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Chronic Chagas cardiomyopathy (CCC) is the most frequent and severe form of Chagas disease, a neglected tropical illness caused by the protozoan Trypanosoma cruzi, and the main cause of morbimortality from cardiovascular problems in endemic areas. Although efforts have been made to understand the signaling pathways and molecular mechanisms underlying CCC, the immunological signaling pathways regulated by the etiological treatment with benznidazole (Bz) has not been reported. In experimental CCC, Bz combined with the hemorheological and immunoregulatory agent pentoxifylline (PTX) has beneficial effects on CCC. To explore the molecular mechanisms of Bz or Bz+PTX therapeutic strategies, C57BL/6 mice chronically infected with the T. cruzi Colombian strain (discrete typing unit TcI) and showing electrocardiographic abnormalities were submitted to suboptimal dose of Bz or Bz+PTX from 120 to 150 days postinfection. Electrocardiographic alterations, such as prolonged corrected QT interval and heart parasite load, were beneficially impacted by Bz and Bz+PTX. RT-qPCR TaqMan array was used to evaluate the expression of 92 genes related to the immune response in RNA extracted from heart tissues. In comparison with non-infected mice, 30 genes were upregulated, and 31 were downregulated in infected mice. Particularly, infection upregulated the cytokines IFN-γ, IL-12b, and IL-2 (126-, 44-, and 18-fold change, respectively) and the T-cell chemoattractants CCL3 and CCL5 (23- and 16-fold change, respectively). Bz therapy restored the expression of genes related to inflammatory response, cellular development, growth, and proliferation, and tissue development pathways, most probably linked to the cardiac remodeling processes inherent to CCC, thus mitigating the Th1-driven response found in vehicle-treated infected mice. The combined Bz+PTX therapy revealed pathways related to the modulation of cell death and survival, and organismal survival, supporting that this strategy may mitigate the progression of CCC. Altogether, our results contribute to the better understanding of the molecular mechanisms of the immune response in the heart tissue in chronic Chagas disease and reinforce that parasite persistence and dysregulated immune response underpin CCC severity. Therefore, Bz and Bz+PTX chemotherapies emerge as tools to interfere in these pathways aiming to improve CCC prognosis.
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Introduction

Chagas disease (CD) or American trypanosomiasis is an infectious disease caused by the protozoan parasite Trypanosoma cruzi, responsible for an estimated 6 to 7 million people infected and approximately 75 million at risk of infection (World Health Organization, 2021). Chagas disease was originally endemic in rural areas of Latin American countries, where Argentina, Brazil, Mexico, and Bolivia remain with the highest prevalence of infected people (Alarcón de Noya and Jackson, 2020). However, as globalization and migration mobility accelerated over the years, CD has disseminated to countries not originally endemic, such as United States, Spain, Japan, and Australia (Rassi et al., 2012; Antinori et al., 2017; Nunes et al., 2018; Bern et al., 2019; Alarcón de Noya and Jackson, 2020). Health care of currently infected individuals entails an expense of $7 billion annually, which poses as an enormous economic burden on global public health (Lee et al., 2013; Alarcón de Noya and Jackson, 2020). Chagas disease has a 4- to 8-week acute phase, characterized by patent parasitemia and inflammation due to tissue parasitism (Nunes et al., 2018), usually asymptomatic or causing broad symptoms manifestations as fever, enlargement of lymph nodes, and subcutaneous edema, which jeopardize a clear diagnosis (Rassi et al., 2012). Trypanocidal pharmacotherapy at this point is effective with a cure rate of 60% to 85% (Bern, 2011); the main problem, however, lies in diagnosing the disease and treating it at the right time. Untreated patients progress to the chronic phase after 2 to 3 months of infection, when parasitemia is mostly undetectable and, subsequently, most patients (60–70%) develop the indeterminate form and may show no clinical signs of CD throughout their lifespan. On the other hand, it is suggested that up to 5% of patients evolve each year to a clinical determinate form of CD, with 30% to 40% of the patients progressing to the chronic determinate forms of CD, with cardiac, digestive, or cardio-digestive manifestations (Sabino et al., 2013; Nunes et al., 2018).

The cardiac form, also known as chronic Chagas cardiomyopathy (CCC) is the most frequent and severe form of CD, being one of the main causes of morbidity and mortality due to heart diseases in endemic areas (Rassi et al., 2012). CCC onset may rely on unbalanced T. cruzi parasite-host immune response and disruption of intrinsic heart factors (Nunes et al., 2018), as CCC establishment and severity are characterized by the presence of inflammatory process associated with parasite persistence, leading to tissue injury, remodeling, and fibrosis, causing progressive alterations on cardiac rhythm, ventricular dysfunction, aneurysms, and thromboembolic events (Cunha-Neto and Chevillard, 2014; Nunes et al., 2018). In CD, inflammatory processes have been associated with alterations of cardiac electrophysiological properties, leading to changes in the electrocardiogram (ECG) records, such as increased corrected QT interval (QTc) (Eickhoff et al., 2010), leading to a condition known as prolonged QTc interval syndrome (Salles et al., 2003; Lazzerini et al., 2015). The prolonged QTc and most of the abnormalities associated with this syndrome are detected in the murine CCC model we used in the present study (Pereira et al., 2014a; Pereira et al., 2014b), making it attractive to investigate new therapeutic approaches and elucidate the molecular mechanisms and signaling pathways that might underpin the CCC onset and severity progression.

The two drugs currently used for the etiological treatment of CD, benznidazole (Bz) and nifurtimox, are effective when administered in the acute phase of infection (Dias et al., 2016). However, Bz has considerably reduced efficacy in the chronic phase, and controversial data support or do not support the efficacy of Bz in increasing negative seroconversion therefore interrupting the progression of ongoing CCC (Viotti et al., 2006; Bern, 2011; Machado-de-Assis et al., 2013; Morillo et al., 2015; Rassi et al., 2017). Benznidazole, a nitroimidazole derivative, has been used for CD treatment in the last 70 years, but relevant studies concerning its pharmacokinetics and biodistribution in humans and mice emerged only in the last decade (Soy et al., 2015; Perin et al., 2017; Perin et al., 2020), showing how we still lack information regarding its mechanism of action and triggered pathways. It is known that Bz is a prodrug, which exerts its effect after activation by the type I trypanosomal nitro-reductase enzyme, inherent to T. cruzi and other protozoa, thus producing reactive metabolites that have trypanocidal effect in the intracellular and extracellular forms of the parasite (Bern, 2011; Kratz et al., 2018). In addition, Bz is usually associated to a high rate of adverse events and lack of compliance with the 60-day standard-of-care (SoC) treatment, leading to permanent interruption of treatment in 20% to 30% of patients (Bern, 2011; Urbina, 2015). The BENEFIT study, the most extensive clinical trial with patients with CCC performed to date, showed that 192 (13.4%) of patients interrupted treatment during the study due to drug adverse events (AEs) (Morillo et al., 2015). Thus, in recent years, new clinical studies are making efforts to find new strategies to decrease Bz dosage and even increase its efficacy (Almeida et al., 2019; Molina-Morant et al., 2020a; Torrico et al., 2021) to reduce the occurrence of adverse events, thus enhancing treatment compliance (Ciapponi et al., 2020). On the other hand, efficacy of Bz treatment in progression of severity of CCC is still on debate (Rassi et al., 2017). Thus, further understanding of Bz molecular mechanisms and signaling pathways, especially in lower doses or dosing frequencies, is a matter of urgency in the field of CD translational research aiming to attain novel, safer, and more efficacious therapeutic strategies. Pentoxifylline (PTX) is a methylxanthine derivative with phosphodiesterase inhibitor activity, used on the treatment of peripheral vascular diseases, such as claudication, improving rheological properties of the blood (McCarty et al., 2016). Additionally, PTX has shown immunomodulatory and cardioprotective activities (Shaw et al., 2009). Treatment regimens with PTX, associated with traditional leishmanicidal drugs, have been studied on other parasites, such as Leishmania spp., mainly because development of cutaneous and mucosal leishmaniasis has been associated with immune dysregulation, with increased IFN-γ and TNF production (Brito et al., 2017; Faria et al., 2019). PTX has been explored by our group in the treatment of experimental CCC, and previously, we have shown that PTX reversed ECG abnormalities, reduced myocarditis and remodeling process, preventing progression of heart tissue injury and systemic immunological abnormalities (Pereira et al., 2015b). Moreover, we have proposed the Bz+PTX combined therapy, showing that it was able to reduce parasitemia, reverse ECG alterations and expression of tumor necrosis factor (TNF) in heart tissue, and its type-1 receptor (TNFR1) on T cells, as well as inducible nitric oxide synthase (iNOS/NOS2) in cardiac tissue, and NO concentrations in serum. Most importantly, the combination Bz+PTX sustained the beneficial effects in controlling parasitic load and reducing electrical abnormalities even after therapy discontinuation (Vilar-Pereira et al., 2016). However, the molecular mechanisms supporting these beneficial effects remain to be unveiled.

Previous investigations in gene expression profiling of transplanted human hearts with CCC identified immune response as one of the most upregulated pathways consistent with myocarditis and showed that IFN-γ was responsible in inducing several of the upregulated genes found dysregulated on CCC (Cunha-Neto et al., 2005). Conversely, expression profile in murine model of CCC revealed upregulation on genes mainly related to transcription factors, heart metabolism, energetics, and genes related to immune response included mainly secretory leukocyte protease inhibitor (SLPI), growth factor genes, extracellular matrix components, as well as adhesion molecule ICAM2 and CD24 (Mukherjee et al., 2003). Another study also investigating the expression profile of genes in the cardiac tissue of chronically T. cruzi–infected C57BL/6 mice showed that genes related to immune/inflammatory response and chemokine/cytokine receptor activity were the most activated pathways (Soares et al., 2010). Lastly, a recent phosphoproteomic study of heart tissue of experimental CCC showed that one of the most activated pathways was related to secreted immune effectors (Wozniak et al., 2020). Altogether, these findings support that genes associated with the immune response may play a pivotal role in the onset and progression of CCC.

Since molecular mechanisms in the immune response play an important part in CD, in the present study, using a well-described experimental model reproducing pivotal aspects of the cardiac form of CD in C57BL/6 mice infected with the T. cruzi Colombian (TcI) strain (Zingales, 2018), we investigate the immune molecular mechanisms involved in the CCC, using a RT-qPCR TaqMan array to evaluate the expression of 92 genes related to the immune response. Moreover, the immune mechanisms triggered by T. cruzi infection and reversed by treatment using a suboptimal dose Bz and the Bz+PTX combined therapy were explored.



Materials and Methods


Ethical Statements

This study was carried out in strict accordance with recommendations in the Guide for the Care and Use of Laboratory Animals of the Brazilian National Council of Animal Experimentation (https://www.mctic.gov.br/mctic/opencms/institucional/concea) and the Federal Law 11.794 (8 October 2008). The Institutional Committee for Animal Ethics of Fiocruz (CEUA-Fiocruz L004/09 and LW10/14) approved all experimental procedures used in the present study. All presented data were obtained from two independent experiments (Experiment Register Book #49, #53, and #57, LBI/IOC-Fiocruz).



Experimental T. cruzi Infection and Drug Treatment

Mice obtained from the animal facilities of the Oswaldo Cruz Foundation (ICTB/Fiocruz, Rio de Janeiro, Brazil). Immediately after arrival, mice were housed in polypropylene cages under specific pathogen-free, randomly grouped in three mice per cage. The cages were maintained in microisolators, in standard conditions (with temperature and relative humidity of ~22°C ± 2°C and 55% ± 10%, respectively), noise and light (12-h light-dark cycle) control, and mice received grain-based chow food and water ad libitum. To minimize stress, mice were kept in adaptation for 10 to 14 days in a plastic igloo-enriched cage. After adaptation, 5- to 7-week-old female C57BL/6 (H-2b) mice were intraperitoneally infected with 100 blood-derived trypomastigotes (BDTs) of T. cruzi Colombian strain (DTU TcI) in 0.2 ml of vaccine-grade sterile buffered saline (BioManguinhos/Fiocruz, Brazil). After 120 days postinfection (120 dpi), all animals were in the chronic phase and presenting clinical signs of CCC (Silverio et al., 2012; Pereira et al., 2014a; Vilar-Pereira et al., 2016), receiving intraperitoneal injection with apyrogenic saline (non-infected, vehicle-treated group) or saline-containing PTX (Trental, Sanofi-Aventis) at 20 mg/kg and/or one quarter of Bz therapeutic dose (¼ Bz; 25 mg/Kg/day; LAFEPE) by gavage using apyrogenic water (BioManguinhos/Fiocruz, Brazil), daily, for 30 days. Cardiac alterations were monitored by electrocardiogram (ECG), before (120 dpi) and after (150 dpi) therapy. After euthanasia, cardiac tissues were collected in RNA later stabilization solution (Invitrogen, USA) for processing before molecular assays.



ECG Registers

Mice were tranquilized with diazepam (10 mg/kg), and transducers were placed subcutaneously (DII). The traces were recorded for 2 min using a digital Power Lab2/20system connected to a bio-amplifier at 2 mV for 1 second (PanLab Instruments, Spain). The filters were standardized between 0.1 and 100 Hz, and the traces were analyzed using Scope software for Windows V3.6.10 (PanLab Instruments, Spain). The ECG parameters were analyzed as previously described (Silverio et al., 2012).



