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Abstract
Plants of the genus Hevea present a great diversity of endophytic fungal species, which can provide bioactive compounds and 
enzymes for biotechnological use, and antagonist agents for plant disease biological control. The diversity of endophytic fungi 
associated with leaves of Hevea spp. clones in western Amazonia was explored using cultivation-based techniques, combined 
with the sequencing of the ITS rRNA-region. A total of 269 isolates were obtained, and phylogenetic analysis showed that 
they belong to 47 putative species, of which 24 species were unambiguous. The phylum Ascomycota was the most abundant 
(95.4%), with predominance of the genera Colletotrichum and Diaporthe, followed by the phylum Basidiomycota (4.6%), 
with abundance of the genera Trametes and Phanerochaete. Endophytic composition was influenced by the clones, with 
few species shared among them, and the greatest diversity was found in clone C44 (richness: 26, Shannon: 14,15, Simpson: 
9.11). The potential for biocontrol and enzymatic production of endophytes has been investigated. In dual culture tests, 95% 
of the isolates showed inhibitory activity against C. gloeosporioides, and 84% against C. cassiicola. Efficient inhibition was 
obtained with isolates HEV158C and HEV255M (Cophinforma atrovirens and Polyporales sp. 2) for C. gloeosporioides, 
and HEV1A and HEV8B (Phanerochaete sp. 3 and Diaporthe sp. 4) for C. cassiicola. The endophytic isolates were positive 
for lipase (69.6%), amylase (67.6%), cellulase (33.3%), and protease (20.6%). The enzyme index ≥ 2 was found for amylase 
and lipase. The isolates obtained from rubber trees showed good antimicrobial and enzymatic potential, which can be tested 
in the future for use in the industry, and in the control of plant pathogens.
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Introduction

The rubber tree (Hevea brasiliensis), a species native to the 
Amazon region, is the main source of natural rubber in the 
world, used as a raw material for various products, especially 
for the manufacture of tires in the automobile industry [1, 
2]. During the 1840s, Brazil dominated the world market 
for natural rubber, exploiting native rubber trees distributed 
along the Amazon River basin [3]. To meet the high demand 
in the international market, crops began to be exploited in 

monoculture, a model successfully implemented in South-
east Asian countries; however, this model eventually failed 
in the Amazon because of the endemic occurrence of fungus 
Pseudocercospora ulei [4], a causal agent of South Ameri-
can leaf blight (SALB), which is the main biological barrier 
for rubber cultivation in the Amazon biome [5, 6].

The main rubber plantation areas are currently situated in 
Southeast Asian countries, where P. ulei is absent, and they 
are responsible for supplying the world market of natural 
rubber [7]. In Brazil, some strategies have been adopted for 
the production of rubber: planting of rubber trees outside the 
common geographic range of P. ulei, crossbreeding between 
Hevea species, and crown grafting of resistant genotypes in 
order to obtain clones that are productive and highly resist-
ant to SALB [3–8]. In Brazilian State of Amazonas, ongoing 
grafting and hybridization experiments with H. brasiliensis, 
H. guianensis, H. pauciflora, H. nitida, and other species of 
Hevea aim to obtain interspecific hybrids with high latex 
yield and resistance to SALB that can be planted directly 
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or grafted onto highly adapted panels [9, 10]. The selection 
of superior clones and cultivars with higher levels of resist-
ance to diseases and increased productivity can also impact 
the recruitment of beneficial microbial species that inhabit 
the internal tissues of plants, such as endophytic fungi [11].

Endophytic fungi colonize the internal tissues of plants, at 
some point in their life cycle, without causing apparent dam-
age [12, 13]. Plant hosts and endophytic fungi establish eco-
logical relationships that vary from mild parasitism, to com-
mensalism, and to mutualism, in which the fungi provide 
protection against pathogens and herbivores and resistance 
against deleterious abiotic factors, and the plant provides 
shelter and nutrients [14]. In recent years, several studies 
conducted in Peru and Brazil have explored the great diver-
sity of endophytic fungi of Hevea spp., comparing among 
different plant organs, collection sites, and native forests and 
commercial plantations [15–17]. A novel class of ascomy-
cetes, the Xylonomycetes was described with endophytes 
of Hevea spp. in Peru [18], the novel species Trichoderma 
amazonicum was isolated from H. guianensis and H. bra-
siliensis in the Amazon [19] and three novel phylogenetic 
lineages of Tolypocladium were isolated from Hevea spp. in 
Brazil, Peru, and Mexico [20]. The endophytes of the rub-
ber tree also represent a rich source of new molecules with 
biotechnological potential [21, 22].

