Negl. Trop. Dis.
2009, 3, e447. [CrossRef] [PubMed]

59. Dumonteil, E.; Herrera, C.; Martini, L.; Grijalva, M.J.; Guevara, A.G.; Costales, J.A.; Aguilar, H.M.; Breniere, S.F.; Waleckx, E.
Chagas Disease Has Not Been Controlled in Ecuador. PLoS ONE 2016, 11, e0158145. [CrossRef]

60. Patterson, N.M.; Bates, B.R.; Chadwick, A.E.; Nieto-Sanchez, C.; Grijalva, M.J. Using the health belief model to identify
communication opportunities to prevent Chagas disease in Southern Ecuador. PLoS Negl. Trop. Dis. 2018, 12, e0006841. [CrossRef]

61. Gorchakov, R.; Trosclair, L.P.; Wozniak, E.J.; Feria, P.T.; Garcia, M.N.; Gunter, S.M.; Murray, K.O. 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, 911–918. [CrossRef]

62. Lehane, M.J.; Schofield, C.J. Field experiments of dispersive flight by Triatoma infestans. Trans. R. Soc. Trop. Med. Hyg. 1981, 75,
399–400. [CrossRef]

63. Schweigmann, N.; Vallve, S.; Muscio, O.; Ghillini, M.; Alberti, A.; Wisnivesky-Colli, C. Dispersal flight by Triatoma infestans in an
arid area of Argentina. Med. Vet. Entomol. 1988, 2, 401–404. [CrossRef]

64. Dumonteil, E.; Tripet, F.; Ramirez-Sierra, M.J.; Payet, V.; Lanzaro, G.; Menu, F. Assessment of Triatoma dimidiata dispersal in the
Yucatan Peninsula of Mexico by morphometry and microsatellite markers. Am. J. Trop. Med. Hyg. 2007, 76, 930–937. [CrossRef]
[PubMed]

65. Bremond, P.; Salas, R.; Waleckx, E.; Buitrago, R.; Aliaga, C.; Barnabe, C.; Depickere, S.; Dangles, O.; Breniere, S.F. Variations in
time and space of an Andean wild population of T. infestans at a microgeographic scale. Parasit. Vectors 2014, 7, 164. [CrossRef]
[PubMed]

66. Schaub, G.A.; Boker, C.A.; Jensen, C.; Reduth, D. Cannibalism and coprophagy are modes of transmission of Blastocrithidia
triatomae (Trypanosomatidae) between triatomines. J. Protozool. 1989, 36, 171–175. [CrossRef]

67. Torres, M.; Cardenas, E.; Perez, S.; Morales, A. Haematophagy and cleptohaematophagy of Clerada apicicornis (Hemiptera:
Lygaeidae), a potential biological control agent of Rhodnius prolixus (Hemiptera: Reduviidae). Mem. Inst. Oswaldo Cruz 2000, 95,
131–133. [CrossRef] [PubMed]

68. Sandoval, C.M.; Joya, M.I.; Gutierez, R.; Angulo, V.M. Cleptohaematophagy of the Triatomine bug Belminus herreri. Med. Vet.
Entomol. 2000, 14, 100–101. [CrossRef] [PubMed]

69. Pojo De Rego, I.; Walter, A.; Ferreira, A.J.; Rangel, M.; Girard-Ferreira, E.; Noireau, F. Peridomestic structure, farming activity and
triatomine infestation. Parasite 2006, 13, 237–243. [CrossRef] [PubMed]

70. Guhl, F.; Pinto, N.; Aguilera, G. Sylvatic triatominae: A new challenge in vector control transmission. Mem. Inst. Oswaldo Cruz
2009, 104 (Suppl. 1), 71–75. [CrossRef]

71. Diotaiuti, L. Triatomine-Vector of Trypanosoma cruzi Infection. In Emerging Chagas Disease; Teixeira, A., Vinaud, M., Castro, A.M.,
Eds.; Bentham Science: Sharjah, UAE, 2009. [CrossRef]

72. Rabinovich, J.E.; Kitron, U.D.; Obed, Y.; Yoshioka, M.; Gottdenker, N.; Chaves, L.F. Ecological patterns of blood-feeding by
kissing-bugs (Hemiptera: Reduviidae: Triatominae). Mem. Inst. Oswaldo Cruz 2011, 106, 479–494. [CrossRef]

73. Gurtler, R.E.; Cecere, M.C.; Vazquez-Prokopec, G.M.; Ceballos, L.A.; Gurevitz, J.M.; Fernandez Mdel, P.; Kitron, U.; Cohen, J.E.
Domestic animal hosts strongly influence human-feeding rates of the Chagas disease vector Triatoma infestans in Argentina. PLoS
Negl. Trop. Dis. 2014, 8, e2894. [CrossRef]

http://doi.org/10.1590/0074-02760150284
http://www.ncbi.nlm.nih.gov/pubmed/26560985
http://doi.org/10.1186/s40249-017-0333-z
http://www.ncbi.nlm.nih.gov/pubmed/28870247
http://doi.org/10.1089/vbz.2007.0106
http://www.ncbi.nlm.nih.gov/pubmed/18021027
http://doi.org/10.1371/journal.pntd.0000447
http://www.ncbi.nlm.nih.gov/pubmed/19478849
http://doi.org/10.1371/journal.pone.0158145
http://doi.org/10.1371/journal.pntd.0006841
http://doi.org/10.1093/jme/tjw040
http://doi.org/10.1016/0035-9203(81)90103-6
http://doi.org/10.1111/j.1365-2915.1988.tb00215.x
http://doi.org/10.4269/ajtmh.2007.76.930
http://www.ncbi.nlm.nih.gov/pubmed/17488918
http://doi.org/10.1186/1756-3305-7-164
http://www.ncbi.nlm.nih.gov/pubmed/24708673
http://doi.org/10.1111/j.1550-7408.1989.tb01067.x
http://doi.org/10.1590/S0074-02762000000100022
http://www.ncbi.nlm.nih.gov/pubmed/10656719
http://doi.org/10.1046/j.1365-2915.2000.00210.x
http://www.ncbi.nlm.nih.gov/pubmed/10759319
http://doi.org/10.1051/parasite/2006133237
http://www.ncbi.nlm.nih.gov/pubmed/17007216
http://doi.org/10.1590/S0074-02762009000900012
http://doi.org/10.2174/97816080504131090101
http://doi.org/10.1590/S0074-02762011000400016
http://doi.org/10.1371/journal.pntd.0002894

	Introduction 
	Materials and Methods 
	Triatomine Selection 
	DNA Extraction and Natural Infection with Trypanosomes 
	Comparison of Primer Sets for Detection of Blood Meals 
	Sensitivity of the Different Primer Sets 
	Amplification and Identification of the Sources of Blood Meals 
	Analyses of Trophic Networks of Triatomines and Their Blood Meals 

	Results 
	Vertebrate Diversity as Source of Blood for Triatomines 
	Vertebrate Blood Meal Source per Geographic Area, Triatomine Species, Developmental Stage and Transmission Cycle 
	T. cruzi Infection and Blood Meal Diversity in the Different Transmission Cycles 

	Discussion 
	Epidemiological Importance of the Identification of the Vertebrate Sources of Blood for Triatomines 
	Diversity of Mammal Hosts and Its Implication in T. cruzi Transmission 
	Birds and Their Role in Triatomine Population Maintenance 
	Triatomine Species and Blood Meal Preference 
	Triatomine Dispersal and Access to Vertebrate Hosts 

	Conclusions 
	References