Immunohistochemistry

At 150 dpi, mice were euthanized under anesthesia (ketamin 300 mg/kg + xilazin 30 mg/kg), and the hearts were removed, embedded in tissue-freezing medium (Tissue-Tek, Miles Laboratories, USA), and stored in liquid nitrogen. Serial cryostat sections, 3-μm thick, were fixed in cold acetone and subjected to polyclonal rabbit antibody recognizing mouse fibronectin (FN) (Gibco-BRL, USA) used at the dilution of 1:800 followed by indirect immunoperoxidase anti-rabbit immunoglobulin and peroxidase-streptavidin complex (Amersham, UK) staining revealed with liquid DAB+substrate chromogen system (DAKO, USA). Appropriate controls were prepared by replacing primary antibodies with immunoglobulin or normal rabbit serum. All antibodies and reagents were utilized in compliance with the manufacturer’s instructions. Images were digitized using a color view XS digital video camera adapted to a Zeiss microscope and analyzed with the Nis-Elements BR 4.0 software (Nikon Corporation, Tokyo, Japan). The FN-positive areas in 25 fields (12.5 mm2) per section (three sections per heart) were evaluated as previously described (Pereira et al., 2015a).



DNA Extraction and T. cruzi Parasite Load Quantification by Quantitative Real-Time PCR

Genomic DNA was extracted from 10 to 20 mg of mouse hearts using High Pure PCR Template Preparation Kit (Roche Diagnostics, Indianapolis, IN), following the manufacturer’s instructions. Before extraction, tissues were withdrawn from RNA later and disrupted in 500 µl of tissue lysis buffer, using a TissueRuptor II (QIAGEN, USA) on maximal speed for 30 s. This homogenate was submitted to DNA extraction, according to the manufacturer’s recommendations. At the last step of the protocol, DNA was eluted from the silica column in 100 µl of elution buffer and stored at −20°C until further analysis. Amplification of T. cruzi satellite DNA was done by using the specific primers (Piron et al., 2007; Duffy et al., 2013) Cruzi1 (5′-ASTCGGCTGATCGTTTTCGA-3′) and Cruzi2 (5′-AATTCCTCCAAGCAGCGGATA-3′), both at 750 nM, and the TaqMan probe Cruzi3 (6FAM–CACACACTGGACACCAA–NFQ–MGB) at 50 nM. As an endogenous internal control, the predesigned TaqMan assay targeting mouse GAPDH gene (Cat no Mm99999915-g1, Applied Biosystems) was used. Standard curves were done spiking 1 × 106 BDTs (Colombian strain), obtained from VERO cells infection, in 30 mg of non-infected heart tissue, proceeding DNA extraction, and making a 1:10 serial dilution of the eluted DNA in TE buffer, ranging from 106 to 0.1 parasite equivalents. Real-time PCR reactions were carried out on Applied Biosystems ViiA 7 real-time PCR (Thermo Fisher, USA) thermocycler, using the cycling conditions: 50°C for 2 min, 94°C for 10 min, followed by 40 cycles at 95°C, and 58°C for 1 min, where fluorescence was collected after each cycle. All samples were run in duplicate, and threshold was set at 0.02 for both targets.



Total RNA Extraction

Mouse hearts were withdrawn from RNA later and disrupted in 500 µl of lysis buffer using TissueRuptor II (QIAGEN, USA) on maximal speed for 30 s. Total RNA was extracted using mirVana™ miRNA Isolation Kit (Life Technologies), according to the manufacturer’s recommendations. Total RNA quantification and purity were assessed in a NanoDrop® ND2000 (ThermoFisher), and integrity was analyzed in a Bioanalyzer 2100 (Agilent, USA) using RNA Nano 6000 kit. Only samples with RIN ≥ 7.5 were used in this study.



Immune Response mRNAs Expression Profiling by Quantitative Real-Time PCR

A pool of three total RNA, extracted from cardiac tissue of infected and treated mice per group (non-infected, vehicle-treated, and Bz and Bz+PTX), were used for the gene expression analysis of 92 immune response and 4 endogenous genes according to the Applied Biosystems protocols. Reverse transcription was performed from 2.5 µg of total RNA using SuperScript™ IV VILO™ Master Mix with ezDNase (Invitrogen, USA), according to manufacturer’s instructions. Quantitative real-time RT-qPCR was done in 96-well pre-made TaqMan™ Array Mouse Immune Response (Applied Biosystems, ThermoFisher Scientific, USA/Cat no. 4414079). Each plate contained FAM/NFQ-MGB labeled TaqMan probes specific to 92 immune response genes and 4 endogenous reference gene candidates for data normalization and relative quantification. Ten microliters of Mastermix and 2 µl sample were loaded on each well, sealed, and centrifuged at 500g for 2 min. Real-time PCR reactions were carried out on Applied Biosystems ViiA 7 Real-Time PCR (Thermo Fisher, USA) thermocycler, using the cycling conditions: 10 min at 95°C, followed by 40 cycles of 15 s at 95°C and 60 s at 60°C. Fluorescence was collected after each cycle, at the annealing/extension step. Raw data files were pre-processed using QuantStudio™ Real-Time PCR Software (Applied Biosystems, USA) with threshold and baseline corrections for each sample, and gene expression results were analyzed using Expression Suite v1.0.3 (Applied Biosystems, USA). Threshold was set at 0.01 for all targets. After the stability score analysis of the reference gene candidates, using the Expression Suite Software, GAPDH and HPRT targets were selected as the most-stable reference gene pair. Gene expression was estimated by the ΔΔCt method (Livak and Schmittgen, 2001; Schmittgen and Livak, 2008), using uninfected samples as calibrators.



Network Pathway Analysis

QIAGEN’s Ingenuity® Pathway Analysis (IPA) software (build version 389077M, released 2019-08-30, content version 27821452, Qiagen, Redwood City, CA) (Inada et al., 2008; Helleman et al., 2010; Ngwa et al., 2011) was used for pathway analysis. IPA is a web-based application for data analysis in pathway context. Lists of differentially expressed genes and their respective fold change values were uploaded and used as input for the QIAGEN IPA. Genes were mapped to the IPA knowledgebase using the gene ids, and core analysis was performed to identify canonical pathways and top diseases and functions. “Ingenuity Knowledge Base (Genes + Endogenous chemicals)” was used as the reference set for “Expression analysis.” The analysis was based on “Expr fold change.” The default maximum and minimum values selected by IPA were used. Expression analyses were run with all analysis-ready molecules to identify important canonical pathways. Once a pathway is selected, IPA offers several options to view different items within the top significant pathways, such as horizontal and vertical bar charts. Top five gene networks for “Diseases and Functions” based on network score and focus molecules from the “Expression analyses” were identified. Bar graphs for activated and inhibited canonical pathways, diagrams for relevant pathways, and lists of molecules associated with the canonical pathways and diseases and functions were downloaded directly from the IPA network visualization tool.



Analysis of Individual Gene Expression by RT-qPCR

For gene expression assessment of individual mRNA targets, predesigned TaqMan® Assays were used, according to the manufacturer’s recommendations: IFN-γ (assay ID Mm00801778_m1), CD3e (assay ID Mm00599683_m1), IL-2 (assay ID Mm00434256_m1), CSF2 (assay ID Mm00438328_m1), IL-7 (assay ID Mm00434291_m1), C3 (assay ID Mm00437858_m1), CD19 (assay ID Mm00515420_m1), and Selectin (assay ID Mm00441278_m1). As reference genes, GAPDH (assay ID Mm99999915_g1) and HPRT (assay ID Mm00446968_m1) were used. Two µg of total RNA was treated with DNAse I (Sigma) following manufacturer’s recommendations, and reverse transcription was subsequently performed using Superscript IV (Invitrogen) with random primers. Real-time quantitative RT-PCR was carried out in a 10-µl reaction containing 5 µl 2× TaqMan Universal PCR Master Mix (Applied Biosystems), 0.5 µl 20× TaqMan probe, 2 µl cDNA (at the concentration of 1 ng/µl), and 2.5 µl of nuclease-free water. Real-time PCR reactions were carried out on Applied Biosystems ViiA 7 Real-Time PCR System (Thermo Fisher, USA) using the cycling conditions: 10 min at 95 °C, followed by 40 cycles of 15 s at 95°C and 60 s at 60°C. Fluorescence was collected after each cycle at the annealing/extension step. All samples were run in duplicate, and threshold was set at 0.02 for all targets. Results were analyzed using ExpressionSuite v1.0.3 (Applied Biosystems, USA), GAPDH and HPRT targets were selected as endogenous controls, and gene expression was estimated using the ΔΔCt method (Livak and Schmittgen, 2001; Schmittgen and Livak, 2008). Relative quantification was estimated using NI animals as calibrators, except for the cytokine IL-2, because there was no amplification for the NI group, an animal of NI+Bz group was used as a calibrator.



Statistical Analysis

Apart from the RT-qPCR TaqMan array, which was run only once using blood pooled from three mice, all experiments were performed at least in three technical replicates. The threshold cycle method was used to calculate the relative mRNA expression after global normalization. The hierarchical clustering was performed using squared Euclidean as distance measure and Ward’s method for linkage analysis and z-score normalization. For gene expression analysis by RT-qPCR, normality test was done by Shapiro-Wilk test followed by one-way ANOVA (two-tailed hypothesis test) all pairwise multiple comparison (Tukey, Bonferroni or Dunn’s test) with SigmaPlot for Windows version 12.0 (Systat Software, Inc). Results were expressed as means and standard deviations (SDs), differences were considered significant if p < 0.05 as described in each figure legend.




Results


Chronic Model of CD Following Bz and/or PTX Treatment

To determine the effect of suboptimal dose of Bz and/or PTX on the molecular pattern of immune response in experimental CD heart disease, C57BL/6 mice were intraperitoneally infected with 100 BDTs (Colombian strain), which is a highly pathogenic parasite strain. This mouse model of CCC was first established by Silverio et al. (2012) and successfully reproduced in several studies (Pereira et al., 2014a; Pereira et al., 2014b; Pereira et al., 2015a; Pereira et al., 2015b; Vilar-Pereira et al., 2016; Vilar-Pereira et al., 2021). After 120 dpi, when electrical abnormalities and heart injury were already installed, mice were treated with vehicle (saline injection/water gavage), Bz (25 mg/kg/day), PTX (20 mg/kg/day), or the combined dose of Bz and PTX (Bz+PTX) for 30 consecutive days (Figure 1A). At 150 dpi, relevant electrical abnormalities could be observed in vehicle-treated animal group that presented bradycardia (Figure 1B), arrythmias shown in altered P duration and PR interval (Figures 1C, D), and a prolonged QTc interval when compared with the non-infected (NI) mice group (Figure 1E). Parasites could also be detected by RT-qPCR in the peripheral blood of vehicle-treated group (Figure 1F) and in the heart tissue (Figure 1G). After 30 days of drug therapy, treatments with Bz, PTX, or Bz+PTX partially reversed electrical abnormalities found in the vehicle-treated group and notably, no parameter was aggravated by the three therapeutic schemes used (Figures 1B–E). Bz treatment alone was effective, partially reversing arrythmias as shown in P duration (Figure 1C) and QTc interval (Figure 1E) and controlling T. cruzi growth even in a suboptimal dose, as shown by the reduced parasite load in the blood (Figure 1F) and heart tissue (Figure 1G). However, this same outcome could not be seen for PTX therapy alone, which failed in controlling parasite load in peripheral blood (Figure 1F) and heart tissue (Figure 1G). Crucially, the combined therapy with Bz+PTX was also effective in controlling the parasite load in both blood and heart tissue (Figures 1F, G), indicating that associated PTX did not abrogate the trypanocidal effect of Bz and could potentially be used in a combined chemotherapy strategy to hamper CCC progression. The deposition of the extracellular matrix component FN in the cardiac tissue reveals fibrosis, a feature of chronic Chagas heart disease (Rassi et al., 2012). At 150 dpi, compared with non-infected controls, chronically infected C57BL/6 mice showed increased deposition of FN in the heart tissue and crucially, the overdeposition of FN reduced after therapies with Bz, PTX, and Bz+PTX (Figures 1H, I).




Figure 1 | Chronic Chagas cardiomyopathy model and treatment with suboptimal dose of benznidazole (Bz), pentoxifylline (PTX), or benznidazole and pentoxifylline (Bz + PTX). (A) Experimental design of infection and treatment. Mice were infected and treated daily from 120 to 150 dpi with vehicle, suboptimal dose of Bz (¼ dose, 25 mg/kg), PTX (20 mg/kg), a combined therapy of Bz+PTX and analyzed at 150 dpi. (B) Average heart rate (vs. non-infected: vehicle: p = 0.001; Bz: p = 0.047). (C) Average P duration (vs. non-infected: vehicle: p < 0.001; Bz: p = 0.021; vs. vehicle: Bz: p = 0.010; PTX: p < 0.001; Bz+PTX: p = 0.003). (D) Average PR interval (vs. non-infected: Vehicle: p < 0.001; Bz: p = 0.008). (E) Average QTc interval (vs. Non-infected: Vehicle: p < 0.001; Bz: p < 0.001; Bz+PTX p = 0.006; vs. vehicle: Bz: p = 0.008; PTX: p < 0.001; Bz+PTX: p < 0.001). (F) Parasitemia levels (vs. non-infected: vehicle: p < 0.05). (G) Parasite load based on qPCR detection of T. cruzi satellite DNA on mice heart tissue (vs. Non-infected: Vehicle: p < 0.05). (H) Percentage of fibronectin+ area (vs. non-infected: vehicle: p < 0.001; vs. vehicle: Bz: p < 0.001; Bz+PTX p < 0.001; Bz+PTX: p < 0.001). (I) Immunohistochemical staining of fibronectin in the cardiac tissue. Number of mice per group: non-infected = 5; Vehicle = 4; Bz = 5; PTX = 5; Bz+PTX = 5. For all graphs, significance was determined using one-way ANOVA all pairwise multiple comparison vs. non-infected (*p < 0.05, **p < 0.01, ***p < 0.001) and vs. Vehicle (#p < 0.05, ##p < 0.01, ###p < 0.001).





