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Human groups that still maintain traditional modes of subsistence (hunter–gatherers and rural agriculturalists) represent human groups non-impacted by urban-industrialized lifestyles, and therefore their gut microbiome provides the basis for understanding the human microbiome evolution and its association with human health and disease. The Yanomami is the largest semi-nomadic hunter–gatherer group of the Americas, exploring different niches of the Amazon rainforest in Brazil and Venezuela. Here, based on shotgun metagenomic data, we characterized the gut microbiome of the Yanomami from Brazil and compared taxonomically and functionally with the Yanomami from Venezuela, with other traditional groups from the Amazon and an urban-industrialized group. Taxonomic biomarkers were identified to each South American traditional group studied, including each Yanomami group. Broader levels of functional categories poorly discriminated the traditional and urban-industrialized groups, but the stratification of these categories revealed clear segregation of these groups. The Yanomami/Brazil gut microbiome presented unique functional features, such as a higher abundance of gene families involved in regulation/cell signaling, motility/chemotaxis, and virulence, contrasting with the gut microbiomes from the Yanomami/Venezuela and the other groups. Our study revealed biomarkers, and taxonomic and functional features that distinguished the gut microbiome of Yanomami/Brazil and Yanomami/Venezuela individuals, despite their shared lifestyle, culture, and genetic background. These differences may be a reflection of the environmental and seasonal diversity of the niches they explore. Overall, their microbiome profiles are shared with South American and African traditional groups, probably due to their lifestyle. The unique features identified within the Yanomami highlight the bias imposed by underrepresented sampling, and factors such as variations over space and time (seasonality) that impact, mainly, the hunter–gatherers.
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INTRODUCTION

The transition from the traditional modes of subsistence (hunter–gatherers/rural agriculturalists) to the current western lifestyles that occurred with the advent of modern practices (urbanization and industrialization) brought wide differences in diet and environment; factors proposed to be determinants of the gut microbiome composition (Gupta et al., 2017). In fact, cross-population studies have demonstrated distinct taxonomic and functional profiles between the gut microbiome of hunter–gatherers/rural agriculturalists and urban-industrialized human groups. The main differences between the gut microbiome of these groups are that hunter–gatherers/rural agriculturalists individuals harbor a more diverse gut microbiome, with higher levels of fiber-degrading bacteria, and unique taxa that are depleted in the urban-industrialized populations (De Filippo et al., 2010, 2017; Yatsunenko et al., 2012; Schnorr et al., 2014; Clemente et al., 2015; Martínez et al., 2015; Obregon-Tito et al., 2015; Rampelli et al., 2015; Gomez et al., 2016; de la Cuesta-Zuluaga et al., 2018; Li et al., 2018; Rothschild et al., 2018). Studies focusing on the gut microbiome differences of traditional and urban-industrialized groups reveal under-explored scenarios that can expand the field of prebiotics and probiotics for modern disorders prevention and treatment, as well as biomarkers that can form the basis for health and prognostic disease tests (Schnorr et al., 2014; de la Cuesta-Zuluaga et al., 2018). Considering that human groups that live in a non-western lifestyle are in decline, the study of the remaining traditional groups constitutes an extraordinary opportunity to explore and unravel the human gut microbiome before modernization.

The Yanomami is the largest indigenous semi-isolated group in the Amazon to maintain traditional subsistence practices based on hunting, fishing, gathering, and swidden horticulture (Albert and Le Tourneau, 2007). They inhabit the Amazon region encompassing the Brazil and Venezuela border, living in villages located at sea level as well as on high mountains in a huge area in the Amazon (Pithan et al., 1991). Their diet is low in fat and salt, and high in fruits, fiber, and sylvatic animals. Common chronic diseases in modern societies, as atherosclerosis and obesity are virtually unknown among Yanomami (Mueller et al., 2018). In order to go deeper and enlarge the characterization of hunter–gatherers gut microbiome, we generated shotgun metagenomic data of semi-isolated Yanomami from Brazil, and performed comparative analyses with data from the remote Yanomami from Venezuela (Clemente et al., 2015), other traditional groups from the Amazon, the Matses, and the Tunapuco (Obregon-Tito et al., 2015), as well as an urban-industrialized group (Human Microbiome Project Consortium, 2012; Lloyd-Price et al., 2017; Figure 1). These traditional groups live and explore different niches of the Amazon Region, which includes the most extensive and preserved rainforest in the world (the Amazon Rainforest), vast areas of scrub-savannah, as well as the Andes highlands (Sioli, 1984; Verìssimo and Capobianco, 2001). This variable geomorphology, climate, and vegetation cover result in a diverse diet and environment for these traditional groups.
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FIGURE 1. (A) Geographic locations of the South American traditional groups. (B,C) Satellite image of a Yanomami village in the Brazilian Amazon. Source: Google Earth and Instituto Socioambiental (https://acervo.socioambiental.org/).



We hypothesized that the diversity in the ecological niches and diet would impact the gut microbiome composition and functionality, expressing the adaptation to evolutionary and environmental constraints of each site inhabited, despite being traditional groups and sharing the cultural and genetic background. Our results confirmed our hypothesis, demonstrating that even within Yanomami, there was a diversity of taxonomic biomarkers and unique functional features.

MATERIALS AND METHODS

Study Participants and Sample Collection

The protocol of this study was reviewed and approved by the Oswaldo Cruz Foundation’s Ethics Research Committee No. 638/11 and by the National Ethics the Committee in Research – CONEP No. 16907. Before participating in the study, a bilingual interpreter (a Yanomami native who spoke Portuguese) explained to the leaders and/or indigenous representatives, the purpose and importance of the study, the procedures to be carried out, and finally requested permission by fingerprint consent of each participant. Participants were requested to provide a morning fecal sample, and a labeled screw-capped plastic container was provided. A single stool sample was collected from each subject on the following day, and samples were stored in separate sterile feces containers. At the time of the collection, age and gender information of the individuals were also acquired. These details are summarized in Supplementary Table 1.