Endophytic fungi synthesize a large enzymatic arsenal 
that enable them to colonize and survive in host tissues, 
including many hydrolytic enzymes such as amylases, cel-
lulases, lipases, and proteases [21]. Extracellular hydrolytic 
enzymes are used in chemical processes in the textile indus-
try, agriculture, environmental remediation, biomedicine, 
and energy sectors. These enzymes also play an important 
role in the mechanisms employed by biocontrol agents 
against plant pathogens [23]. Selected endophytic fungi used 
as biocontrol agents are capable of reducing the growth of 
plant pathogens in vitro and the incidence/severity of the 
diseases in the field, generally through a combination of 
mechanisms such as antibiosis — including the production 
of enzymes, competition for space and nutrients, hyperpara-
sitism, and induction of the plant defense responses [24]. 
The use of these fungi in biological control can be a viable 
alternative reducing the dependence of modern agricultural 
systems on fungicides for disease control, since these can 
cause environmental pollution, and affect human and animal 
health [25].

The main objective of this study was to investigate the 
diversity foliar fungal endophytes of several clones of rubber 
trees currently tested for resistance against SALB, obtained 
by interspecific hybridization of Hevea spp. followed by 
grafting on H. brasiliensis. The main hypothesis guiding this 
study is that the plant genotype directly affects the composi-
tion of endophytic fungal communities. We also evaluated 
the production of extracellular hydrolytic enzymes by the 

isolated endophytes and their antagonistic effects against 
two important plant pathogens, Corynespora cassiicola and 
Colletotrichum gloeosporioides.

Materials and methods

Sampling, isolation, and preservation of fungi

The collections were carried out in a plantation of rub-
ber tree clones located at Embrapa Amazônia Ocidental 
(02°53′49.1′′S–59°59′07.3′′W), Rodovia AM-010, Km 29, 
Manaus, AM, Brazil. Three adult individuals were randomly 
selected from each of the following crown clones: C06 (H. 
pauciflora CNS G 124 × H. rigidifolia CNS NA 8105), C44 
(H. pauciflora CNS AM 7745 × H. rigidifolia CNS AM 
8105), and C45 (H. guianensis var. marginata Hgm 16 × H. 
pauciflora Baldwin CBA 1); all clones grafted on a CNS 
AM 7905 panel of H. brasiliensis [10]. Twenty healthy 
leaflets were collected from each plant. The samples were 
washed in water, and five fragments of 1  cm2 were removed 
from each leaflet. These were subjected to superficial dis-
infection in 70% ethanol solution for 30 s, 1.5% sodium 
hypochlorite (2.5% active chlorine) for 2 min, followed by 
three washes in sterile distilled water. The margins of the 
disinfected leaf fragments were removed, and five fragments 
were deposited equidistantly on Petri dishes (90 mm) con-
taining agar-water (17 g of agar; 1 L of distilled water). The 
disinfestation procedure was checked by plating an aliquot 
of 100 µL of the water used in the last washing of the disin-
festation process on agar-water. The plates were kept in an 
incubator for 1 week at 27 °C, and hyphae growing from the 
leaf fragments were transferred to Petri dishes containing 
PDA (Kasvi, São J. Pinhais, PR, BR) supplemented with the 
antibiotic chloramphenicol (0.2 g/L−1) and kept at room tem-
perature (± 26 °C) under constant lighting to induce spore 
production. Monosporic cultures of 269 endophytic isolates 
were obtained according to the methodology described by 
Choy et al. [26] and preserved in slant agar tubes containing 
PDA covered with sterile water (Castellani method [27]) at 
room temperature (± 26 °C).