Overview of Immune Array Results

Our applied RT-qPCR TaqMan array workflow (Figure 2A) assessed 92 immune response genes in RNA of mouse hearts pooled from three sorted mice/group by RT-qPCR. Of 92 genes, 80 showed amplification on every group, and 12 showed no amplification in any of the groups analyzed. Genes altered by at least two-fold change were selected, revealing an intensely dysregulated immune response for the vehicle-treated group, which showed 61 altered genes (30 up and 31 downregulated; Table S1) and 19 unaltered genes (Figures 2B and S1A). Therapy with Bz showed 55 (25 up and 30 downregulated) altered and 25 unaltered immune genes (Figures 2B and S1B), whereas Bz+PTX revealed 56 (18 up and 38 downregulated) altered genes with 24 unaltered ones (Figures 2B and S1C). Overall, we found altered expression for 71 immune genes in either T. cruzi infection or drug therapies groups, and they showed high overlap, with 41 altered genes being shared in between groups (Figure 2C). Hierarchical clustering revealed that the gene expression profiles for each one of the groups clustered independently (Figure 2D), specially the non-infected and vehicle-treated groups.




Figure 2 | Overview and characterization of immune array analysis. (A) Schematic design of array workflow. Mice cardiac tissues were harvested 30 days after therapy and ½ of the heart was submitted to total RNA extraction, subsequent reverse transcription, and RT-qPCR of 92 immune-related genes (92 targets + 4 endogenous controls). (B) Number of altered genes in each group. (C) Venn diagram showing the number of altered expressed genes in each group. (D) Heatmap and hierarchical clustering. The color scale illustrates gene’s fold change after global normalization; red represents −1 to 0 and green is 0 to 1. Clustering was performed using average linkage distance measurement method: Spearman Rank correlation. #: number.





Chronic CD Cardiomyopathy Induces a Dysregulated and Persistent Immune Response

The analysis of altered genes in the vehicle-treated group of mice was performed in comparison to the non-infected controls. Genes presenting two-fold change (up- or downregulated) from T. cruzi–infected group (Figure 3A) were analyzed using Ingenuity Pathway Analysis Software (QIAGEN, USA). Meaningful interpretation of gene-expression data is facilitated by prior biological knowledge. Expression changes observed in data sets can be explained by causal networks constructed from individual relationships curated from prior knowledge (Krämer et al., 2014). The application of causal networks integrating previously observed cause–effect relationships reported in the literature have become common (Pollard et al., 2005; Kumar et al., 2010; Chindelevitch et al., 2012; Martin et al., 2012; Felciano et al., 2013). Thus, molecular pathway analysis revealed that regarding diseases and disorders pathways, most genes were associated with “inflammatory response,” followed by “organismal injury and abnormalities” (Figure 3B), which appears to be driven mainly by the T-cell growth promoter cytokine IL-2 (18.2-fold change) and the pro-inflammatory cytokines IL-12b and IFN-γ (44.3- and 126.5-fold change, respectively), the most altered cytokines in the heart tissue of vehicle-treated group (Table S1). The T-cell CC chemoattractants CCL3 and CCL5 (23.4- and 15.7-fold change, respectively) may also contribute to the “inflammatory response” activated pathway (Figure 3B). As to molecular and cellular functions, pathways related to “cellular development,” “cellular growth and proliferation,” “cell-to-cell signaling and interaction,” “cellular movement and cell death and survival” are the most activated pathways (Figure 3C). Among physiological system development and function related pathways “hematological system development and function” and “tissue development and immune cell trafficking” were the most important pathways to be activated (Figure 3D). These were possibly driven by the increased expression of CSF2 (granulocyte-macrophage colony-stimulating factor), controlling the production, differentiation, and function of granulocytes and macrophages, and thereby increasing activation of hematopoiesis. Analysis of the pathways related to the top diseases and functions revealed an activation of “Th1/Th2 pathway,” followed by “type I diabetes mellitus signaling,” “altered T and B cell signaling in rheumatoid arthritis,” and “T helper cell differentiation” (Table 1).




Figure 3 | Characterization of immune response expression profile for the chronically infected group. (A) Overall expression of the altered immune response genes found in this study. Results were expressed as Log2 (Fold Change) and genes with fold change values under -1 (fold change 0.5) and over 1 (fold change 2) were considered altered and used for further analysis on IPA software. (B) Diseases and disorders pathway analysis. (C) Molecular and Cellular Function pathway analysis. (D) Physiological System Development and Function pathway analysis. Significance interval of enrichment is shown on the right of the bars. #: number.




Table 1 | Top disease and functions gene networks on regulated immune genes for the chronically infected group identified by the IPA software.



The canonical pathways revealed a long list of significant activated pathways for the vehicle-treated group based of the expression profile of immune genes. Among the most upregulated pathways (orange-shade bars), we can highlight “Th1 pathway,” “type I diabetes mellitus signaling,” “crosstalk between dendritic and natural killer cells,” “dendritic cell maturation,” and at a lower degree, “natural killer cells signaling,” “apoptosis signaling,” and “cytotoxic T lymphocyte apoptosis of target T-cells and interferon signaling” (Figure S2). This analysis also revealed downregulated pathways (blue-shade bars) that can be represented by “T-cell exhaustion signaling pathway,” “role of pattern recognition receptors of bacteria and viruses,” and at a lower degree “IL-15 signaling” (Figure S2). To represent one of the several upregulated pathways of this study, we are highlighting the Th1 pathway, which is highly activated during T. cruzi chronic infection (Figure 4), based on a previous study (Chevillard et al., 2018). In the schematic figure, we can see that antigen presentation by dendritic cells or macrophages, by priming Th1 cells via CD40/CD40L, CD80/CD28, and MHC-IIβ/CD4 (all with increased expression in this study) induce the production of pro-inflammatory cytokine IL-12 contributing to an amplification of Th1 activation by inducing the production of IFN-γ. IFN-γ production is also induced by transcription factors T-bet, Stat1, and Stat4 in the nucleus. Notably, increased expression IFN-γ by distinct molecular mechanisms can be associated with upstream regulators found in this study.




Figure 4 | Th1 activation pathway representation. In silico analysis done using IPA software (QIAGEN, USA) showing a signaling pathway built with: IFN-γ, CD3, CD4, CD8α, CD28, CD40, CD40L, CD80, ICAM1, CXCR3, MHCIIβ, IL-12, IL-10, IL-6, IL-2, Socs1, Stat1, Stat3, Stat4, NFATϵ, NFκB, and T-bet. The molecules are highlighted with fuschia/pink outlines and filled with different shades of red or green color which indicate up and down-regulation, respectively, based on their fold change values from the infected group compared to the non-infected group. Direct line: direct activation; dashed line: indirect activation.



Finally, regarding top diseases and functions, it was observed that most molecules from this study were associated with “cell-to-cell signaling and interaction, hematological system development and function, lymphoid tissue structure and development.” Ten molecules were related to “cell death and survival, free radical scavenging, molecular transport,” “Cardiovascular disease, organismal injury and abnormalities, renal and urological disease” with seven molecules, “connective tissue disorders, inflammatory disease, inflammatory response” also with seven molecules, and “cell signaling, cell-to-cell signaling and interaction, hematological system development and function” with six relevant molecules were the other top diseases and functions (Table 1).



Bz and PTX Combined Therapy Restores Expression of Relevant Immune Genes and Regulate Cell Survival Pathways

Following the immune molecular characterization of vehicle-treated group, we focused on the assessment of genes controlled by Bz or Bz+PTX therapies aiming to dissect the most relevant signaling pathways affected by the proposed treatments. For that, we selected the genes that had their expression restored upon therapy, meaning, the genes that were altered during T. cruzi infection (fold change of 2.0 or above) but had their expression restored (fold change below 2.0) with therapy using Bz or Bz+PTX. We were able to identify 13 genes that fulfill this criterion in the Bz-treated group (Figure 5A) and 13 genes in the Bz+PTX combined therapy group (Figure 5B). When subjected to pathway analysis, the Bz therapy revealed that most altered genes were regulating pathways mainly related to “inflammatory response/disease” and “organismal injury and abnormalities” (Figure 5C). Regarding molecular and cellular functions, Bz was acting on genes involved mostly in “cell-signaling, cellular development, growth and proliferation” and “cellular movement pathways” (Figure 5E). Physiological system development and function analysis revealed regulation of “hematological system development/function,” “immune cell trafficking,” and “tissue development/morphology” (Figure 5G). Finally, among the top canonical pathways, “T helper cell differentiation,” “B cell development,” “Th1 and Th2 activation,” and “hematopoiesis from pluripotent stem cells” seems to be the most regulated pathways upon Bz therapy (Figure S3A). Conversely, the Bz+PTX combined therapy showed few different regulated pathways, as it also acts regulating “organismal injury and abnormalities” and “inflammatory response” pathways (Figure 5D), followed by “cellular movement,” “cell-to-cell signaling and interaction,” “cellular development,” and “cellular growth and proliferation” (Figure 5F). Additionally, among physiological system development and function pathways, in addition to the pathways that were already identified in the Bz therapy, the combined therapy also revealed the “organismal survival” pathway, corroborating the role of PTX in cell death signaling pathways (Figure 5H). Ultimately, in top canonical pathways, besides acting on “T helper cell differentiation” and “Th1/Th2 activation pathways,” the “crosstalk between dendritic cells and natural killer cells” and “T-cell exhaustion” appeared as new activated pathways, showing the significance of PTX therapy to reverse this phenomenon triggered by the long-lasting T. cruzi infection, mainly by antigenic long stimulation. In the schematic figure for this pathway (Figure S4), based on the immune genes regulated by Bz+PTX in the vehicle-treated group, it is suggested that the upregulation of IL-12, CD28, CD80, STAT 1/2, and STAT 4, reversed by the combined therapy, is promoting a decrease in T-cell exhaustion and stimulating a more effective T-cell response.




Figure 5 | Characterization of immune response expression profile for the Bz and Bz + PTX group. (A) Expression of immune genes increased in the infected group and with restored expression with Bz therapy or (B) Bz+PTX therapy. Relative expression was expressed as fold change (2-ΔΔCt). Genes with values under 0.5 and over 2 in the infected group and in between 0.5 and 2 in Bz or Bz+PTX therapies group were considered as restored expression and selected for further analysis on IPA software. The graphs show the activated pathways in the infected group that are regulated with therapy. (C, D) IPA analysis with top significantly associated to Disease and Disorders to the Bz or Bz+PTX groups, respectively. (E, F) IPA analysis with top significantly associated to Molecular and Cellular Functions to the Bz or Bz+PTX groups, respectively. (G, H) IPA analysis with top significantly associated to Physiological System Development and Function to the Bz or Bz+PTX groups, respectively. The significance interval of enrichment is shown on the right of the bars.





IFN-γ, CD3ε, IL-2, CSF2, and C3 Are Regulated Upon Etiological Therapy

Aiming to validate the regulation of gene expression observed using the RT-qPCR TaqMan array, we selected eight genes to explore further on individual samples, based on the importance to T. cruzi infection establishment and on restored expression upon both therapies Bz and Bz+PTX on the TaqMan array (Figure 6). Based on available literature exploring the relationship of these genes with T. cruzi chronic infection, we first selected IFN-γ, IL-2, and CD3ε to validate and strengthen the reliability in our data. The expression of IFN-γ, a key inflammatory cytokine in CD (Cunha-Neto et al., 2009), was increased (144.40 ± 55.66) in the vehicle-treated group when compared with the non-infected mice (1.13 ± 1.31). Therapy with Bz was able to ease this alteration, decreasing at least three times the expression of IFN-γ (33.99 ± 30.02) and a trend to reduction of IFN-γ expression was also detected when mice were treated with PTX (26.95 ± 30.45) and Bz+PTX (58.84 ± 41.81) (Figure 6A). IL-2, a broad pro-inflammatory cytokine studied in CD (Briceño and Mosca, 1996; Abel et al., 2001; Mengel et al., 2016), showed a significant increase upon T. cruzi infection (24.27 ± 8.76) when compared to the non-infected group (not-detected), which was partially abrogated after Bz (5.66 ± 4.28), PTX (6.90 ± 4.16), and Bz+PTX therapies (10.88 ± 8.24) (Figure 6B). CD3ε, a subunit of T-cell receptor CD3 was also investigated and showed significant increase in the vehicle-treated group (54.35 ± 19.46) compared to the non-infected group (1.02 ± 0.45), which was partially abrogated upon Bz therapy (18.50 ± 10.42), PTX (20.92 ± 19.03), and Bz+PTX (24.74 ± 17.18) therapies (Figure 6C). For these three genes, the previous results using the RT-qPCR TaqMan array in the vehicle-treated group matched the validation results using the individual assays, corroborating the strength of our analysis.




Figure 6 | Validation of selected immune response genes on individual samples. (A) IFN-γ (vs. non-infected: vehicle: p < 0.001; Bz: p < 0.001; PTX: p < 0.001; Bz+PTX: p < 0.001), (B) IL-2 (vs. non-infected: vehicle: p < 0.001; Bz: p = 0.013; PTX: p = 0.047; Bz+PTX: p = 0.005; vs. vehicle: Bz: p = 0.030), (C) CD3ε (vs. non-infected: vehicle: p < 0.001; Bz: p < 0.001; PTX: p < 0.001; Bz+PTX: p < 0.001), (D) CSF2 (vs. non-infected: vehicle: p < 0.001; Bz+PTX: p = 0.028; vs. vehicle: Bz: p = 0.027; PTX: p = 0.042), (E) IL-7 (vs. non-infected: vehicle: p < 0.001; Bz: p < 0.001; PTX: p < 0.001; Bz+PTX: p = 0.001), (F) C3 (vs. non-infected: vehicle: p < 0.001; Bz: p < 0.001; PTX: p = 0.007; Bz+PTX: p < 0.001), (G) CD19 (vs. non-infected: ns; vs. vehicle: ns), and (H) selectin (vs. non-infected: vehicle: p = 0.013; Bz: p < 0.001; PTX: p = 0.034; Bz+PTX: p = 0.001) were assessed by real-time RT-qPCR in each group of the experiment. Number of mice per group: non-infected = 3/group; vehicle = 4; Bz = 5; PTX = 3; Bz+PTX = 5. The expression is shown as mean ± SD for each group by 2-ΔΔCt relative quantification method. For all graphs, significance was determined using one-way ANOVA all pairwise multiple comparison vs. non-infected (*p < 0.05, **p < 0.01, ***p < 0.001; ns, non-significant) and vs. vehicle (#p < 0.05; ns, non-significant).



