
1

Differences in fungal communities in the fur of two- and three- 
toed sloths revealed by ITS metabarcoding

Diego Rojas- Gätjens1, Judy Avey- Arroyo2, Priscila Chaverri3,4, Keilor Rojas- Jimenez3,* and Max Chavarría1,4,5,*

SHORT COMMUNICATION
Rojas- Gätjens et al., Microbiology 2023;169:001309

DOI 10.1099/mic.0.001309

Received 26 September 2022; Accepted 11 February 2023; Published 27 February 2023
Author affiliations: 1Centro Nacional de Innovaciones Biotecnológicas (CENIBiot), CeNAT- CONARE, 1174- 1200, San José, Costa Rica; 2The Sloth Sanctuary 
of Costa Rica, Limon, Costa Rica; 3Escuela de Biología, Universidad de Costa Rica, 11501- 2060, San José, Costa Rica; 4Centro de Investigaciones en 
Productos Naturales (CIPRONA), Universidad de Costa Rica, 11501- 2060, San José, Costa Rica; 5Escuela de Química, Universidad de Costa Rica, 11501- 
2060, San José, Costa Rica.
*Correspondence: Keilor Rojas- Jimenez,  KEILOR. ROJAS@ ucr. ac. cr; Max Chavarría,  max. chavarria@ ucr. ac. cr
Keywords: Ascomycota; Basidiomycota; Capnodiales; Cladosporium; Neodevriesia; sloths.
Abbreviations: ASVs, amplicon sequence variants; ITS, nuclear ribosomal internal transcribed spacer; NMDS, non- metric multidimensional scaling.
The datasets generated in the current study were deposited in the NCBI Sequence Read Archive under PRJNA876237.
One supplementary figure, one supplementary table and one supplementary file are available with the online version of this article.
001309 © 2023 The Authors

This is an open- access article distributed under the terms of the Creative Commons Attribution License.

Abstract

Sloths have dense fur on which insects, algae, bacteria and fungi coexist. Previous studies using cultivation- dependent methods 
and 18S rRNA sequencing revealed that the fungal communities in their furs comprise members of the phyla Ascomycota and 
Basidiomycota. In this note, we increase the resolution and knowledge of the mycobiome inhabiting the fur of the two- (Choloe-
pus hoffmanni) and three- toed (Bradypus variegatus) sloths. Targeted amplicon metagenomic analysis of ITS2 nrDNA sequences 
obtained from 10 individuals of each species inhabiting the same site revealed significant differences in the structure of their 
fungal communities and also in the alpha- diversity estimators. The results suggest a specialization by host species and that 
the host effect is stronger than that of sex, age and animal weight. Capnodiales were the dominant order in sloths’ fur and Cla-
dosporium and Neodevriesia were the most abundant genera in Bradypus and Choloepus, respectively. The fungal communities 
suggest that the green algae that inhabit the fur of sloths possibly live lichenized with Ascomycota fungal species. The data 
shown in this note offer a more detailed view of the fungal content in the fur of these extraordinary animals and could help 
explain other mutualistic relationships in this complex ecosystem.

Previous studies have shown that sloths’ fur is a complex ecosystem where insects, algae, fungi and bacteria coexist [1–4]. Some 
of these organisms have been reported to live in symbiotic relationships with the sloth (e.g. the green algae Trichophilus) [4]. 
However, most of the biological interactions of this ecosystem remain unknown. The study of micro- organisms in the fur of 
sloths has been of particular interest not only to understand the ecology of these animals, but also because they are a source of 
bioactive molecules.

Recently, our group elucidated the presence of antibiotic- producing bacteria in the fur of two- (Choloepus hoffmanni) and 
three- toed (Bradypus variegatus) sloths [2]. Higginbotham et al. [3] isolated 84 fungi from the fur of B. variegatus, which all 
belonged to the phylum Ascomycota, and the 2 most common genera were Pestalotiopsis and Trichoderma. Furthermore, these 
authors demonstrated that many of them secrete bioactive compounds. In addition, Suutari et al. [4] studied the diversity of 
the eukaryotic community present in the fur of six sloth species from Central and South America via the generation of clone 
libraries of the 18S rRNA. The authors focused on the study of green algal communities; however, their results also revealed 
that the fungal communities were governed by members of the Ascomycota and Basidiomycota.

Here, we have proposed to expand the picture of the mycobiota that inhabits the fur of sloths by sequencing the ITS2 region 
of the nuclear ribosomal DNA through metabarcoding in the species B. variegatus and C. hoffmanni (Fig. 1). This approach 
will allow us to have a higher resolution of the fungal communities that inhabit these animals.

A total of 20 samples of sloth hair were obtained from the Sloth Sanctuary (http://www.slothsanctuary.com) in Cahuita, 
Limon, as previously described [2]. Details of the characteristics of the sanctuary and the way in which the animals live 
there were previously described [2]. DNA extraction of sloth fur was also performed as described by Rojas- Gätjens et al. 
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[2]. Subsequently, amplicon libraries were created using the primer pair ITS3- 2024F ( GCATCGATGAAGAACGCAGC) 
and ITS4- 2409R ( TCCTCCGCTTATTGATATGC) [5]. Illumina- sequenced paired- end fastq files were deposited in the 
National Center for Biotechnology Information (NCBI) Sequence Read Archive (SRA) under PRJNA876237 and processed 
with DADA2 version 1.2.0. Details of the data processing and statistical analyses are provided in the (File S1, available in 
the online version of this article).