Extraction of genomic DNA

Total genomic DNA was extracted from monosporic cultures 
after 10 days of cultivation on PDA following the phenol 
chloroform protocol [28]. The concentration and quality of 
the extract DNA were determined using the 260 nm/280 nm 
absorbance ratio in a Nanodrop® 2000c spectrophotometer 
(Thermo Fisher Scientific), and the intensity of bands on a 
0.8% agarose gel () using the lambda phage weight marker 
(10 ng) as a reference. The final DNA concentration was 
adjusted to 100 ng/µl−1, and samples were stored at 4 °C.
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PCR and Sanger sequencing

The internal transcribed spacer of the ribosomal RNA gene 
region (ITS), which is the universal barcode for molecular 
identification of fungi was selected for amplification [29]. 
PCR amplifications were performed in final volumes of 
12 µL, containing 1 µL of DNA, 2.4 µL of colorless Go 
Taqbuffer® Flexi(5X), 0.8 µL of  MgCl2 (25 mM), 0.5 µL of 
dNTPs (10 mM), 0.5 µL of each primer (10 µM), (ITS1F-
5′TCC GTA GGT GAA CCT GCG G3′/ITS4R-5′TCC GTA 
GGT GAA CCT GCG G3′) [30], 0.12 µL of the GoTaq® 
DNA polymerase (Promega, Madison, WI, USA) and 6.18 
µL of ultrapure water. The PCR reactions were performed 
in a ProFlex TM thermocycler (Applied Biosystems, Foster 
City, CA, USA), following the amplification protocol used 
by Gazis and Chaverri (2010) [15]. The generated ampli-
cons were checked on an 1% agarose gel stained with Gel 
Red™ (Biotium, Fremont, CA, USA), using a 100 base pair 
molecular weight marker (Synapse Biotechnology, EN, NG).

The PCR products were purified with polyethylene gly-
col (PEG 20%) following the protocol described by Dunn 
and Blattner (1987) [31], and the sequencing reaction was 
performed using the BigDye® Terminator v3.1 Cycle 
Sequencing kit (Thermo Fisher Scientific, Waltham, MA, 
USA) following the manufacturer’s instructions. The read-
ing of the products obtained in the sequencing reactions 
was performed on the ABI 3500 genetic analyzer automatic 
sequencer (Applied Biosystems, Foster City, CA, USA), 
according to the manufacturer’s guidelines.

Phylogenetic analysis

The electropherograms were analyzed with SeqAssem® 
[32]. The consensus sequences ranged from 400 to 600 base 
pairs (bp). The sequences were compared against reference 
ITS sequences deposited in the Genbank in NCBI (National 
Center for Biotechnological Information) using BLAST 
(Basic Local Alignment Search Tool) and UNITE (Unified 
system for the DNA based fungal species) [35]. Multiple 
sequence alignments were composed with ITS sequences 
of the endophytic fungi of the rubber trees and reference 
ITS sequences that showed the highest identity scores in 
the BLAST searches, using the Clustal W algorithm [33] 
implemented in the MEGA7 program [34].

Phylogenies were constructed for the phyla Ascomycota 
and Basidiomycota, and for each genus and/or species indi-
vidually, using the Maximum likelihood method RAxML-
HPC v.8 on XSEDE 8.2.12 [36], on the CIPRES portal [37], 
and the previously defined parameters underwent rapid boot-
strap analysis (1000 replicates) and search for the best-scor-
ing ML tree. The generated trees were rooted with reference 
sequences and isolates from the present study; for Ascomy-
cota, the selected outgroups were Fomitopsis subtropica (no. 

KR605787.1) and HEV228J, and for Basidiomycota, they 
were Xylaria cubensis (no. AB625420.1) and HEV268N. 
The phylogenetic trees were visualized using the FigTree 
v1.4.3 software (http:// tree. bio. ed. ac. uk/ softw are/). The 
trees were edited using the Inkscape 0.92 software (https: 
//inkscape.org/). The sequences obtained from the isolated 
endophytes of this study have been deposited in GenBank 
under accession numbers MT470446 – MT470693 for ITS 
(Table S1).