Additionally, we selected five genes that were restored upon Bz and Bz+PTX therapies to validate our findings. CSF2 showed a significant increase (9.71 ± 4.21) compared with the non-infected group (0.68 ± 0.21). Interestingly, CSF2 expression was reversed through therapy with Bz (2.57 ± 1.51), PTX (2.18 ± 1.50) and partially reversed by Bz+PTX combined therapy (4.15 ± 2.12) (Figure 6D). IL-7 expression was also increased in chronically T. cruzi–infected mice (6.15 ± 1.29) when compared with the non-infected control (1.24 ± 0.42). In this situation, therapies with Bz (4.41 ± 2.08), PTX (4.42 ± 1.67), and Bz+PTX (4.72 ± 1.684) were unable to down-regulate the expression of this cytokine (Figure 6E). The complement protein C3 showed significantly increased expression in the vehicle-treated group (8.50 ± 2.00) compared with the non-infected control group (1.06 ± 0.37). Again, treatment with Bz (5.06 ± 2.40) and Bz+PTX (5.08 ± 2.83) was unable to down-modulate or restore C3 expression, although PTX (4.01 ± 1.30) therapy decreased C3 expression (Figure 6F). CD19, a B-lymphocyte antigen, had shown decreased expression in our RT-qPCR TaqMan array profiling for the vehicle-treated group. However, it was not confirmed by the validation of individual samples, as the vehicle-treated group (0.74 ± 0.32) showed no alterations in CD19 expression compared with non-infected control (0.83 ± 0.42). Moreover, Bz (0.63 ± 0.30), PTX (0.69 ± 0.47), and Bz+PTX (1.37 ± 0.28) therapeutic strategies showed no regulation of CD19 expression (Figure 6G). Selectin, a glycoprotein from the cell adhesion molecules family (Marchini et al., 2021), had shown decreased expression in our RT-qPCR TaqMan array profiling for the vehicle-treated group compared with the non-infected group. However, in the validation of individual samples, the expression of selectin increased in the vehicle-treated group (1.53 ± 0.25), when compared with the non-infected control (0.89 ± 0.15), and therapy with Bz (2.00 ± 0.42), PTX (1.48 ± 0.16) or the combined therapy with Bz+PTX (1.70 ± 0.22) have no impact in selectin expression in the heart tissue of chronically infected mice (Figure 6H).




Discussion

Chronic Chagas cardiomyopathy is the most frequent and severe form of CD, causing high rates of morbidity in endemic and non-endemic areas (Pérez-Molina and Molina, 2018). There is a considerable amount of evidence supporting that dysregulation of the immune response in the chronic phase of infection improves risk of complications in CD (Perez-Fuentes, 2003; Guedes et al., 2016) is associated with the onset and severity of CCC (Cunha-Neto et al., 2005; Cunha-Neto et al., 2009; Cunha-Neto and Chevillard, 2014) and parallels with cardiac abnormalities related to a poor prognosis (Lazzerini et al., 2015; Chevillard et al., 2018). Although efforts have been made to understand the signaling pathways and molecular mechanisms underpinning CCC onset and progression to more severe stages (Mukherjee et al., 2003; Cunha-Neto et al., 2005; Soares et al., 2010; Ferreira et al., 2017), to date, there is no study showing the main immunological signaling pathways regulated by the trypanocidal drug Bz or other associated treatment. Our well-established experimental murine model reflects pivotal alterations found in human CCC (Brito and Ribeiro, 2018; Nunes et al., 2018), such as bradycardia, arrythmias, and prolonged PR and QTc intervals. Furthermore, the prolonged QTc interval, which reflects the duration of the conduction action potential in the ventricles (depolarization and repolarization), has been described as a mortality risk predictor in CCD patients (Salles et al., 2003). More recently, the prolonged QTc has been associated with a pro-inflammatory-enriched cardiac inflammatory process in several heart illnesses, supporting the proposal of a prolonged QTc syndrome (Lazzerini et al., 2015). Crucially, both prolonged PR and QTc intervals are reproduced in our experimental model of infection of C57BL/6 mice with the Colombian strain and, as predicted, associated with the presence of pro-inflammatory cytokines and chemokines in the heart tissue (Gibaldi et al., 2020).

Our data showed that suboptimal dose of Bz decreased parasitemia and heart parasite load, corroborating previous findings (Vilar-Pereira et al., 2016). Indeed, compared with the therapeutic dose (100 mg/kg/day), lower doses of Bz are able to control parasite burden in vivo and in vitro (Cevey et al., 2016), raising the question that the Bz dosing regimen currently used should be revised and optimized (Almeida et al., 2019; DNDi, 2019; Molina-Morant et al., 2020a; Torrico et al., 2021). Although Bz therapy has controversial data as a therapeutic approach to hamper progression of Chagas heart disease when used in chronically infected patients (Machado-de-Assis et al., 2013; Morillo et al., 2015; Rassi et al., 2017; Nunes et al., 2018), our data support that therapy with the suboptimal Bz dose, which was able to partially reverse pivotal electrical abnormalities (bradycardia, P duration, QTc). Therapy with PTX showed no effect on T. cruzi replication, but, crucially, did not interfere with the role played by the immune system in parasite control, reinforcing previous studies (Pereira et al., 2015b; Vilar-Pereira et al., 2016). Furthermore, PTX and Bz+PTX therapies also improved electrical abnormalities as previously shown (Vilar-Pereira et al., 2016), and the addition of PTX to Bz chemotherapy did not interfere with the beneficial effects of Bz controlling parasite load. Crucially, Bz, PTX, and the Bz+PTX combined therapy reduced cardiac fibrosis, which was reproduced in Bz-treated mice in previous studies (Andrade et al., 1991), showing that etiological treatment was effective in regressing inflammatory lesions, including FN deposition, and here, we showed that this is possible using an suboptimal dose of Bz. Altogether, these data support that CCC pathogenesis is complex with contribution of parasite persistence and endogenous host factors, yet to be clarified. Moreover, our findings support a complementary effect of these drugs on the treatment of CCC, opening opportunities to unveil molecular mechanisms and signaling pathways underpinning Chagas heart disease.

Transcriptome profiling have been performed in heart samples of patients (Cunha-Neto et al., 2005; Deng et al., 2013) and mice (Mukherjee et al., 2003; Soares et al., 2010) with CCC, and proteomic studies have been done using collected samples obtained by in vivo or in vitro experimental studies (Hennig et al., 2019; Nisimura et al., 2020; Wozniak et al., 2020). However, these studies focused on the global expression profiling of the affected heart, and specific immune response gene profiling, specially upon therapy, has not been done to date. Thus, we analyzed the expression of a panel of 92 immune response genes in the heart tissue of chronically infected mice, aiming to identify players of the immune response associated with CCC, exploring the effects of therapeutic strategies in this scenario. Taken together, our immune response gene assessment has revealed that chronic infection caused by experimental T. cruzi infection was able to induce a vast change in the immune molecular profile in the affected cardiac tissue. These findings corroborate an intense systemic immune dysregulation shown in several other studies (Machado et al., 2000; Perez-Fuentes, 2003; Pérez et al., 2011; Ferreira et al., 2017; Wozniak et al., 2020), where researchers have found cytokine and chemokine activity to be one of the main altered pathways in the chronic Chagas heart (Soares et al., 2010; Wozniak et al., 2020). Increased IFN-γ expression during CCC was already validated by several studies (Talvani et al., 2000; Abel et al., 2001; Medeiros et al., 2009; Junqueira et al., 2010; Cunha-Neto and Chevillard, 2014; Natale et al., 2018), and functionally, IFN-γ has long been shown to play a pivotal role in parasite replication control and establishment of a Th1-driven immune response (Abrahamsohn and Coffman, 1996; Gomes et al., 2003). In T. cruzi infection, treatment of IL-10–deficient mice with anti–IL-12 monoclonal antibody increased parasitemia, showing that IL-12, together with IFN-γ and TNF produced by innate immune cells, plays a pivotal role in controlling the parasitemia in early stages of infection (Abrahamsohn and Coffman, 1996). More recently, high levels of IL-12 have been found in the sera of cardiopathic CD patients (Poveda et al., 2014), and it is known to enhance T. cruzi antigen-specific stimulation of peripheral blood mononuclear cells, helping to establish a more oriented and specific immune response, also stimulating IFN-γ and IL-2 production (de Barros-Mazon et al., 1997; Meyer Zum Büschenfelde et al., 1997). Levels of IL-2 were previously found increased in the experimental acute CD (Mateus et al., 2019) and serum of cardiopathic CD patients (Poveda et al., 2014), corroborating our finding for the vehicle-treated group. Moreover, granzyme B (GZMB), secreted by NK cells and cytotoxic T-cells, is a well-known T-cell mechanism in killing intracellular parasites through granulysin, perforin, and granzyme production (Dotiwala et al., 2016). Interestingly, granzyme A+ CD8+ T lymphocytes were detected in cardiac lesions CD patients (Reis et al., 1993), and patients with advanced CCC show higher proportion of CD8+ cytotoxic T cells producing granzyme B and perforin than patients in early stages of the heart disease (Lasso et al., 2015), suggesting a dysfunctionality in T lymphocyte response as disease progresses (Mateus et al., 2019). Indeed, previous study has shown accumulation of perforin+ CD8+ T cells in the heart tissue associated with progression of cardiomyocyte lesion (Silverio et al., 2012) in the experimental model we used, raising the possibility that the increased cytotoxic activity may involve GZMB activity.

There are no previous studies showing augmented expression for CD3ϵ chain in CD, a chain of the CD3/T-cell receptor complex (TCR) responsible for antigen recognition and T-cell activation, although previous study expression profiling of hearts obtained of transplanted CCC patients found TCR upregulation (Cunha-Neto et al., 2005). These data suggest that the strong Th1-type response we found in the heart tissue of chronically infected mice could be due to CD3/TCR+ antigen-specific Th cells response, the most important source of cytokine production found in CCC (Abrahamsohn and Coffman, 1996; Gomes et al., 2003). In the myocardium of CCC patients, increased expression of CCR4 and CCL5 was detected using immunofluorescence (Bilate and Cunha-Neto, 2008), and CCR4 and CXCR3 by RT-qPCR (Cunha-Neto and Chevillard, 2014), corroborating our findings. Further, as expected by the cell populations and the Th1-enriched cytokines found in the heart tissue, the CC and CXC ligands and receptors gene expression have previously been detected in acute and chronically T. cruzi–infected mice (Talvani et al., 2000). Moreover, CCR-mediated cell migration has been shown to be crucial for acute and chronic experimental Chagas cardiomyopathy, as CCL5/CCR5- and CCL3-driven cell migration has been found crucial for inflammatory Th1-cell invasion of tissue, cardiac injury, and electrical abnormalities, such as prolonged QTc (Batista et al., 2018; Gibaldi et al., 2020).

Altogether, the upregulation found for these genes in the present study might substantiate the main controlled pathways found for the vehicle-treated group, such as “inflammatory response,” “organismal injury and abnormalities,” “connective tissue disorders,” “cellular development,” “cellular growth and proliferation,” “tissue development,” and “immune cell trafficking” associated with the upregulation of several Th1-driven response molecules, and the lack of regulatory pathways to oppose this strong pro-inflammatory response thereof culminating in tissue remodeling causing the establishment of CCC as extensively shown in previous studies, (Cunha-Neto et al., 2005; Bilate and Cunha-Neto, 2008; Cunha-Neto and Chevillard, 2014), strengthening the molecular findings for our murine CCC model. The proposed molecular signaling pathway, based on our findings, suggests a self-sustaining Th1 immune response marked by the continuous production of the pro-inflammatory cytokine IFN-γ. Despite the limitations on the number of RT-qPCR TaqMan array replicates, our findings here are very well supported by the data in the literature, corroborating an ongoing Th1-driven immune response when the CCC is already installed. These findings are in accordance with previous studies comparing relevant cardiopathy-related microRNAs in CCC and dilated cardiomyopathy where they also found some of these same activated pathways, such as “cardiovascular disease, connective tissue disorders, dermatological diseases” (Ferreira et al., 2014), corroborating a global dysregulation of the immune response caused by T. cruzi infection.