DNA Extraction, Library Preparation, and Sequencing

Total DNA was extracted from 15 stool samples with FastDNA® SPIN Kit (MP Biomedicals), following the manufacturer’s instructions. The DNA concentration was evaluated using Qubit® 2.0 Fluorometer (Life Technologies). Metagenomic libraries were constructed with TruSeq DNA Sample Preparation v2 Kit following the standard protocols. Purified libraries were sequenced on a HiSeq® 2500 sequencer (Oswaldo Cruz Foundation, high-throughput sequencing platform) in two batches, producing a total of ∼219 million reads, with an average of ∼14 million reads per sample.

Bioinformatics Processing

Raw reads were trimmed and filtered (phred quality < 20, length < 30) using Trimmomatic (Bolger et al., 2014). The remaining reads (∼206 million reads) were mapped to a human reference genome (Hg38) using Bowtie2 (Langmead and Salzberg, 2012). Non-host reads (∼198 million reads) were used in further analysis. Besides the metagenomes generated in this study, we also analyzed shotgun metagenomic data from previously published studies: two hunter–gatherer communities [Yanomami from Venezuela, n = 8 (Clemente et al., 2015); Matses, n = 24 (Obregon-Tito et al., 2015)], a rural agricultural community [Tunapuco, n = 12 (Obregon-Tito et al., 2015)], and urban populations [United States, n = 44 (Human Microbiome Project Consortium, 2012; Lloyd-Price et al., 2017)]. These datasets were sequenced on Illumina platforms, and bioinformatic processing was performed in parallel with the data generated in this study.

The taxonomic classification was performed by Kraken (Wood and Salzberg, 2014), using a database of whole genomes of bacteria and archaea from NCBI. Linear discriminant analysis (LDA) was performed using LEfSe (Segata et al., 2012) on genus-level relative abundance table to detect bacterial genera that characterize the differences between the groups. For LEfSe analysis, the Kruskal–Wallis test (alpha value of 0.05) and LDA score of >4.0 were used as thresholds. Functional classification was classified by SUPER-FOCUS (Silva et al., 2016) based on the genes families from the SEED database.

Statistical Analysis

For general data manipulation and statistical analysis, we employed the vegan (Oksanen et al., 2013) and phyloseq (McMurdie and Holmes, 2013) packages in R. Shannon index of alpha-diversity was estimated for each metagenome, with pairwise Wilcoxon test being used for statistical difference evaluation. Beta-diversity was determined using Bray–Curtis dissimilarity and permutational multivariate analysis of variance (PERMANOVA) was performed with 999 permutations to estimate a P-value for differences among traditional and westernized groups.

RESULTS

Lifestyle of the Human Group Studied

The Yanomami group is mainly hunter–gatherers, but in some communities, the women cultivate plantains and cassava, while men go hunting. Their diet consists on the variety of foods seasonally available in the rainforest, which includes all kinds of edible fare ranging from snakes, wild pigs, monkeys, deer, and jaguars to insects, larvae, fish, crabs, wild honey, roots, and palm fruits. They live in large communal huts constructed mainly of thatched palm leaves and wood, which are shared by the entire village. The drinking water is collected directly from unprotected wells and river streams (personal communication).

Intra- and Inter-Individual Diversity of the Gut Microbiomes

To unravel the gut microbiome diversity of Yanomami from Brazil individuals (Yanomami/Brazil, n = 15), we performed alpha- and beta-diversity analyses based on the bacterial genera profile identified by Kraken. Association between gut microbiome composition and gender was analyzed with principal coordinate analysis (PcoA) generated with Bray–Curtis distances. These comparisons did not reveal any statistically significant differences in the gut microbiome of female and male Yanomami/Brazil individuals (PERMANOVA, P > 0.5, Supplementary Figure 1). To compare the alpha- and beta-diversity of the Yanomami/Brazil with other groups, we also reanalyzed and compared gut microbiome data gathered from other South American traditional communities: the Yanomami from the Venezuelan Amazon (Yanomami/Venezuela, n = 8) (Clemente et al., 2015), the Matses from the Peruvian Amazon (n = 24) (Obregon-Tito et al., 2015), the Tunapuco from the Andean highlands (n = 12) (Obregon-Tito et al., 2015); and a representative group of urban individuals from the United States (n = 44) (Human Microbiome Project Consortium, 2012; Lloyd-Price et al., 2017).

There was no statistical difference between the Yanomami/Brazil and Yanomami/Venezuela regarding intra- and inter-diversity (alpha- and beta-diversity, respectively) of the gut microbiome. The Yanomami individuals showed the lowest bacterial alpha-diversity among the traditional groups, and all the traditional human groups presented higher bacterial diversity compared to the urban individuals (Figure 2A). Regarding the beta-diversity, the Yanomami individuals presented the highest interpersonal variation, and the urbans presented the lowest (Figure 2B). Clear segregation was observed among the semi-isolated and westernized individuals (PERMANOVA, P = 0.001) based on PcoA generated with Bray–Curtis distances. In addition, higher dispersion of Yanomami/Brazil and Yanomami/Venezuela samples was observed, stressing their higher interpersonal variation (Figure 2C).
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FIGURE 2. Alpha- and beta-diversity comparisons of the gut microbiomes of each group. Analyses were performed on genus-level taxa tables. ns, not significant; ∗∗P < 0.01, ****P < 0.0001 (Wilcoxon test). (A) Boxplot of the Shannon diversity of each group. (B) Bray–Curtis distances within each group. (C) Principal coordinate analysis of Bray–Curtis distances. The colors of the boxplots and dots represent the different groups analyzed according to the legend. Yano_BR, Yanomami/Brazil; Yano_VE, Yanomami/Venezuela; US, US individuals.