We obtained a total of 3164 fungal amplicon sequence variants (ASVs) (Table S1). Our results showed significant statistical 
differences (richness, P=0.02881; Shannon, P=0.03546; Simpson, P=0.01469) in the diversity of the fungal communities 
inhabiting the two sloth species. All diversity estimators indicate a higher fungal diversity in B. variegatus than in C. hoffmanni 
(see Fig. 2a). All ASVs detected in both sloth species belong to the phyla Ascomycota and Basidiomycota (Table S1). These 
results are consistent with what was reported by Higginbotham et al. [3], where all isolates obtained in Bradypus sloths 
belonged to the Ascomycota. It is also consistent with Suutari et al. [4], which identified the presence of Ascomycota and 
Basidiomycota in sloths using the 18S rRNA marker.

The non- metric multidimensional scaling (NMDS) and PERMANOVA analyses revealed differences in the structure of the 
fungal communities inhabiting the fur of both species of sloths (PERMANOVA, P=0.001) (Fig. 2b). These results suggest 
a possible level of specialization of the host’s mycobiota. Within the species B. variegatus, two differentiated clusters were 
observed. We performed additional statistical analyses to determine the weight of other variables in the observed differences. 
However, it seems that the host effect is the only variable that shows a significant difference (tested variables: sex, years in 
the sanctuary and animal weight when received) (Fig. S1).

Capnodiales was the most abundant order in both sloth species (Bradypus 20.6–60.3 %; Choloepus 33.7–91.5 %). Capnodiales is the 
second largest order in the class Dothideomycetes [6] and its members have been reported as plant pathogens [7, 8], on lichens [6], in 
hot springs [9], in marine environments [10] and on mammal skin [11, 12]. These fungi have been reported as being most abundant 
in the dog and rat skin mycobiota [11, 12]. Their presence has also been reported in other animals, such as snakes [13], salamanders 
[14] and parrots [15], often associated with skin lesions.

At the family level (Fig. 2c), Choloepus sloths were dominated by fungi of the Neodevriesiaceae (20.8–90.1 %). This family was 
also present in Bradypus but with lower abundance (7.1–46.8 %). Most of the Neodevriesiaceae ASVs found in the samples 
belonged to Neodevriesia (Fig. 2d), a genus segregated from Cladosporium [16]. This genus is commonly found in marine 
environments [16, 17], including causing fish lesions [18].

In contrast, Bradypus is dominated by members of the Cladosporiaceae (18.6–50.2 %) and Cordycipitaceae (13.2–66.9 %). These fami-
lies were not very abundant in Choloepus samples. Cladosporiaceae was mainly represented by the genus Cladosporium (Fig. 2d). 
Cladosporium has been reported to be a highly diverse genus found in most non- extreme habitats around the globe, including 
plants, animals and soils [19, 20]; nevertheless, they are particularly abundant in indoor environments. Some species are important 
in human health, particularly in allergic lung mycoses [21]. On the other hand, most members of the Cordypitaceae were classified 
in Lecanicillium. This genus is a known entomopathogen that infects a great diversity of arthropods, including aphids, whiteflies and 
Lepidoptera larvae [22, 23]. The presence of this micro- organism is probably associated with the high prevalence of arthropods in the 
sloths’ fur and could be involved in the decomposition of moths proposed by Pauli et al. [1]. These authors suggested that Ascomycota 
are responsible for mineralizing the moths to increase the inorganic nitrogen levels, which helps the algae grow. Later, these algae are 
consumed by sloths to enrich their limited diet and secondarily to collaborate with the animal’s camouflage.

Fig. 1. Sloths that inhabit in the Sloth Sanctuary of Costa Rica located in Cahuita, Costa Rica. (a) Bradypus variegatus and (b) Choloepus hoffmanni.
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In addition to what was previously proposed, we consider that there could also be a symbiotic relationship between the algae and some 
species in Ascomycota. Previous research has shown that taxa in the Ascomycota (e.g. members of the orders Helotiales, Capnodiales, 
Peltigerales and Verrucariales, among others) are commonly found in symbiotic relationships with algae forming lichens [24–28]. 
For example, Cladosporium associates with red algae (Porphyra yezoensis) [29] and marine brown algae (Actinotrichia fragilis) [30] to 
form lichens. Neodevriesia, one of the most abundant genera found in Choloepus, has also been reported to form lichens with marine 
algae [16].

The classic way this symbiotic relationship has been explained proposes that the fungus contributes to the protection of the algae against 
desiccation and radiation, while the algae produce nutrients photosynthetically for the fungus [31]. Therefore, it is reasonable to think 
that the fungal communities could have a more complex relationship with the green algae in addition to the previously assigned role 
as moth decomposer in sloth fur [1]. Our results suggest that the green algae that inhabit the fur of sloths possibly live lichenized with 
Ascomycota fungal species, an idea that has also been suggested by Kaup et al. [32].

Several questions arise from the results of our study, and one of them is whether the differences observed in the fungal community’s 
structure could explain the differences in the algal growth observed between sloth species (Bradypus tends to form more algal biomass) 
[1]. The data shown in this note help to shed light on the mycobiota inhabiting the fur of three- and two- toed sloths, revealing differ-
ences in their structure and offering a more detailed view of the fungal content in the fur of these extraordinary animals.
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Fig. 2. Mycobiome of the fur of three- and two- toed sloths. (a) Diversity measures of the hair samples from B. variegatus and C. hoffmanni. The diversity 
measures (Shannon, Simpson and observed richness) were calculated using phyloseq. (b) NMDS analysis of the fungal communities in the hair of both 
sloth species. (c) Taxonomic composition at the family level of fungal community inhabiting the hair of B. variegatus and C. hoffmanni. (d) Taxonomic 
composition of fungal community inhabiting the hair of B. variegatus and C. hoffmanni at the genus level across the 20 samples analysed (x- axis).
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