Benznidazole treatment regimen for chronic CD has been center of debate in the past few years, as it is associated with numerous adverse effects being an obstacle for patient compliance in endemic areas (Ciapponi et al., 2020). Thus, some clinical trials have been performed or are underway, aiming to reduce Bz dosing or dosing frequency and proposing new treatment protocols, such as MULTIBENZ (Molina-Morant et al., 2020b), BENDITA (Torrico et al., 2021), and TESEO (Almeida et al., 2019). Here, we used a suboptimal dose of Bz (¼ of the usual dose) and our analysis revealed that mice under Bz therapy were able to control the expression of several pivotal genes of immune response. Immunological properties of Bz have been described in other studies (Michailowsky et al., 1998; Sathler-Avelar et al., 2006; Laucella et al., 2009; Ronco et al., 2011; Albareda and Laucella, 2015; Cevey et al., 2016; Vilar-Pereira et al., 2016; Lambertucci et al., 2017); however, in the treatment of CD, specially CCC, the observation of an antiparasitic agent also as an immunomodulatory agent was not yet explored. By killing the parasite subsequently reducing parasite load, the availability of antigen to maintain the T. cruzi-specific effector T cells also diminishes, therefore, causing a rearrangement in Th1-driven immunological response contributing to a more regulatory milieu in humans (Albareda and Laucella, 2015). Previous studies aimed to explore the suboptimal dose of Bz alone or in combination with other drugs (Strauss et al., 2013; Khare et al., 2015; Francisco et al., 2016; Hernández et al., 2021; Martins and Sampaio, 2021), and it has been shown that it is effective in decreasing parasite load, attenuating inflammation in the cardiac tissue, and reducing pro-inflammatory cytokines in T. cruzi-infected mice and cultured cardiomyocytes (Cevey et al., 2016). Apart from all the modulated immune genes following Bz treatment, another notable finding was the increase in the production of IL-10 by two-fold compared with the vehicle-treated group. Increase in IL-10 production following Bz therapy was previously documented, as CD4+ T-cells compartment showed high IL-10 levels in infected children 1 year following Bz treatment (Sathler-Avelar et al., 2008). Furthermore, peripheral blood monocytes obtained from cardiopathic CD patients 1 year after treatment showed an ability to produce regulatory cytokines, such as IL-10, suggesting a shift in immune response balance from a traditional pro-inflammatory response toward a more beneficial and regulatory microenvironment (Campi-Azevedo et al., 2015).

The suboptimal dose of Bz was able to decrease the upregulated IFN-γ, IL-2, CD3ε, and CSF in our validation on individual samples corroborating the findings from the RT-qPCR TaqMan array, which are powerful pro-inflammatory mediators and pivotal contributors for disease progression and CCC onset (Bahia-Oliveira et al., 1998; Cunha-Neto and Chevillard, 2014). Decrease in IFN-γ production has been demonstrated in other studies, in early treatment of T. cruzi–infected children, Bz was able to decrease circulating levels of IFN-γ 6 months after therapy discontinuation (Cutrullis et al., 2011), also declining in peripheral IFN-γ-producing T-cells after 12 months, falling below detection levels 36 months after treatment discontinuation of CD patients (Laucella et al., 2009). There is no evidence regarding decrease in IL-2 production after Bz therapy, making this finding unprecedented in our study. In previous studies, Bz treatment did not alter the reported detection of IL-2–producing T-cells responsive to T. cruzi in CD patients (Laucella et al., 2009). The expression of CD3 has also not been widely studied in Bz therapy, but it can mean a broad downregulation on activation of cytotoxic T-cells (CD8+ naive T-cells) and T helper cells (CD4+ naive T-cells) reinforcing that upon elimination of the etiologic agent, i.e., T. cruzi, there are less antigens available to trigger immune response (Cunha-Neto and Chevillard, 2014). Furthermore, another main gene that showed regulation upon Bz therapy was CSF2, and studies have not explored yet the production of CSF2 after Bz treatment, but CSF1 when used as a therapy for CCC in mice, induced a mixed Treg/Th1/Th2 immune response that contributed to a persistent cardiac inflammation (González et al., 2013), implying that the role of CSF2 deserves to be further investigated. Crucially, it is important to highlight that even though the Bz therapy was able to regulate the expression of relevant genes, approximately 50 immune-related genes remained dysregulated, corroborating that CD has a strong underlying immune component even in the chronic phase, supporting the lack of efficiency of Bz treatment in some clinical trials carried out in the chronic phase as the BENEFIT trial (Morillo et al., 2015) that did not showed reduction in cardiac clinical deterioration through 5 years of follow-up. Thus, this result supports the need of an associated treatment that could potentially ameliorate the CCC’s cardiac impairment, improving patient’s quality of life.

On the other hand, combined Bz+PTX therapy was also able to modulate relevant genes, and this therapeutic strategy revealed two additional controlled pathways related to “cell death and survival” and “organismal survival” mostly related to the regulation of the PRF1 gene. In addition to PTX traditional mechanism of action on increasing blood flow improving its rheological properties, PTX also has anti-inflammatory and antioxidant effects (Pereira et al., 2015b; McCarty et al., 2016; Vilar-Pereira et al., 2016). PTX can inhibit a wide range of cytotoxic responses, either in a directly, decreasing expression of perforin/granzymes, or indirectly manner, acting on cytokine production dynamics, which helps to explain the results we have here (Shaw et al., 2009). Indeed, PTX-treated chronically infected mice has reduced numbers of perforin+ cells infiltrating the heart tissue (Pereira et al., 2015b). PTX therapy has shown attenuation of cell surface expression of IL-2 receptor in human lymphocytes (Rao et al., 1991), but its effect on IL-2 cytokine expression has not been shown to date, especially in CD. Furthermore, PTX also contributed to downregulation of GM-CSF, TNF, and IFN-γ in CD8+ HIV-specific cytotoxic T lymphocytes (Heinkelein et al., 1995). C3, a key protein in the complement system, had allotypes related to the susceptibility to CD and the development of cardiomyopathy (Messias-Reason et al., 2003), suggesting that PTX might act in the complement signaling pathway and reversion of C3 expression might slow down CCC progression, a matter to be further investigated. Chronic CD patients display deterioration of T-cell function, exhaustion caused by low production of cytokines, and augmented expression/co-expression of inhibitory receptors, such as programmed cell death-1 (PD-1), CTLA-4/CD152, T-cell Ig mucin-3 (TIM-3), CD160, and CD244 (2B4) (Lasso et al., 2015). Our group has evaluated the immunomodulatory properties of PTX in the progression of CCC in mice, showing a repositioned CD8+ T-cell response toward homeostasis, which corroborates our finding of Bz+PTX acting on the T-cell exhaustion pathway (Pereira et al., 2015b; Vilar-Pereira et al., 2016).

Among the study main limitations, we include the lack of the echocardiogram exam, as was done in previous studies using the same model (Pereira et al., 2014a; Pereira et al., 2015b), for evaluation of cardiac cavities and LVEF (Gibaldi et al., 2020). CK-MB levels for characterization of cardiac damage was also not evaluated; however, the establishment of the cardiomyopathy was very well characterized through electrocardiogram, parasite load, and fibronectin assessment. There is also the limitation of only one replicate per TaqMan array, done with a pool of total RNA of three different mice from each experimental group. The TaqMan array was used as a global assessment of the immune response genes to orientate the selection of genes for further validation in individual samples under therapy, which was done to validate further selected genes of interest.

Overall, it is important to highlight that therapy with suboptimal dose of Bz brings back the discussion of dose optimization and, moreover, showed exceptional immunomodulatory properties of Bz in the cardiac tissue. Thus, this result reinforces the need of etiological therapy to promote T. cruzi control, and consequently decrease the availability of antigens, contributing to repositioning of the immune response. Although Bz therapy had impacted, only the combined Bz+PTX therapy ameliorated all analyzed electrical abnormalities, hampering the progression of CCC. In summary, our findings reinforce that parasite persistence and dysregulated immune response underpin CCC severity, and therefore, Bz and Bz+PTX emerge as rational tools to interfere in these targets, aiming to improve CCC prognosis in chronic CD.



Data Availability Statement

The raw data supporting the conclusions of this article will be made available by the authors, without undue reservation.



Ethics Statement

The Institutional Committee for Animal Ethics of Fiocruz (CEUA-Fiocruz L004/09 and LW10/14) approved all experimental procedures used in the present study.



Author Contributions

PF performed the majority of the experiments, analyzed data sets, and wrote the manuscript. GV-P and IP contributed to the in vivo experimental model of CCC. SR and KB performed the network pathway analysis and IA contributed to the data set and manuscript analysis. OM and JL-V were responsible for experimental design and data analysis. OM was responsible for the final manuscript revision. All authors contributed to the article and approved the submitted version.



Funding

This study was financed in part by the Coordination for the Improvement of Higher Education Personnel (Coordenação de Aperfeiçoamento de Pessoal de Nível Superior - CAPES) - Finance Code 001. This work also received financial support from Conselho Nacional de Desenvolvimento Científico e Tecnológico (CNPq), Fundação Carlos Chagas Filho de Amparo à Pesquisa do Rio de Janeiro (FAPERJ). OM is a researcher fellow of CNPq1D (311539/2020-3) and FAPERJ (JCNE, E-26/203.031/2018). JL-V is fellow of CNPq1B (BPP 306037/2019-0) and FAPERJ (CNE, E-26/210.190/2018). IA partially supported by grant 5U54MD007592 from the National Institute on Minority Health and Health Disparities (NIMHD), a component of the National Institutes of Health (NIH).



Acknowledgments

The authors would like to thank the Instituto Oswaldo Cruz (IOC) and the Network of Technological Platforms from Fiocruz for supplying facilities.



Supplementary Material

The Supplementary Material for this article can be found online at: https://www.frontiersin.org/articles/10.3389/fcimb.2021.692655/full#supplementary-material



References

 Abel, L. C. J., Rizzo, L. V., Ianni, B., Albuquerque, F., Bacal, F., Carrara, D., et al. (2001). Chronic Chagas’ Disease Cardiomyopathy Patients Display an Increased IFN-γ Response to Trypanosoma Cruzi Infection. J. Autoimmun. 17, 99–107. doi: 10.1006/jaut.2001.0523

 Abrahamsohn, I. A., and Coffman, R. L. (1996). Trypanosoma Cruzi: IL-10, TNF, IFN-Gamma, and IL-12 Regulate Innate and Acquired Immunity to Infection. Exp. Parasitol 84, 231–244. doi: 10.1006/expr.1996.0109

 Alarcón De Noya, B., and Jackson, Y. (2020). “Chagas Disease Epidemiology: From Latin America to the World,”, in Chagas Disease: A Neglected Tropical Disease. Eds.  M.-J. Pinazo Delgado, and J. Gascón (Cham: Springer International Publishing), 27–36.

 Albareda, M. C., and Laucella, S. A. (2015). Modulation of Trypanosoma Cruzi-Specific T-Cell Responses After Chemotherapy for Chronic Chagas Disease. Mem Inst Oswaldo Cruz 110, 414–421. doi: 10.1590/0074-02760140386

 Almeida, I. C., Torrico, F., and Gascon, J. (2019) New Therapies and Biomarkers for Chagas Infection (TESEO) [Online]. Available at: https://clinicaltrials.gov/ct2/show/NCT03981523.

 Andrade, S. G., Stocker-Guerret, S., Pimentel, A. S., and Grimaud, J. A. (1991). Reversibility of Cardiac Fibrosis in Mice Chronically Infected With Trypanosoma Cruzi, Under Specific Chemotherapy. Mem Inst Oswaldo Cruz 86, 187–200. doi: 10.1590/S0074-02761991000200008

 Antinori, S., Galimberti, L., Bianco, R., Grande, R., Galli, M., and Corbellino, M. (2017). Chagas Disease in Europe: A Review for the Internist in the Globalized World. Eur. J. Intern. Med. 43, 6–15. doi: 10.1016/j.ejim.2017.05.001

 Bahia-Oliveira, L. M., Gomes, J. A., Rocha, M. O., Moreira, M. C., Lemos, E. M., Luz, Z. M., et al. (1998). IFN-Gamma in Human Chagas’ Disease: Protection or Pathology? Braz. J. Med. Biol. Res. 31, 127–131. doi: 10.1590/S0100-879X1998000100017

 Batista, A. M., Alvarado-Arnez, L. E., Alves, S. M., Melo, G., Pereira, I. R., Ruivo, L. A. D. S., et al. (2018). Genetic Polymorphism at CCL5 Is Associated With Protection in Chagas’ Heart Disease: Antagonistic Participation of CCR1+ and CCR5+ Cells in Chronic Chagasic Cardiomyopathy. Front. Immunol. 9, 615. doi: 10.3389/fimmu.2018.00615

 Bern, C. (2011). Antitrypanosomal Therapy for Chronic Chagas’ Disease. New Engl. J. Med. 365 (13), 1258–1259 doi: 10.1056/NEJMct1014204

 Bern, C., Messenger, L. A., Whitman, J. D., and Maguire, J. H. (2019). Chagas Disease in the United States: a Public Health Approach. Clin. Microbiol. Rev. 33, e00023–19. doi: 10.1128/CMR.00023-19

 Bilate, A. M., and Cunha-Neto, E. (2008). Chagas Disease Cardiomyopathy: Current Concepts of an Old Disease. Rev. Inst Med. Trop. Sao Paulo 50, 67–74. doi: 10.1590/S0036-46652008000200001

 Briceño, L., and Mosca, W. (1996). Defective Production of Interleukin 2 in Patients With Chagas’ Disease. Purified IL-2 Augments in vitro response in patients with chagasic cardiomyopathy. Mem Inst Oswaldo Cruz 91, 601–607. doi: 10.1590/S0074-02761996000500011

 Brito, G., Dourado, M., Guimarães, L. H., Meireles, E., Schriefer, A., De Carvalho, E. M., et al. (2017). Oral Pentoxifylline Associated With Pentavalent Antimony: A Randomized Trial for Cutaneous Leishmaniasis. Am. J. Trop. Med. Hyg 96, 1155–1159. doi: 10.4269/ajtmh.16-0435

 Brito, B. O. D. F., and Ribeiro, A. L. P. (2018). Electrocardiogram in Chagas Disease. Rev. da Sociedade Bras. Medicina Trop. 51, 570–577. doi: 10.1590/0037-8682-0184-2018

 Campi-Azevedo, A. C., Gomes, J. A., Teixeira-Carvalho, A., Silveira-Lemos, D., Vitelli-Avelar, D. M., Sathler-Avelar, R., et al. (2015). Etiological Treatment of Chagas Disease Patients With Benznidazole Lead to a Sustained Pro-Inflammatory Profile Counterbalanced by Modulatory Events. Immunobiology 220, 564–574. doi: 10.1016/j.imbio.2014.12.006

 Cevey, A. C., Mirkin, G. A., Penas, F. N., and Goren, N. B. (2016). Low-Dose Benznidazole Treatment Results in Parasite Clearance and Attenuates Heart Inflammatory Reaction in an Experimental Model of Infection With a Highly Virulent Trypanosoma Cruzi Strain. Int. J. Parasitol Drugs Drug Resist. 6, 12–22. doi: 10.1016/j.ijpddr.2015.12.001

 Chevillard, C., Nunes, J. P. S., Frade, A. F., Almeida, R. R., Pandey, R. P., Nascimento, M. S., et al. (2018). Disease Tolerance and Pathogen Resistance Genes May Underlie Trypanosoma Cruzi Persistence and Differential Progression to Chagas Disease Cardiomyopathy. Front. Immunol. 9, 2791. doi: 10.3389/fimmu.2018.02791

 Chindelevitch, L., Ziemek, D., Enayetallah, A., Randhawa, R., Sidders, B., Brockel, C., et al. (2012). Causal Reasoning on Biological Networks: Interpreting Transcriptional Changes. Bioinformatics 28, 1114–1121. doi: 10.1093/bioinformatics/bts090

 Ciapponi, A., Barreira, F., Perelli, L., Bardach, A., Gascón, J., Molina, I., et al. (2020). Fixed vs Adjusted-Dose Benznidazole for Adults With Chronic Chagas Disease Without Cardiomyopathy: A Systematic Review and Meta-Analysis. PloS Negl. Trop. Dis. 14, e0008529. doi: 10.1371/journal.pntd.0008529

 Cunha-Neto, E., and Chevillard, C. (2014). ). Chagas Disease Cardiomyopathy: Immunopathology and Genetics. Mediators Inflammation 683230.