Microbiomes Taxonomic Characterization

In order to identify which bacterial and archaeal taxa differentiate the traditional groups from the urban group, the microbiomes were compared at both phylum and genus scales. Thirty-two bacterial phyla were identified, with 16 phyla having significant differences in the relative abundances among the groups (Kruskal–Wallis test: P < 0.0001). The relative abundance of the bacterial genera identified in each Yanomami/Brazil gut microbiome is shown in Supplementary Table 2. Considering the traditional and urban groups, a clear difference at phylum level was observed, with the former having higher biodiversity characterized by Firmicutes, Proteobacteria, Bacteroidetes, and Spirochaetes, and the urban group being mainly characterized by Bacteroidetes (Figure 3A).
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FIGURE 3. Bacterial and archaeal taxa differences among traditional and urban groups. (A) Barplot representing the relative abundance (percentage) of the most frequent phyla in the gut microbiomes. (B) Boxplots showing the Bacteroidetes and Firmicutes abundance (percentage) in each group. (C) Bar chart showing the LDA scores >4 of bacterial genera found to be significantly associated with each group. (D) Relative abundance of the most prevalent archaeas identified in the groups. Yano_BR, Yanomami/Brazil; Yano_VE, Yanomami/Venezuela; US, US individuals.



The Yanomami/Brazil as well as the other traditional individuals follow a trend in which they have higher Firmicutes and lower Bacteroidetes levels, while the opposite was observed in the urban individuals (Figure 3B). The Firmicutes in each traditional group was characterized by distinct genera, with no prevalent genus consistently observed in the groups. In fact, all traditional groups presented different genera from the Firmicutes phylum as biomarkers (Figure 3C). Genera from Bacteroidetes phylum were demonstrated to be the biomarkers of the urban group (Figure 3C).

Distinctly from the other groups, Proteobacteria was the most prevalent phylum among the Yanomami individuals, despite their geographic origin (Brazil and Venezuela). The most abundant genera of this phylum in the traditional groups were Escherichia and Klebsiella; however, there is a contrasting higher abundance of Escherichia and Ralstonia genera in the Yanomami/Brazil, and therefore, they were defined as Yanomami/Brazil biomarkers. On the other hand, Neisseria and Desulfovibrio were defined as Yanomami/Venezuela biomarkers, while Klebsiella was the biomarker of the Matses group. It is noteworthy that Cutibacterium from the Actinobacteria phylum and Akkermansia from the Verrucomicrobia phylum were also deemed as the biomarkers of the Yanomami/Brazil (Figure 3C). Besides that, the Yanomami/Brazil, similarly with the other semi-isolated, present Treponema and Brachyspira, two genera from the Spirochaetes that were not detected in the urban group.

Concerning Archaea, we observed that the most abundant genus in the traditional groups was Methanobrevibacter, comprising ∼70% of all archaea classified reads, while in the urban population, there was a high abundance of Methanoculleus and Methanothermobacter, all archaea methane-producers (Figure 3D).

Microbiomes Functional Characterization

For functional characterization, the metagenomic reads of all groups were assigned to gene families from the SEED database and were categorized for their functional roles in subsystems with three levels of resolution, in which level 1 represents the broader category. We observed segregation between the traditional and urban groups regarding the abundance of functions at level 3. Interestingly, among the traditional groups, the Matses and Yanomami/Brazil individuals exhibit clear segregation; however, the Yanomami/Brazil present a more disperse pattern, indicating a quite diverse functional characteristic concerning functions at level 3 (Figure 4A).


[image: image]

FIGURE 4. Functional metabolic characteristics of the traditional and urbanized microbiomes. (A) Principal coordinate analysis of Bray–Curtis distances based on functions at the level 3 subsystems. (B) Boxplots showing the abundance (percentage) of the level 1 main functions of each group. (C) Barplot representing and showing the mean relative abundance (percentage) of the main level 2 functions within carbohydrates metabolism in each group. (D) Boxplots showing the abundance (percentage) of level 3 functions, considering the traditional groups as one group, “T,” compared to the urban group, “U.” (E) Boxplots showing the abundance (percentage) of the level 1 functions that are enriched in the Yanomami/Brazil. Yano_BR, Yanomami/Brazil; Yano_VE, Yanomami/Venezuela; US, US individuals.



The most abundant metabolic functions present in the microbiome of all groups at level 1 were the metabolism of carbohydrates and proteins, and in addition, membrane transport was also a main function in the urban group, which was significantly reduced in the traditional groups (P < 2e−05, Wilcoxon rank-sum test, Figure 4B). At level 2, differences within the carbohydrate metabolic functions occur between the traditional and the urban groups, which the main functions in the traditional groups belonged to the central carbohydrate metabolism, while in the urbans, the major functions were the monosaccharides and di-/oligosaccharides metabolism (Figure 4C). There was no difference among the groups’ microbiome within the protein metabolism, in which the most abundant functions are those associated with biosynthesis and degradation of proteins (Supplementary Figure 2).

At level 3, comparing the group of traditionalists and urbans, it was possible to observe a significantly enrichment within the central carbohydrate metabolism functions: pyruvate metabolism and glycolysis/gluconeogenesis, in the former (P = 1.3e−13 and P = 0.0031, respectively, Wilcoxon rank-sum test, Figure 4D). In monosaccharides metabolism, there were also differences between the groups: D-galacturonate/D-glucuronate and xylose utilization were the most prevalent functions in the traditional groups, while mannose metabolism was the most prevalent in the urban group. Comparing their abundances, the urbans are enriched in the three functions (P = 8.1e−15, P = 3.6e−15, and P = 1e−15, respectively, Wilcoxon rank-sum test, Figure 4D). The di-/oligosaccharides metabolism of US individuals is mainly driven by gene families associated with lactose utilization, which were considerably reduced in the microbiome of the traditional groups (P < 2.2e−16, Wilcoxon rank-sum test, Figure 4D). We also observed differences in metabolic pathways related to cofactors, vitamins, prosthetic groups, and pigments among the groups, the major gene families found in the microbiome of the Yanomami/Brazil and Yanomami/Venezuela were associated with folate/pterines, in the Matses and Tunapuco was riboflavin, and in the US group was tetrapyrroles (Supplementary Figure 3).

Interestingly, at level 1, the microbiome of the Yanomami/Brazil was distinct from the other traditional groups due to its significantly higher abundance (P < 0.05, Wilcoxon rank-sum test) of gene families involved in regulation/cell signaling, motility/chemotaxis, and virulence (Figure 4E). The regulation/cell signaling functions in the Yanomami/Brazil are driven by the abundance of programmed cell death and toxin–antitoxin systems, while the motility/chemotaxis function is driven by the presence of genes involved in flagellar motility in prokaryotes. The most abundant virulence function at subsystems 3 in the Yanomami/Brazil is cobalt, zinc, and cadmium resistance.

DISCUSSION

The gut microbiome is a diverse ecosystem with multiple metabolic and immune functions associated with the host diet and lifestyle (Gupta et al., 2017; Zinöcker and Lindseth, 2018). Therefore, considering the current variety of diets and lifestyles in human society, there are drivers of the gut microbiome yet to be accessed and explored to understand how they affect this ecosystem. The study of human groups that still maintain traditional modes of subsistence (hunter–gatherers and rural agriculturalists) provides valuable information regarding the microbiome before the urbanization and industrialization impact in human diet and lifestyle.

Therefore, in the present study, we characterized taxonomically and functionally the gut microbiome of 15 semi-isolated Yanomami individuals from Brazil, and compared with other South American traditional groups (uncontacted Yanomami from Venezuela, the Matses, and the Tunapuco) as well as an urban-industrialized group (United States) (Human Microbiome Project Consortium, 2012; Clemente et al., 2015; Obregon-Tito et al., 2015; Lloyd-Price et al., 2017). In this way, our study enlarged the number of Yanomami individuals analyzed, as well as hunter–gatherer groups, and contributed to a better comprehension of aspects concerning their microbiome functionality. The traditional groups studied here explore different niches of the Amazon Region, and contrast with the US group, which lives in a densely populated urbanized and industrialized society with access to medical care and high hygiene standards.

Consistent with previous studies (De Filippo et al., 2010, 2017; Yatsunenko et al., 2012; Schnorr et al., 2014; Clemente et al., 2015; Martínez et al., 2015; Obregon-Tito et al., 2015; Rampelli et al., 2015; Gomez et al., 2016; Mancabelli et al., 2017; Li et al., 2018; Rothschild et al., 2018), our analysis point to a higher bacterial diversity in the traditional groups, with taxonomic and functional features that distinguish them from urban-industrialized individuals. Microbiomes with high diversity have been showed to have a positive association with health, as consequence of the presence of a higher global metabolic potential, providing the host with a wide range of health-relevant metabolites (Heinken and Thiele, 2015; Larsen and Claassen, 2018).

The overall taxonomic patterns observed in the gut microbiome of the traditional South American groups resemble the gut microbiome profiles of traditional groups from Western, Central and Eastern Africa, as the children from Burkina Faso (De Filippo et al., 2010, 2017), the Hadza from Tanzania (Schnorr et al., 2014), and the BaAka pygmies from Central African Republic (Gomez et al., 2016). These groups are also more diverse than the urbans, are enriched in Proteobacteria, and present Spirochaetes (Treponema and Brachyspira) that are depleted in industrialized populations (De Filippo et al., 2010, 2017; Yatsunenko et al., 2012; Schnorr et al., 2014; Martínez et al., 2015; Rampelli et al., 2015; Gomez et al., 2016; Mancabelli et al., 2017). These similarities occur despite the South Americans and the Africans belong to distinct ethnic groups, and live and explore quite different ecosystems, but they maintain a traditional mode of subsistence and do not have access to processed and refined food in their daily diet (Gupta et al., 2017). This indicates that population lifestyle is a major determinant of the gut microbiome composition and diversity, overruling genetic backgrounds and geographic origin. Notwithstanding the lifestyle associated taxonomic profile of the South American traditional groups, each group presented a specific set of biomarkers. Interestingly, some biomarkers converge in their functional profile, e.g., Roseburia, Anaerostipes, Eubacterium, Flavonifactor, biomarkers of the Yanomami/Brazil, Yanomami/Venezuela, Matses, and Tunapuco, respectively, are butyrate-producing bacteria. Butyrate is an anti-inflammatory short chain fatty acid (SCFA) that induces mucin synthesis, contributing to colon health and gut integrity (Burger-van Paassen et al., 2009; Rivière et al., 2016). In contrast, the urban-industrialized biomarkers produce SCFAs other than butyrate, such as propionate, acetate, and succinate, which, in high proportions, may increase gut permeability, leading to a further unhealthy status (Brown et al., 2011). The Yanomami/Brazil and Yanomami/Venezuela have also lactic acid bacteria as biomarkers: Enterococcus and Streptococcus. Lactic acid bacteria is the group most commonly used in probiotics and these bacteria supply many beneficial traits in the gut ecosystem (Pessione, 2012; Azad et al., 2018). Besides being a lactic acid bacteria, Enterococcus are also mucin degraders, as well as Akkermansia, another biomarker of the Yanomami/Brazil group, which has been associated with healthier metabolic status and better clinical outcomes (Png et al., 2010; Dao et al., 2016).