 Cunha-Neto, E., Dzau, V. J., Allen, P. D., Stamatiou, D., Benvenutti, L., Higuchi, M. L., et al. (2005). Cardiac Gene Expression Profiling Provides Evidence for Cytokinopathy as a Molecular Mechanism in Chagas’ Disease Cardiomyopathy. Am. J. Pathol. 167, 305–313. doi: 10.1016/S0002-9440(10)62976-8

 Cunha-Neto, E., Nogueira, L. G., Teixeira, P. C., Ramasawmy, R., Drigo, S. A., Goldberg, A. C., et al. (2009). Immunological and Non-Immunological Effects of Cytokines and Chemokines in the Pathogenesis of Chronic Chagas Disease Cardiomyopathy. Mem Inst Oswaldo Cruz 104, (Suppl 1) 252–258. doi: 10.1590/S0074-02762009000900032

 Cutrullis, R. A., Moscatelli, G. F., Moroni, S., Volta, B. J., Cardoni, R. L., Altcheh, J. M., et al. (2011). Benzonidazole Therapy Modulates Interferon-γ and M2 Muscarinic Receptor Autoantibody Responses in Trypanosoma Cruzi-Infected Children. PloS One 6, e27133. doi: 10.1371/journal.pone.0027133

 De Barros-Mazon, S., Guariento, M. E., and Abrahamsohn, I. A. (1997). IL-12 Enhances Proliferation of Peripheral Blood Mononuclear Cells From Chagas’ Disease Patients to Trypanosoma Cruzi Antigen. Immunol. Lett. 57, 39–45. doi: 10.1016/S0165-2478(97)00079-5

 Deng, X., Sabino, E. C., Cunha-Neto, E., Ribeiro, A. L., Ianni, B., Mady, C., et al. (2013). Genome Wide Association Study (GWAS) of Chagas Cardiomyopathy in Trypanosoma Cruzi Seropositive Subjects. PloS One 8, e79629. doi: 10.1371/journal.pone.0079629

 Dias, J. C., Ramos, A. N. Jr., Gontijo, E. D., Luquetti, A., Shikanai-Yasuda, M. A., Coura, J. R., et al. (2016). 2 Nd Brazilian Consensus on Chagas Diseas. Rev. Soc. Bras. Med. Trop. 49Suppl 1, 3–60. doi: 10.1590/0037-8682-0505-2016

 Dndi (2019) BENDITA BEnznidazole New Doses Improved Treatment and Associations (BENDITA) [Online]. Available at: https://www.dndial.org/wp-content/uploads/2019/03/2page_BenditatStudyOverview_ENG.pdf.

 Dotiwala, F., Mulik, S., Polidoro, R. B., Ansara, J. A., Burleigh, B. A., Walch, M., et al. (2016). Killer Lymphocytes Use Granulysin, Perforin and Granzymes to Kill Intracellular Parasites. Nat. Med. 22, 210–216. doi: 10.1038/nm.4023

 Duffy, T., Cura, C. I., Ramirez, J. C., Abate, T., Cayo, N. M., Parrado, R., et al. (2013). Analytical Performance of a Multiplex Real-Time PCR Assay Using TaqMan Probes for Quantification of Trypanosoma Cruzi Satellite DNA in Blood Samples. PloS Negl. Trop. Dis. 7, e2000. doi: 10.1371/journal.pntd.0002000

 Eickhoff, C. S., Lawrence, C. T., Sagartz, J. E., Bryant, L. A., Labovitz, A. J., Gala, S. S., et al. (2010). ECG Detection of Murine Chagasic Cardiomyopathy. J. Parasitol 96, 758–764. doi: 10.1645/GE-2396.1

 Faria, D. R., Barbieri, L. C., Koh, C. C., Machado, P. R. L., Barreto, C. C., Lima, C. M. F., et al. (2019). In Situ Cellular Response Underlying Successful Treatment of Mucosal Leishmaniasis with a Combination of Pentavalent Antimonial and Pentoxifylline. Am. J. Trop. Med. Hyg 101, 392–401.

 Felciano, R. M., Bavari, S., Richards, D. R., Billaud, J. N., Warren, T., Panchal, R., et al. (2013). Predictive Systems Biology Approach to Broad-Spectrum, Host-Directed Drug Target Discovery in Infectious Diseases. Pac. Symp. Biocomput. 17–28.

 Ferreira, L. R. P., Ferreira, F. M., Laugier, L., Cabantous, S., Navarro, I. C., Da Silva Candido, D., et al. (2017). Integration of miRNA and Gene Expression Profiles Suggest a Role for miRNAs in the Pathobiological Processes of Acute Trypanosoma Cruzi Infection. Sci. Rep. 7, 17990. doi: 10.1038/s41598-017-18080-9

 Ferreira, L. R., Frade, A. F., Santos, R. H., Teixeira, P. C., Baron, M. A., Navarro, I. C., et al. (2014). MicroRNAs miR-1, miR-133a, miR-133b, miR-208a and miR-208b are Dysregulated in Chronic Chagas Disease Cardiomyopathy. Int. J. Cardiol. 175, 409–417. doi: 10.1016/j.ijcard.2014.05.019

 Francisco, A. F., Jayawardhana, S., Lewis, M. D., White, K. L., Shackleford, D. M., Chen, G., et al. (2016). Nitroheterocyclic Drugs Cure Experimental Trypanosoma Cruzi Infections More Effectively in the Chronic Stage Than in the Acute Stage. Sci. Rep. 6, 35351. doi: 10.1038/srep35351

 Gibaldi, D., Vilar-Pereira, G., Pereira, I. R., Silva, A. A., Barrios, L. C., Ramos, I. P., et al. (2020). CCL3/Macrophage Inflammatory Protein-1α Is Dually Involved in Parasite Persistence and Induction of a TNF- and Ifnγ-Enriched Inflammatory Milieu in Trypanosoma Cruzi-Induced Chronic Cardiomyopathy. Front. Immunol. 11, 306. doi: 10.3389/fimmu.2020.00306

 Gomes, J. A., Bahia-Oliveira, L. M., Rocha, M. O., Martins-Filho, O. A., Gazzinelli, G., and Correa-Oliveira, R. (2003). Evidence That Development of Severe Cardiomyopathy in Human Chagas’ Disease is Due to a Th1-Specific Immune Response. Infect. Immun. 71, 1185–1193. doi: 10.1128/IAI.71.3.1185-1193.2003

 González, M. N., Dey, N., Garg, N. J., and Postan, M. (2013). Granulocyte Colony-Stimulating Factor Partially Repairs the Damage Provoked by Trypanosoma Cruzi in Murine Myocardium. Int. J. Cardiol. 168, 2567–2574. doi: 10.1016/j.ijcard.2013.03.049

 Guedes, P. M., De Andrade, C. M., Nunes, D. F., De Sena Pereira, N., Queiroga, T. B., Machado-Coelho, G. L., et al. (2016). Inflammation Enhances the Risks of Stroke and Death in Chronic Chagas Disease Patients. PloS Negl. Trop. Dis. 10, e0004669. doi: 10.1371/journal.pntd.0004669

 Heinkelein, M., Schneider-Schaulies, J., Walker, B. D., and Jassoy, C. (1995). Inhibition of Cytotoxicity and Cytokine Release of CD8+ HIV-Specific Cytotoxic T Lymphocytes by Pentoxifylline. J. Acquir. Immune Defic. Syndr. Hum. Retrovirol 10, 417–424. doi: 10.1097/00042560-199512000-00004

 Helleman, J., Smid, M., Jansen, M. P., van der Burg, M. E., and Berns, E. M. (2010). Pathway Analysis of Gene Lists Associated With Platinum-Based Chemotherapy Resistance in Ovarian Cancer: The Big Picture. Gynecol. Oncol 117 (2), 170–176.

 Hennig, K., Abi-Ghanem, J., Bunescu, A., Meniche, X., Biliaut, E., Ouattara, A. D., et al. (2019). Metabolomics, Lipidomics and Proteomics Profiling of Myoblasts Infected With Trypanosoma Cruzi After Treatment With Different Drugs Against Chagas Disease. Metabolomics 15, 117. doi: 10.1007/s11306-019-1583-5

 Hernández, M., Wicz, S., Pérez Caballero, E., Santamaría, M. H., and Corral, R. S. (2021). Dual Chemotherapy With Benznidazole at Suboptimal Dose Plus Curcumin Nanoparticles Mitigates Trypanosoma Cruzi-Elicited Chronic Cardiomyopathy. Parasitol Int. 81, 102248. doi: 10.1016/j.parint.2020.102248

 Inada, T., Koga, M., Ishiguro, H., Horiuchi, Y., Syu, A., Yoshio, T., et al. (2008). Pathway-Based Association Analysis of Genome-Wide Screening Data Suggest That Genes Associated With the Gamma-Aminobutyric Acid Receptor Signaling Pathway Are Involved inNeuroleptic-Induced, Treatment-Resistant Tardive Dyskinesia. Pharmacogenet. Genomics 18 (4), 317–323.

 Junqueira, C., Caetano, B., Bartholomeu, D. C., Melo, M. B., Ropert, C., Rodrigues, M. M., et al. (2010). The Endless Race Between Trypanosoma Cruzi and Host Immunity: Lessons for and Beyond Chagas Disease. Expert Rev. Mol. Med. 12, e29. doi: 10.1017/S1462399410001560

 Khare, S., Liu, X., Stinson, M., Rivera, I., Groessl, T., Tuntland, T., et al. (2015). Antitrypanosomal Treatment With Benznidazole Is Superior to Posaconazole Regimens in Mouse Models of Chagas Disease. Antimicrob. Agents Chemother. 59, 6385–6394. doi: 10.1128/AAC.00689-15

 Krämer, A., Green, J., Pollard, J. Jr., and Tugendreich, S. (2014). Causal Analysis Approaches in Ingenuity Pathway Analysis. Bioinf. (Oxford England) 30, 523–530. doi: 10.1093/bioinformatics/btt703

 Kratz, J. M., Garcia Bournissen, F., Forsyth, C. J., and Sosa-Estani, S. (2018). Clinical and Pharmacological Profile of Benznidazole for Treatment of Chagas Disease. Expert Rev. Clin. Pharmacol. 11, 943–957. doi: 10.1080/17512433.2018.1509704

 Kumar, R., Blakemore, S. J., Ellis, C. E., Petricoin, E. F. 3rd, Pratt, D., Macoritto, M., et al. (2010). Causal Reasoning Identifies Mechanisms of Sensitivity for a Novel AKT Kinase Inhibitor, GSK690693. BMC Genomics 11, 419. doi: 10.1186/1471-2164-11-419

 Lambertucci, F., Motiño, O., Villar, S., Rigalli, J. P., De Luján Alvarez, M., Catania, V. A., et al. (2017). Benznidazole, the Trypanocidal Drug Used for Chagas Disease, Induces Hepatic NRF2 Activation and Attenuates the Inflammatory Response in a Murine Model of Sepsis. Toxicol. Appl. Pharmacol. 315, 12–22. doi: 10.1016/j.taap.2016.11.015

 Lasso, P., Mateus, J., Pavía, P., Rosas, F., Roa, N., Thomas, M. C., et al. (2015). Inhibitory Receptor Expression on CD8+ T Cells Is Linked to Functional Responses Against Trypanosoma Cruzi Antigens in Chronic Chagasic Patients. J. Immunol. 195, 3748–3758. doi: 10.4049/jimmunol.1500459

 Laucella, S. A., Mazliah, D. P., Bertocchi, G., Alvarez, M. G., Cooley, G., Viotti, R., et al. (2009). Changes in Trypanosoma Cruzi-Specific Immune Responses After Treatment: Surrogate Markers of Treatment Efficacy. Clin. Infect. Dis. 49, 1675–1684. doi: 10.1086/648072

 Lazzerini, P. E., Capecchi, P. L., and Laghi-Pasini, F. (2015). Long QT Syndrome: An Emerging Role for Inflammation and Immunity. Front. Cardiovasc. Med. 2, 26. doi: 10.3389/fcvm.2015.00026