Broader levels of functional categories poorly discriminated traditional and urban-industrialized groups. Interestingly, the stratification of these categories clearly segregated those groups. At level 1, the most expressive difference observed between traditional and urban groups is the high abundance of gene families associated to membrane transport in the latter. High abundance of membrane transport functions has been shown in urban societies, as the Norman (Obregon-Tito et al., 2015), agricultural western-like communities, as the Bantu (Gomez et al., 2016), and has been associated with high fat diets (Hildebrandt et al., 2009). At level 3, differences were identified within monosaccharides metabolism, where the main functions in the traditionalists and urbans were xylose and mannose metabolism, respectively. One of the main functions of the human gut microbiome is to extract energy from complex proteins and complex carbohydrates the human host do not digest, as fibers and other plant-derived polysaccharides (Flint et al., 2012). Xylans and mannans, polysaccharides of xylose and mannose, are the two major classes of hemicelluloses that accumulate in plant secondary walls (Scheller and Ulvskov, 2010). Interestingly, recent studies with mouse models revealed that mannose increased the Bacteroidetes to Firmicutes ratio in the gut, a characteristic observed in urban-industrialized groups (Sharma et al., 2018). On the other hand, Treponema, a prevalent genus in traditional populations that consume polysaccharide-rich diets, is a key xylan-degrader (Flint et al., 2008). Another difference observed in the United States versus traditional groups was the lactose utilization, which is enriched in the former and depleted in the latter group. This difference may be related to the lack of intake of dairy in the traditional groups (Obregon-Tito et al., 2015). Within the traditional groups, there were differences at level 3 of biosynthesis of vitamins: both Yanomami groups presented an enrichment in folate biosynthesis while the Matses and Tunapuco presented an enrichment in riboflavin biosynthesis, as well as in the US group. Riboflavin is the most commonly synthesized vitamin in the gut (Magnúsdóttir et al., 2015) and has been associated with the immune response through the activation of T cells (Kjer-Nielsen et al., 2012). Folate is associated with high-fiber and low-fat diets (Chan et al., 2019), which agrees with Yanomami diet from the present study.

Interestingly, the microbiome of the Yanomami/Brazil is unique concerning the presence of higher levels of functions associated with virulence, driven by the cobalt, zinc, and cadmium resistance. Cobalt is commonly distributed in nature and has a biological role as a metal constituent of the vitamin B12; however, excessive exposure induces adverse health effects (Leyssens et al., 2017). Zinc is an essential nutrient and plays a role in gene expression, biomolecular activity, and structural DNA stabilization (Bruins et al., 2000). Cadmium is a non-essential element, representing an environmental hazard to human health when contaminates the food chain, causing cumulative toxic effects in diverse human organs (Hyder et al., 2013). Cadmium and zinc are present in mine discharges, which disperses into the air, water, and soils, contaminating areas nearby mines (Xue et al., 2017). However, in Yanomami/Brazil area, cadmium contamination may occur as a consequence of the continuous discharge of batteries anywhere by the Yanomami along decades. These findings corroborate that the lifestyle as well as the ecosystem are some of the driving forces in shaping the gut microbiome (Schnorr et al., 2014; Gomez et al., 2016; Gupta et al., 2017).

CONCLUSION

Exploring the gut microbiome of traditional groups is challenging, mainly due to the difficulty to access them. However, the study of these groups is essential, since they are living representatives of ancestral behaviors/dietary lost for a long time in the urban-industrialized groups. Here, it was revealed that even within very close and related traditional groups (as Yanomami/Brazil and Yanomami/Venezuela), there are biomarkers, and taxonomic and functional differences that distinguish and characterize their gut microbiome. This diversity may be a reflection of their nomadic behavior and the niches explored in the vast rainforest, despite their shared cultural and genetic background. Overall, the hunter–gatherers from South America and Africa present lifestyle associated microbiome, even though each of them harbors unique features. In order to better understand the microbiome aspects associated with health and disease, temporal and spatial studies considering larger number of samples from human groups with distinct lifestyles should be performed.

DATA AVAILABILITY

The datasets generated for this study can be found in the NCBI under the BioProject PRJNA527208.

ETHICS STATEMENT

The protocol of this study was reviewed and approved by the Oswaldo Cruz Foundation’s Ethics Research Committee No. 638/11 and by the National Ethics the Committee in Research – CONEP No. 16907.

AUTHOR CONTRIBUTIONS

JO-F collected the samples. LC processed the samples and analyzed the data. LC and AV interpreted the data and drafted the manuscript. All authors revised the manuscript, approved the final version to be published, and agreed to be accountable for the work.

FUNDING

This study was financed in part by the Coordenação de Aperfeiçoamento de Pessoal de Nível Superior (CAPES) – Finance Code 001, CNPQ, and PAEF (IOC-023-FIO-18-2-47).

ACKNOWLEDGMENTS

We are especially grateful to the Yanomami people and we also thank the health personnel of the Distrito Sanitário Especial Indígena Yanomami for overall support during field work. We are particularly thankful to Dr. Edson Delatorre for the discussion of the manuscript and help with a figure. This manuscript has been released as a Pre-Print at BioRxiv (Conteville et al., 2019).

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found online at: https://www.frontiersin.org/articles/10.3389/fmicb.2019.01743/full#supplementary-material

REFERENCES

Albert, B., and Le Tourneau, F. (2007). Ethnogeography and resource use among the yanomami. Curr. Anthropol. 48, 584–592. doi: 10.1086/519914

Azad, M. A. K., Sarker, M., Li, T., and Yin, J. (2018). Probiotic species in the modulation of gut microbiota: an overview. Biomed. Res. Int. 2018:9578630. doi: 10.1155/2018/9578630

Bolger, A. M., Lohse, M., and Usadel, B. (2014). Trimmomatic: a flexible trimmer for illumina sequence data. Bioinformatics 30, 2114–2120. doi: 10.1093/bioinformatics/btu170

Brown, C. T., Davis-Richardson, A. G., Giongo, A., Gano, K. A., Crabb, D. B., Mukherjee, N., et al. (2011). Gut microbiome metagenomics analysis suggests a functional model for the development of autoimmunity for type 1 diabetes. PLoS One 6:e25792. doi: 10.1371/journal.pone.0025792