 Lee, B. Y., Bacon, K. M., Bottazzi, M. E., and Hotez, P. J. (2013). Global Economic Burden of Chagas Disease: A Computational Simulation Model. Lancet Infect. Dis. 13, 342–348. doi: 10.1016/S1473-3099(13)70002-1

 Livak, K. J., and Schmittgen, T. D. (2001). Analysis of Relative Gene Expression Data Using Real-Time Quantitative PCR and the 2(-Delta Delta C(T)) Method. Methods 25, 402–408. doi: 10.1006/meth.2001.1262

 Machado-De-Assis, G. F., Diniz, G. A., Montoya, R. A., Dias, J. C., Coura, J. R., Machado-Coelho, G. L., et al. (2013). A Serological, Parasitological and Clinical Evaluation of Untreated Chagas Disease Patients and Those Treated With Benznidazole Before and Thirteen Years After Intervention. Mem Inst Oswaldo Cruz 108, 873–880. doi: 10.1590/0074-0276130122

 Machado, F. S., Martins, G. A., Aliberti, J. C., Mestriner, F. L., Cunha, F. Q., and Silva, J. S. (2000). Trypanosoma Cruzi-Infected Cardiomyocytes Produce Chemokines and Cytokines That Trigger Potent Nitric Oxide-Dependent Trypanocidal Activity. Circulation 102, 3003–3008. doi: 10.1161/01.CIR.102.24.3003

 Marchini, T., Mitre, L. S., and Wolf, D. (2021). Inflammatory Cell Recruitment in Cardiovascular Disease. Front. Cell Dev. Biol. 9, 635527. doi: 10.3389/fcell.2021.635527

 Martins, S. S., and Sampaio, R. (2021). The Association of Miltefosine and Pentoxifylline to Treat Mucosal Leishmaniasis: A Clinical Trial in Brazil. Available at: https://clinicaltrials.gov/ct2/show/NCT02530697

 Martin, F., Thomson, T. M., Sewer, A., Drubin, D. A., Mathis, C., Weisensee, D., et al. (2012). Assessment of Network Perturbation Amplitudes by Applying High-Throughput Data to Causal Biological Networks. BMC Syst. Biol. 6, 54. doi: 10.1186/1752-0509-6-54

 Mateus, J., Guerrero, P., Lasso, P., Cuervo, C., González, J. M., Puerta, C. J., et al. (2019). An Animal Model of Acute and Chronic Chagas Disease With the Reticulotropic Y Strain of Trypanosoma Cruzi That Depicts the Multifunctionality and Dysfunctionality of T Cells. Front. Immunol. 10, 918. doi: 10.3389/fimmu.2019.00918

 Mccarty, M. F., O’keefe, J. H., and Dinicolantonio, J. J. (2016). Pentoxifylline for Vascular Health: A Brief Review of the Literature. Open Heart 3, e000365. doi: 10.1136/openhrt-2015-000365

 Medeiros, G. A., Silverio, J. C., Marino, A. P., Roffe, E., Vieira, V., Kroll-Palhares, K., et al. (2009). Treatment of Chronically Trypanosoma Cruzi-Infected Mice With a CCR1/CCR5 Antagonist (Met-RANTES) Results in Amelioration of Cardiac Tissue Damage. Microbes Infect. 11, 264–273. doi: 10.1016/j.micinf.2008.11.012

 Mengel, J., Cardillo, F., and Pontes-De-Carvalho, L. (2016). Chronic Chagas’ Disease: Targeting the Interleukin-2 Axis and Regulatory T Cells in a Condition for Which There Is No Treatment. Front. Microbiol. 7, 675. doi: 10.3389/fmicb.2016.00675

 Messias-Reason, I. J., Urbanetz, L., and Pereira Da Cunha, C. (2003). Complement C3 F and BF S Allotypes Are Risk Factors for Chagas Disease Cardiomyopathy. Tissue Antigens 62, 308–312. doi: 10.1034/j.1399-0039.2003.00101.x

 Meyer Zum Büschenfelde, C., Cramer, S., Trumpfheller, C., Fleischer, B., and Frosch, S. (1997). Trypanosoma Cruzi Induces Strong IL-12 and IL-18 Gene Expression In Vivo: Correlation With Interferon-Gamma (IFN-Gamma) Production. Clin. Exp. Immunol. 110, 378–385. doi: 10.1046/j.1365-2249.1997.4471463.x

 Michailowsky, V., Murta, S. M., Carvalho-Oliveira, L., Pereira, M. E., Ferreira, L. R., Brener, Z., et al. (1998). Interleukin-12 Enhances In Vivo Parasiticidal Effect of Benznidazole During Acute Experimental Infection With a Naturally Drug-Resistant Strain of Trypanosoma Cruzi. Antimicrob. Agents Chemother. 42, 2549–2556. doi: 10.1128/AAC.42.10.2549

 Molina-Morant, D., Fernandez, M. L., Bosch-Nicolau, P., Sulleiro, E., Bangher, M., Salvador, F., et al. (2020a). Efficacy and Safety Assessment of Different Dosage of Benznidazol for the Treatment of Chagas Disease in Chronic Phase in Adults (MULTIBENZ Study): Study Protocol for a Multicenter Randomized Phase II non-Inferiority Clinical Trial. Trials 21, 328. doi: 10.1186/s13063-020-4226-2

 Molina-Morant, D., Fernández, M. L., Bosch-Nicolau, P., Sulleiro, E., Bangher, M., Salvador, F., et al. (2020b). Efficacy and Safety Assessment of Different Dosage of Benznidazol for the Treatment of Chagas Disease in Chronic Phase in Adults (MULTIBENZ Study): Study Protocol for a Multicenter Randomized Phase II non-Inferiority Clinical Trial. Trials 21, 328. doi: 10.1186/s13063-020-4226-2

 Morillo, C. A., Marin-Neto, J. A., Avezum, A., Sosa-Estani, S., Rassi, A. Jr., Rosas, F., et al. (2015). Randomized Trial of Benznidazole for Chronic Chagas’ Cardiomyopathy. N Engl. J. Med. 373, 1295–1306. doi: 10.1056/NEJMoa1507574

 Mukherjee, S., Belbin, T. J., Spray, D. C., Iacobas, D. A., Weiss, L. M., Kitsis, R. N., et al. (2003). Microarray Analysis of Changes in Gene Expression in a Murine Model of Chronic Chagasic Cardiomyopathy. Parasitol Res. 91, 187–196. doi: 10.1007/s00436-003-0937-z

 Natale, M. A., Cesar, G., Alvarez, M. G., Castro Eiro, M. D., Lococo, B., Bertocchi, G., et al. (2018). Trypanosoma Cruzi-Specific IFN-γ-Producing Cells in Chronic Chagas Disease Associate With a Functional IL-7/IL-7R Axis. PloS Negl. Trop. Dis. 12, e0006998. doi: 10.1371/journal.pntd.0006998

 Ngwa, J. S., Manning, A. K., Grimsby, J. L., Lu, C., Zhuang, W. V., Destefano, A. L., et al. (2011). Pathway Analysis Following Association Study. BMC Proc 5 Suppl 9 (Suppl 9), S18.

 Nisimura, L. M., Coelho, L. L., De Melo, T. G., Vieira, P. C., Victorino, P. H., Garzoni, L. R., et al. (2020). Trypanosoma Cruzi Promotes Transcriptomic Remodeling of the JAK/STAT Signaling and Cell Cycle Pathways in Myoblasts. Front. Cell Infect. Microbiol. 10, 255. doi: 10.3389/fcimb.2020.00255

 Nunes, M. C. P., Beaton, A., Acquatella, H., Bern, C., Bolger, A. F., Echeverria, L. E., et al. (2018). Chagas Cardiomyopathy: An Update of Current Clinical Knowledge and Management: A Scientific Statement From the American Heart Association. Circulation 138, e169–e209. doi: 10.1161/CIR.0000000000000599

 Pereira, I. R., Vilar-Pereira, G., Marques, V., Da Silva, A. A., Caetano, B., Moreira, O. C., et al. (2015a). A Human Type 5 Adenovirus-Based Trypanosoma Cruzi Therapeutic Vaccine Re-Programs Immune Response and Reverses Chronic Cardiomyopathy. PloS Pathog. 11, e1004594. doi: 10.1371/journal.ppat.1004594

 Pereira, I. R., Vilar-Pereira, G., Moreira, O. C., Ramos, I. P., Gibaldi, D., Britto, C., et al. (2015b). Pentoxifylline Reverses Chronic Experimental Chagasic Cardiomyopathy in Association With Repositioning of Abnormal CD8+ T-Cell Response. PloS Negl. Trop. Dis. 9, e0003659. doi: 10.1371/journal.pntd.0003659

 Pereira, I. R., Vilar-Pereira, G., Silva, A. A., and Lannes-Vieira, J. (2014a). Severity of Chronic Experimental Chagas’ Heart Disease Parallels Tumour Necrosis Factor and Nitric Oxide Levels in the Serum: Models of Mild and Severe Disease. Mem Inst Oswaldo Cruz 109, 289–298. doi: 10.1590/0074-0276140033

 Pereira, I. R., Vilar-Pereira, G., Silva, A. A., Moreira, O. C., Britto, C., Sarmento, E. D., et al. (2014b). Tumor Necrosis Factor is a Therapeutic Target for Immunological Unbalance and Cardiac Abnormalities in Chronic Experimental Chagas’ Heart Disease. Mediators Inflammation 798078. doi: 10.1155/2014/798078

 Perez-Fuentes, R. (2003). Severity of Chronic Chagas Disease Is Associated With Cytokine/Antioxidant Imbalance in Chronically Infected Individuals. Int. J. Parasitol. 33, 293–299. doi: 10.1016/S0020-7519(02)00283-7

 Pérez-Molina, J. A., and Molina, I. (2018). Chagas Disease. Lancet 391, 82–94. doi: 10.1016/S0140-6736(17)31612-4

 Pérez, A. R., Silva-Barbosa, S. D., Berbert, L. R., Revelli, S., Beloscar, J., Savino, W., et al. (2011). Immunoneuroendocrine Alterations in Patients With Progressive Forms of Chronic Chagas Disease. J. Neuroimmunol 235, 84–90. doi: 10.1016/j.jneuroim.2011.03.010

 Perin, L., Moreira Da Silva, R., Fonseca, K. D., Cardoso, J. M., Mathias, F. A., Reis, L. E., et al. (2017). Pharmacokinetics and Tissue Distribution of Benznidazole after Oral Administration in Mice. Antimicrob. Agents Chemother. 61, e02410–16. doi: 10.1128/AAC.02410-16

 Perin, L., Pinto, L., Balthazar Nardotto, G. H., Da Silva Fonseca, K., Oliveira Paiva, B., Fernanda Rodrigues Bastos Mendes, T., et al. (2020). Population Pharmacokinetics and Biodistribution of Benznidazole in Mice. J. Antimicrob. Chemother. 75, 2213–2221. doi: 10.1093/jac/dkaa130

 Piron, M., Fisa, R., Casamitjana, N., Lopez-Chejade, P., Puig, L., Verges, M., et al. (2007). Development of a Real-Time PCR Assay for Trypanosoma Cruzi Detection in Blood Samples. Acta Trop. 103, 195–200. doi: 10.1016/j.actatropica.2007.05.019

 Pollard, J. Jr., Butte, A. J., Hoberman, S., Joshi, M., Levy, J., and Pappo, J. (2005). A Computational Model to Define the Molecular Causes of Type 2 Diabetes Mellitus. Diabetes Technol. Ther. 7, 323–336. doi: 10.1089/dia.2005.7.323

 Poveda, C., Fresno, M., Gironès, N., Martins-Filho, O. A., Ramírez, J. D., Santi-Rocca, J., et al. (2014). Cytokine Profiling in Chagas Disease: Towards Understanding the Association With Infecting Trypanosoma Cruzi Discrete Typing Units (a BENEFIT TRIAL Sub-Study). PloS One 9, e91154. doi: 10.1371/journal.pone.0091154

 Rao, K. M., Currie, M. S., Mccachren, S. S., and Cohen, H. J. (1991). Pentoxifylline and Other Methyl Xanthines Inhibit Interleukin-2 Receptor Expression in Human Lymphocytes. Cell Immunol. 135, 314–325. doi: 10.1016/0008-8749(91)90276-H

 Rassi, A. Jr., Marin, J. A. N., and Rassi, A. (2017). Chronic Chagas Cardiomyopathy: A Review of the Main Pathogenic Mechanisms and the Efficacy of Aetiological Treatment Following the BENznidazole Evaluation for Interrupting Trypanosomiasis (BENEFIT) Trial. Mem Inst Oswaldo Cruz 112, 224–235. doi: 10.1590/0074-02760160334

 Rassi, A. Jr., Rassi, A., and Marcondes De Rezende, J. (2012). American Trypanosomiasis (Chagas Disease). Infect. Dis. Clin. North Am. 26, 275–291. doi: 10.1016/j.idc.2012.03.002

 Reis, D. D., Jones, E. M., Tostes, S. Jr., Lopes, E. R., Gazzinelli, G., Colley, D. G., et al. (1993). Characterization of Inflammatory Infiltrates in Chronic Chagasic Myocardial Lesions: Presence of Tumor Necrosis Factor-Alpha+ Cells and Dominance of Granzyme A+, CD8+ Lymphocytes. Am. J. Trop. Med. Hyg 48, 637–644. doi: 10.4269/ajtmh.1993.48.637

 Ronco, M. T., Manarin, R., Frances, D., Serra, E., Revelli, S., and Carnovale, C. (2011). Benznidazole Treatment Attenuates Liver NF-kappaB Activity and MAPK in a Cecal Ligation and Puncture Model of Sepsis. Mol. Immunol. 48, 867–873. doi: 10.1016/j.molimm.2010.12.021