Bruins, M. R., Kapil, S., and Oehme, F. W. (2000). microbial resistance to metals in the environment. Ecotoxicol. Environ. Saf. 45, 198–207. doi: 10.1006/eesa.1999.1860

Burger-van Paassen, N., Vincent, A., Puiman, P. J., van der Sluis, M., Bouma, J., Boehm, G., et al. (2009). The regulation of intestinal mucin MUC2 expression by short-chain fatty acids: implications for epithelial protection. Biochem. J. 420, 211–219. doi: 10.1042/BJ20082222

Chan, Y.-M., Aufreiter, S., O’Keefe, S. J., and O’Connor, D. L. (2019). Switching to a fibre-rich and low-fat diet increases colonic folate contents among African Americans. Appl. Physiol. Nutr. Metab. 44, 127–132. doi: 10.1139/apnm-2018-0181

Clemente, J. C., Pehrsson, E. C., Blaser, M. J., Sandhu, K., Gao, Z., Wang, B., et al. (2015). The microbiome of uncontacted Amerindians. Sci. Adv. 1:e1500183. doi: 10.1126/sciadv.1500183

Conteville, L. C., Oliveira-Ferreira, J., and Vicente, A. C. P. (2019). Gut microbiome functional and taxonomic diversity within an Amazonian semi-nomadic hunter-gatherer group. bioRxiv 590034. doi: 10.1101/590034

Dao, M. C., Everard, A., Aron-Wisnewsky, J., Sokolovska, N., Prifti, E., Verger, E. O., et al. (2016). Akkermansia muciniphila and improved metabolic health during a dietary intervention in obesity: relationship with gut microbiome richness and ecology. Gut 65, 426–436. doi: 10.1136/gutjnl-2014-308778

De Filippo, C., Cavalieri, D., Di Paola, M., Ramazzotti, M., Poullet, J. B., Massart, S., et al. (2010). Impact of diet in shaping gut microbiota revealed by a comparative study in children from Europe and rural Africa. Proc. Natl. Acad. Sci. U.S.A. 107, 14691–14696. doi: 10.1073/pnas.1005963107

De Filippo, C., Di Paola, M., Ramazzotti, M., Albanese, D., Pieraccini, G., Banci, E., et al. (2017). Diet, environments, and Gut microbiota. a preliminary investigation in children living in rural and urban Burkina Faso and Italy. Front. Microbiol. 8:1979. doi: 10.3389/fmicb.2017.01979

de la Cuesta-Zuluaga, J., Corrales-Agudelo, V., Velásquez-Mejía, E. P., Carmona, J. A., Abad, J. M., and Escobar, J. S. (2018). Gut microbiota is associated with obesity and cardiometabolic disease in a population in the midst of Westernization. Sci. Rep. 8:11356. doi: 10.1038/s41598-018-29687-x

Flint, H. J., Bayer, E. A., Rincon, M. T., Lamed, R., and White, B. A. (2008). Polysaccharide utilization by gut bacteria: potential for new insights from genomic analysis. Nat. Rev. Microbiol. 6, 121–131. doi: 10.1038/nrmicro1817

Flint, H. J., Scott, K. P., Duncan, S. H., Louis, P., and Forano, E. (2012). Microbial degradation of complex carbohydrates in the gut. Gut Microbes 3, 289–306. doi: 10.4161/gmic.19897

Gomez, A., Petrzelkova, K. J., Burns, M. B., Yeoman, C. J., Amato, K. R., Vlckova, K., et al. (2016). Gut Microbiome of coexisting BaAka pygmies and bantu reflects gradients of traditional subsistence patterns. Cell Rep. 14, 2142–2153. doi: 10.1016/J.CELREP.2016.02.013

Gupta, V. K., Paul, S., and Dutta, C. (2017). Geography, ethnicity or subsistence-specific variations in human microbiome composition and diversity. Front. Microbiol. 8:1162. doi: 10.3389/fmicb.2017.01162

Heinken, A., and Thiele, I. (2015). Systematic prediction of health-relevant human-microbial co-metabolism through a computational framework. Gut Microbes 6, 120–130. doi: 10.1080/19490976.2015.1023494

Hildebrandt, M. A., Hoffmann, C., Sherrill-Mix, S. A., Keilbaugh, S. A., Hamady, M., Chen, Y. Y., et al. (2009). High-fat diet determines the composition of the murine gut microbiome independently of obesity. Gastroenterology 137, 1716–24.e1-2. doi: 10.1053/j.gastro.2009.08.042

Human Microbiome Project Consortium. (2012). Structure, function and diversity of the healthy human microbiome. Nature 486, 207–214. doi: 10.1038/nature11234

Hyder, O., Chung, M., Cosgrove, D., Herman, J. M., Li, Z., Firoozmand, A., et al. (2013). Cadmium exposure and liver disease among US adults. J. Gastrointest. Surg. 17, 1265–1273. doi: 10.1007/s11605-013-2210-9

Kjer-Nielsen, L., Patel, O., Corbett, A. J., Le Nours, J., Meehan, B., Liu, L., et al. (2012). MR1 presents microbial vitamin B metabolites to MAIT cells. Nature 491, 717–723. doi: 10.1038/nature11605

Langmead, B., and Salzberg, S. L. (2012). Fast gapped-read alignment with bowtie 2. Nat. Methods 9, 357–359. doi: 10.1038/nmeth.1923

Larsen, O. F. A., and Claassen, E. (2018). The mechanistic link between health and gut microbiota diversity. Sci. Rep. 8:2183. doi: 10.1038/s41598-018-20141-6

Leyssens, L., Vinck, B., Van Der Straeten, C., Wuyts, F., and Maes, L. (2017). Cobalt toxicity in humans—a review of the potential sources and systemic health effects. Toxicology 387, 43–56. doi: 10.1016/j.tox.2017.05.015

Li, H., Li, T., Li, X., Wang, G., Lin, Q., and Qu, J. (2018). Gut microbiota in tibetan herdsmen reflects the degree of urbanization. Front. Microbiol. 9:1745. doi: 10.3389/fmicb.2018.01745

Lloyd-Price, J., Mahurkar, A., Rahnavard, G., Crabtree, J., Orvis, J., Hall, A. B., et al. (2017). Strains, functions and dynamics in the expanded human microbiome project. Nature 550, 61–66. doi: 10.1038/nature23889

Magnúsdóttir, S., Ravcheev, D., de Crécy-Lagard, V., and Thiele, I. (2015). Systematic genome assessment of B-vitamin biosynthesis suggests co-operation among gut microbes. Front. Genet. 6:148. doi: 10.3389/fgene.2015.00148

Mancabelli, L., Milani, C., Lugli, G. A., Turroni, F., Ferrario, C., van Sinderen, D., et al. (2017). Meta-analysis of the human gut microbiome from urbanized and pre-agricultural populations. Environ. Microbiol. 19, 1379–1390. doi: 10.1111/1462-2920.13692

Martínez, I., Stegen, J. C., Maldonado-Gómez, M. X., Eren, A. M., Siba, P. M., Greenhill, A. R., et al. (2015). The gut microbiota of rural papua new guineans: composition, diversity patterns, and ecological processes. Cell Rep. 11, 527–538. doi: 10.1016/J.CELREP.2015.03.049

McMurdie, P. J., and Holmes, S. (2013). phyloseq: an R package for reproducible interactive analysis and graphics of microbiome census data. PLoS One 8:e61217. doi: 10.1371/journal.pone.0061217

Mueller, N. T., Noya-Alarcon, O., Contreras, M., Appel, L. J., and Dominguez-Bello, M. G. (2018). Association of age with blood pressure across the lifespan in isolated yanomami and yekwana villages. JAMA Cardiol. 3, 1247–1249. doi: 10.1001/jamacardio.2018.3676

Obregon-Tito, A. J., Tito, R. Y., Metcalf, J., Sankaranarayanan, K., Clemente, J. C., Ursell, L. K., et al. (2015). Subsistence strategies in traditional societies distinguish gut microbiomes. Nat. Commun. 6:6505. doi: 10.1038/ncomms7505

Oksanen, J., Blanchet, F. G., Kindt, R., Legendre, P., Minchin, P. R., O’Hara, R. B., et al. (2013). vegan: Community Ecology Package. R Package Version 2.0-10.

Pessione, E. (2012). Lactic acid bacteria contribution to gut microbiota complexity: light and shadows. Front. Cell. Infect. Microbiol. 2:86. doi: 10.3389/FCIMB.2012.00086

Pithan, O. A., Confalonieri, U. E. C., and Morgado, A. F. (1991). A situação de saúde dos índios yanomámi: diagnóstico a partir da casa do índio de boa vista, roraima, 1987 - 1989. Cad. Saude Publica 7, 563–580. doi: 10.1590/S0102-311X1991000400007

Png, C. W., Lindén, S. K., Gilshenan, K. S., Zoetendal, E. G., McSweeney, C. S., Sly, L. I., et al. (2010). Mucolytic bacteria with increased prevalence in IBD mucosa augment in vitro utilization of mucin by other bacteria. Am. J. Gastroenterol. 105, 2420–2428. doi: 10.1038/ajg.2010.281

Rampelli, S., Schnorr, S. L., Consolandi, C., Turroni, S., Severgnini, M., Peano, C., et al. (2015). Metagenome Sequencing of the hadza hunter-gatherer gut microbiota. Curr. Biol. 25, 1682–1693. doi: 10.1016/j.cub.2015.04.055

Rivière, A., Selak, M., Lantin, D., Leroy, F., and De Vuyst, L. (2016). Bifidobacteria and butyrate-producing colon bacteria: importance and strategies for their stimulation in the human gut. Front. Microbiol. 7:979. doi: 10.3389/fmicb.2016.00979

Rothschild, D., Weissbrod, O., Barkan, E., Kurilshikov, A., Korem, T., Zeevi, D., et al. (2018). Environment dominates over host genetics in shaping human gut microbiota. Nature 555, 210–215. doi: 10.1038/nature25973

Scheller, H. V., and Ulvskov, P. (2010). Hemicelluloses. Annu. Rev. Plant Biol. 61, 263–289. doi: 10.1146/annurev-arplant-042809-112315

Schnorr, S. L., Candela, M., Rampelli, S., Centanni, M., Consolandi, C., Basaglia, G., et al. (2014). Gut microbiome of the hadza hunter-gatherers. Nat. Commun. 5:3654. doi: 10.1038/ncomms4654

Segata, N., Waldron, L., Ballarini, A., Narasimhan, V., Jousson, O., and Huttenhower, C. (2012). Metagenomic microbial community profiling using unique clade-specific marker genes. Nat. Methods 9, 811–814. doi: 10.1038/nmeth.2066

Sharma, V., Smolin, J., Nayak, J., Ayala, J. E., Scott, D. A., Peterson, S. N., et al. (2018). Mannose alters gut microbiome, prevents diet-induced obesity, and improves host metabolism. Cell Rep. 24, 3087–3098. doi: 10.1016/j.celrep.2018.08.064

Silva, G. G. Z., Green, K. T., Dutilh, B. E., and Edwards, R. A. (2016). SUPER-FOCUS: a tool for agile functional analysis of shotgun metagenomic data. Bioinformatics 32, 354–361. doi: 10.1093/bioinformatics/btv584

Sioli, H. (1984). The Amazon and its Main Affluents: Hydrography, Morphology of the River Courses, and River Types. Dordrecht: Springer, 127–165.