 Sabino, E. C., Ribeiro, A. L., Salemi, V. M., Di Lorenzo Oliveira, C., Antunes, A. P., Menezes, M. M., et al. (2013). Ten-Year Incidence of Chagas Cardiomyopathy Among Asymptomatic Trypanosoma Cruzi-Seropositive Former Blood Donors. Circulation 127, 1105–1115. doi: 10.1161/CIRCULATIONAHA.112.123612

 Salles, G., Xavier, S., Sousa, A., Hasslocher-Moreno, A., and Cardoso, C. (2003). Prognostic Value of QT Interval Parameters for Mortality Risk Stratification in Chagas’ Disease: Results of a Long-Term Follow-Up Study. Circulation 108, 305–312. doi: 10.1161/01.CIR.0000079174.13444.9C

 Sathler-Avelar, R., Vitelli-Avelar, D. M., Massara, R. L., Borges, J. D., Lana, M., Teixeira-Carvalho, A., et al. (2006). Benznidazole Treatment During Early-Indeterminate Chagas’ Disease Shifted the Cytokine Expression by Innate and Adaptive Immunity Cells Toward a Type 1-Modulated Immune Profile. Scand. J. Immunol. 64, 554–563. doi: 10.1111/j.1365-3083.2006.01843.x

 Sathler-Avelar, R., Vitelli-Avelar, D. M., Massara, R. L., De Lana, M., Pinto Dias, J. C., Teixeira-Carvalho, A., et al. (2008). Etiological Treatment During Early Chronic Indeterminate Chagas Disease Incites an Activated Status on Innate and Adaptive Immunity Associated With a Type 1-Modulated Cytokine Pattern. Microbes Infect. 10, 103–113. doi: 10.1016/j.micinf.2007.10.009

 Schmittgen, T. D., and Livak, K. J. (2008). Analyzing Real-Time PCR Data by the Comparative C(T) Method. Nat. Protoc. 3, 1101–1108. doi: 10.1038/nprot.2008.73

 Shaw, S. M., Shah, M. K., Williams, S. G., and Fildes, J. E. (2009). Immunological Mechanisms of Pentoxifylline in Chronic Heart Failure. Eur. J. Heart Fail 11, 113–118. doi: 10.1093/eurjhf/hfn040

 Silverio, J. C., Pereira, I. R., Cipitelli Mda, C., Vinagre, N. F., Rodrigues, M. M., Gazzinelli, R. T., et al. (2012). CD8+ T-Cells Expressing Interferon Gamma or Perforin Play Antagonistic Roles in Heart Injury in Experimental Trypanosoma Cruzi-Elicited Cardiomyopathy. PloS Pathog. 8, e1002645. doi: 10.1371/journal.ppat.1002645

 Soares, M. B., De Lima, R. S., Rocha, L. L., Vasconcelos, J. F., Rogatto, S. R., Dos Santos, R. R., et al. (2010). Gene Expression Changes Associated With Myocarditis and Fibrosis in Hearts of Mice With Chronic Chagasic Cardiomyopathy. J. Infect. Dis. 202, 416–426. doi: 10.1086/653481

 Soy, D., Aldasoro, E., Guerrero, L., Posada, E., Serret, N., Mejía, T., et al. (2015). Population Pharmacokinetics of Benznidazole in Adult Patients With Chagas Disease. Antimicrob. Agents Chemother. 59, 3342–3349. doi: 10.1128/AAC.05018-14

 Strauss, M., Lo Presti, M. S., Bazán, P. C., Baez, A., Fauro, R., Esteves, B., et al. (2013). Clomipramine and Benznidazole Association for the Treatment of Acute Experimental Trypanosoma Cruzi Infection. Parasitol Int. 62, 293–299. doi: 10.1016/j.parint.2013.02.004

 Talvani, A., Ribeiro, C. S., Aliberti, J. C. S., Michailowsky, V., Santos, P. V. A., Murta, S. M. F., et al. (2000). Kinetics of Cytokine Gene Expression in Experimental Chagasic Cardiomyopathy: Tissue Parasitism and Endogenous IFN-γ as Important Determinants of Chemokine mRNA Expression During Infection With Trypanosoma Cruzi. Microbes Infect. 2, 851–866. doi: 10.1016/S1286-4579(00)00388-9

 Torrico, F., Gascón, J., Barreira, F., Blum, B., Almeida, I. C., Alonso-Vega, C., et al. (2021). New Regimens of Benznidazole Monotherapy and in Combination With Fosravuconazole for Chagas Disease (BENDITA): A Phase 2, Double-Blind, Randomised Trial. Lancet Infect. Dis. S1473-3099 (20), 30844–6. doi: 10.1016/S1473-3099(20)30844-6

 Urbina, J. A. (2015). Recent Clinical Trials for the Etiological Treatment of Chronic Chagas Disease: Advances, Challenges and Perspectives. J. Eukaryot Microbiol. 62, 149–156. doi: 10.1111/jeu.12184

 Vilar-Pereira, G., Castaño Barrios, L., Silva, A. A. D., Martins Batista, A., Resende Pereira, I., Cruz Moreira, O., et al. (2021). Memory Impairment in Chronic Experimental Chagas Disease: Benznidazole Therapy Reversed Cognitive Deficit in Association With Reduction of Parasite Load and Oxidative Stress in the Nervous Tissue. PloS One 16, e0244710. doi: 10.1371/journal.pone.0244710

 Vilar-Pereira, G., Resende Pereira, I., De Souza Ruivo, L. A., Cruz Moreira, O., Da Silva, A. A., Britto, C., et al. (2016). Combination Chemotherapy With Suboptimal Doses of Benznidazole and Pentoxifylline Sustains Partial Reversion of Experimental Chagas’ Heart Disease. Antimicrob. Agents Chemother. 60, 4297–4309. doi: 10.1128/AAC.02123-15

 Viotti, R., Vigliano, C., Lococo, B., Bertocchi, G., Petti, M., Alvarez, M. G., et al. (2006). Long-Term Cardiac Outcomes of Treating Chronic Chagas Disease With Benznidazole Versus No Treatment: A Nonrandomized Trial. Ann. Intern. Med. 144, 724–734. doi: 10.7326/0003-4819-144-10-200605160-00006

 World Health Organization (2021) Chagas disease (American trypanosomiasis) [Online]. Available at: https://www.who.int/health-topics/chagas-disease.

 Wozniak, J. M., Silva, T. A., Thomas, D., Siqueira-Neto, J. L., Mckerrow, J. H., Gonzalez, D. J., et al. (2020). Molecular Dissection of Chagas Induced Cardiomyopathy Reveals Central Disease Associated and Druggable Signaling Pathways. PloS Negl. Trop. Dis. 14, e0007980. doi: 10.1371/journal.pntd.0007980

 Zingales, B. (2018). Trypanosoma Cruzi Genetic Diversity: Something New for Something Known About Chagas Disease Manifestations, Serodiagnosis and Drug Sensitivity. Acta Trop. 184, 38–52. doi: 10.1016/j.actatropica.2017.09.017



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

Copyright © 2021 Farani, Begum, Vilar-Pereira, Pereira, Almeida, Roy, Lannes-Vieira and Moreira. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.


OEBPS/Images/fcimb-11-692655-g001.jpg
A T cruziintection and 30-day treatment: |
¥

T oz Cotombian S | £CG Anahyss
100 bioad typomastigotes + Eutnanasia
(s mice/gro) Nonotectsd pavestcanoc
EcCamayss  Venicle gk

~ o

% | Bepix |
120 oo 150

Days postntection

iy Cill -
G AL L
AT W] L
o Ful Pl
AL A






OEBPS/Images/fcimb-11-692655-g003.jpg
) AN X gy

Prysacgalsystem Devsapmentans Functon

I o Tt oot

Moula nd ComarFunctons

—TRT T





OEBPS/Text/toc.xhtml

  
    Table of Contents


    
		Cover


      		
        Treatment With Suboptimal Dose of Benznidazole Mitigates Immune Response Molecular Pathways in Mice With Chronic Chagas Cardiomyopathy
      
        		
          Introduction
        


        		
          Materials and Methods
        
          		
            Ethical Statements
          


          		
            Experimental T. cruzi Infection and Drug Treatment
          


          		
            ECG Registers
          


          		
            Immunohistochemistry
          


          		
            DNA Extraction and T. cruzi Parasite Load Quantification by Quantitative Real-Time PCR
          


          		
            Total RNA Extraction
          


          		
            Immune Response mRNAs Expression Profiling by Quantitative Real-Time PCR
          


          		
            Network Pathway Analysis
          


          		
            Analysis of Individual Gene Expression by RT-qPCR
          


          		
            Statistical Analysis
          


        


        


        		
          Results
        
          		
            Chronic Model of CD Following Bz and/or PTX Treatment
          


          		
            Overview of Immune Array Results
          


          		
            Chronic CD Cardiomyopathy Induces a Dysregulated and Persistent Immune Response
          


          		
            Bz and PTX Combined Therapy Restores Expression of Relevant Immune Genes and Regulate Cell Survival Pathways
          


          		
            IFN-γ, CD3ε, IL-2, CSF2, and C3 Are Regulated Upon Etiological Therapy
          


        


        


        		
          Discussion
        


        		
          Data Availability Statement
        


        		
          Ethics Statement
        


        		
          Author Contributions
        


        		
          Funding
        


        		
          Acknowledgments
        


        		
          Supplementary Material
        


        		
          References
        


      


      


    


  


OEBPS/Images/fcimb-11-692655-g006.jpg
csF2

CDoe:

2

1Ny

e |3 i
e E . -
i n
' 1
& 3
weq.v
= aeitmores f.f L mpstmopes
2 8 § R nmf & 2 ¢ 3 3
5 Do W o G
. ,
§ ;
M \
§ & & 2 nf.sJ £ s - 3
s AT
i S 1y
ol :
! £ i
ol
oo
R8s N LA
(oo 2) 96UYD PIOJ -

g i





OEBPS/Images/crossmark.jpg
©

2

i

|





OEBPS/Images/fcimb-11-692655-g004.jpg





OEBPS/Images/logo.jpg
’ frontiers
in Cellular and Infection Microbiology





OEBPS/Images/fcimb-11-692655-g002.jpg





OEBPS/Images/fcimb-11-692655-g005.jpg





OEBPS/Images/fcimb.2021.692655_cover.jpg
’ frontiers

in Cellular and Infection Microbiology

Treatment With Suboptimal Dose
of Benznidazole Mitigates Immune
Response Molecular Pathways
in Mice With Chronic
Chagas Cardiomyopathy





OEBPS/Images/table1.jpg
Top Diseases and Functions

Cell-to-cell signaling and
interaction, hematological system
development and function,
lymphoid tissue structure and
development

Cell Death and Survival, Free
Radical Scavenging, Molecular
Transport

Cardiovascular disease,
organismal injury and
abnormalities, renal and urological
disease

Connective tissue disorders,
inflammatory disease, inflammatory
response

Cell signaling, cell-to-cell signaling
and interaction, hematological
system development and function

Score

24

19

12

12

10

Focus
molecules

12

10

Molecules in Network

Arginase, CD4, CD40, CD8, CD8A, Ctbp, Cyclooxygenase, CYP, IFN, IFN Beta, IFNG, IgE, IL-12 (family),
IL12B, IL2RA, immune complex, Interferon alpha, LIF, MHC Class | complex, MHC CLASS | (family), MHC
Class Il (complex), Mst/krs, NAD, NFKB2, NGF, NOS, Pias, Pro-inflammatory Cytokine, SOCS1, SOCS2,
STATS a/b, STAT6, TLR, TLR2/3/4/9, TNF (family)

26s Proteasome, ADRB, Alp, Ant, BAX, BCL2, BCL2L1, Calcineurin A, Calcineurin protein(s), calpain,
Caspase, CD40LG, CG, creatine kinase, CSF2, CXCL10, Cytochrome C, Cytochrome-c oxidase, DFF, FAS,
FasLg, Growth factor, Hdac, HISTONE, Hsp70, Hsp90, IL1, ITPR, LDL-cholesterol, NOS2, Notch, P38
MAPK, Rb, Vdac, VEGFA

ACE, Alpha Actinin, Alpha catenin, Alpha tubulin, CD34, Collagen, Collagen type | (complex), Collagen type Il,
Collagen type Ill, Collagen type IV, Collagen(s), collagenase, ECM, elastase, FGF, Fibrin, Granzyme, GZMB,
IL7, Integrin, Integrin alpha V beta 3, Kallikrein, Laminin (complex), MMP, PKG, PROTEASE, SELP, Serine
Protease, SKI, SMAD, TGF-B, TGF-B1, TH1 Cytokine, Thrombospondin, Trypsin

Ap1, Beta Arrestin, CCL5, CCR4, Chemokine, Chemokine receptor, Cyclin B, Cytokine, Focal adhesion
kinase, G protein, GPCR, IKBKB, IL10, IL2, MAPK, MTORC1, NFKB1, P110, p85 (pik3r), Pdgfr, PI3Ky, PTK,
Rac, RAS, Ras homolog, Receptor protein tyrosine kinase, RNA polymerase Il, Secretase gamma, SELE, Sfk,
She, SRC (family), STAT, TCR, VEGF

14-3-3, Alpha actin, C-C chemokine receptor, Calcineurin B, Caspase 3/7, CCL3, CD28, CD3, CD3-TCR,
CDBE, CXCL11, CXCR3, Gm-Csf Receptor, H/K/NRAS, HLA-DR, IFNG, IL-2R, IL-10R, IL-8r, Importin beta,
JNK, Lamin b, Lfa-1, NADPH oxidase, NFAT (family), NFATC3, Pdgf (complex), PI3K (family), PI3K p85, Plc
beta, Raf, Rap1, SAPK, SOS, TSH