Verìssimo, A., and Capobianco, J. P. R. (2001). Biodiversidade na Amazo^nia Brasileira: Avaliaçãoe Acçoães Prioritárias Para a Conservacção, Uso Sustentável e Repartição de Benefiìcios. Instituto Socioambiental. Available at: https://books.google.com.br/books/about/Biodiversidade_na_amazonia_brasileira.html?id=VrhcAAAAMAAJ&redir_esc=y [accessed April 2, 2019].

Wood, D. E., and Salzberg, S. L. (2014). Kraken: ultrafast metagenomic sequence classification using exact alignments. Genome Biol. 15, R46. doi: 10.1186/gb-2014-15-3-r46

Xue, S., Shi, L., Wu, C., Wu, H., Qin, Y., Pan, W., et al. (2017). Cadmium, lead, and arsenic contamination in paddy soils of a mining area and their exposure effects on human HEPG2 and keratinocyte cell-lines. Environ. Res. 156, 23–30. doi: 10.1016/j.envres.2017.03.014

Yatsunenko, T., Rey, F. E., Manary, M. J., Trehan, I., Dominguez-Bello, M. G., Contreras, M., et al. (2012). Human gut microbiome viewed across age and geography. Nature 486, 222–227. doi: 10.1038/nature11053

Zinöcker, M. K., and Lindseth, I. A. (2018). The western diet-microbiome-host interaction and its role in metabolic disease. Nutrients 10:E365. doi: 10.3390/nu10030365

Conflict of Interest Statement: 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 © 2019 Conteville, Oliveira-Ferreira and Vicente. 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.

OPS/images/cross.jpg
3,

i





OPS/images/cover.jpg
, frontiers
in Microbiology

Gut Microbiome Biomarkers and
Functional Diversity Within an
Amazonian Semi-Nomadic
Hunter-Gatherer Group









OPS/images/logo.jpg
, frontiers
in Microbiology





OPS/images/fmicb-10-01743-g003.jpg
Relative Abundance (%)

Relative Abundance (%)

Relative Abundance (%)

Tunapuco us
H"'"‘ TFHTITH
75 1 Phylum
H HIH I Actinobacteria
i HIH Bacteroidetes
50 i Firmicutes
i Proteobacteria
I H Spirochaetes
25 I 1 H H Verrucomicrobia
! 11 HH | H
u s - ig=4
ol R e T LA
c Ralstonia { [I—
100 4 Cutibacterium - I
E3Bacteroidetes Enterococcus 4  I— Yano BR
- Roseburia { -
E3Firmicutes Escherichia 4{ IE—
Akkermansia 4 I
Neisseria
75 1 Desulfovibrio 4
Odoribacter Yano_VE
Streptococcus A
Anaerostipes
50 Lachnoclostridium A
T Treponema A
Klebsiella - Matses
Eubacterium
Bifidobacterium 4  I—
25 4 Prevotella {1 I
Megasphaera 4 I Tunapuco
Intestinimonas 4 I
Flavonifractor 1  I—
Parabacteroides 4 I—
] Alistipes | I us
04 Bacteroides | I —
T T T T T
© o %) 0 2 4 6
O?Q- 07\@ 'b‘eo @Q\)o 2
& & N S LDAScore
Methanobrevibacter Methanoculleus Methanothermobacter
751
50
Matses
Tunapuco
us
25






OPS/images/fmicb-10-01743-g004.jpg
A o1 B
(J Carbohydrates Protein Membrane
a @® Metabolism Metabolism Transport
L4 °® ®q ®
° L ° At
— 0.0- ® & ® [
X @ _ 201
~ ® S
a 3
L (%)
o ' g 15 = == =
4 514 ® Yano_BR T =]
< ° e L4 @ Yano_VE é 10 - *
® PY ® Matses g
) PP ) ® Tunapuco 2 5. -
0.2 . eus & == =
e ==
¥ ¥ ' b v T T T T T
0.2 0.1 0.0 0.1 0.2 & © & &\,é’ )
Axis.1 [45.3%)] o7/ o7/ o
[ ] & & X S
Cc Yano_BR Yano_VE  Matses  Tunapuco D
100 Pyruvate Glycolysis/ D-Galacturonate/
- - - - Gluconeogenesis D-Glucuronate
15
74 5.4 1.0
75 gos —_— +
[
E 0.0
§ Xylose Mannose Lactose
<
[
=
B 15
[3)
o + + —
0.0
T V] T U T U
25 E Regulation/ Motility/ Virulence
Cell Signalling Chemotaxis
g 2.0 2.0 81
8
< 1.54 4
S 15- 6
c
é 1.0 4 .
0 |
2 10 -**+ 0.5 **‘* **"’
. . K]
- Central Carbohydrate . Polysaccharides - Aminosugars e 0.04 . 24
- Monosaccharides Fermentation . Others Q~ AQ’ (’Q o 09 Q~ jo zeQ&o 09 Q~ \\Q, °°)Qo°° 0@
. . 0/0/0 0/0/'0 o/ RIS
- Diloligosaccharides One-carbon S \“ & S \“ & S \\“ &






OPS/images/fmicb-10-01743-g001.jpg
EC

CcO

Yanomami territory
‘Yanomami/Brazil
‘Yanomami/Venezuela
® Matses
® Tunapuco






OPS/images/fmicb-10-01743-g002.jpg
o
L. D
o
® @ w 8
o> e 2
‘ o o m ©
8850
o9 > > = F D -
. N
e ® [ X N N N J o
3
[
©
=
® LS
® © v
o °® g
o © @
®
. -
@ Q. P = ® “ <
®
A‘ o\o‘o ° o
®
T T T T
N o o~ <
o o S S
3) [%z°TT] Z'sixv
#
o Ausianip sunD-Aeig
|.| lrwJo
%,
|.| 2
w L -ee,v ¥
i %
2 %
®
%
© < o~ o %

Ausl1anip uouueys