Diversity and taxonomic composition

The analysis of the taxonomic composition of endophytic 
fungi using clones was performed using the ggplot2 package 
[38] in Rstudio version 1.2.5042 [39]. Estimates of richness 
and diversity were measured using alpha diversity, which is 
the average diversity of species in locations or habitats on a 
local scale using the estimation of prediction (extrapolation) 
and rarefaction (interpolation) curves based on Hill’s num-
bers, which are estimates of empirical data that tend to be 
an increasing function of the sampling effort and are used to 
characterize phylogenetic or functional taxonomic diversity 
[40]. Hill (1973) [41] integrated species richness and abun-
dance into a class of measures that is currently called Hill 
numbers, where q = 0 corresponds to species richness, q = 1 
Shannon–Wiener entropy, and q = 2 Simpson. The analyses 
were performed using the Vegan [42] and iNEXT [43] pack-
ages in software R.

Dual culture tests

A total of 102 representative isolates were used in antagonism 
tests against the plant pathogens Corynespora cassiicola (from 
Solanum lycopersicum) and Colletotrichum gloeosporioides 
(from Capsicum chinense), using the in vitro dual culture plate 
assay [44]. Antagonists and pathogens were cultured for 7 days 
in Petri dishes (90 mm) containing PDA medium, maintained 
at a temperature of ± 26 °C. A 5-mm disc of each antagonist 
(endophytes) and the pathogens were deposited in the oppo-
site directions, 2 cm from the margin of the plate with PDA 
medium, and they were kept at a temperature of ± 26 °C. Plates 
containing only pathogens represented the negative controls. 
The evaluations were carried out every 48 h until the control 
colonies reached 50% of their growth, and the experiment 
was carried out in triplicate. The diameter of the colonies was 
obtained and growth inhibition (%) of the pathogen was deter-
mined by the formula: inhibition (%) = R − r/R * 100, where R 
is the radial growth of the pathogen in the control plate and r is 
its growth in dual culture tests [45]. The antagonistic activity 
of endophytic fungi was initially classified according to inhibi-
tion percentage, and the isolates present in the largest classes 
were analyzed using analysis of variance (ANOVA), followed 
by Tukey’s test (5%) using the Agricolae package [46] in R.
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Determination of enzymatic activity

The endophytic isolates used in the antagonism test were 
evaluated for their ability to synthesize extracellular hydro-
lytic enzymes: amylases, cellulase, lipase, and protease.

Amylase production was detected Petri dishes (90 mm) 
with Glucose Yeast Peptone (GYP) medium supplemented 
with soluble starch (dextrose 10.0 g, yeast extract 0.1 g, pep-
tone 0.5 g, agar 15 g, soluble starch 2 g, distilled water 1 
L, pH 6). After 7 days of incubation at 25 °C, plates were 
flooded with iodine solution (1% iodine; 2% potassium 
iodide; distilled water 100 ml) for 10 min. The presence of 
a bluish-black color and the formation of a halo indicated 
the presence of amylase [47].

For cellulase detection, the GYP medium was supple-
mented with 0.5% carboxy-methyl-cellulose (CMC). After 
7 days of incubation at 25 °C, plates were flooded with 20 ml 
of the 0.2% Congo red solution (0.2 g of Congo red, 100 mL 
of distilled water) during 20 min and subsequently washed 
with NaCl (1 M) for 15 min. In areas where cellulose was 
hydrolyzed, discoloration occurred, marked by the presence 
of a halo around the colony, thus indicating the activity of 
this enzyme [48].

The lipase production was evaluated in culture medium 
using Tween 20 (1%) as substrate (peptone 10 g, NaCl 5.0 g, 
 CaCl2.2H2O 0.1 g, agar 15 g, distilled water 1 L, pH = 6.0). 
After the incubation period (7 days at 25 °C), the lipase 
activity was observed by the presence of a white flocculent 
precipitate around the mycelial layer, where calcium crystals 
were formed [49].

The protease activity was evaluated using a culture 
medium containing skimmed milk (0.25 g KH2PO4, 0.125 g 
KCl, 0.05 g MgSO4·7H2O, 0.025 g CaCl2, 6.25 mL 22.5% 
skimmed milk, 2.5 g glucose, 250 mL distilled water, 3 g 
agar, pH 5.4). The presence of lighter concentric halos 
around the colonies indicated proteolytic activity [50].

The enzymatic index (EI) was calculated according to 
the formula: EI = R/r, where R is the diameter of the halo 
around the colony and r is the diameter of the colony [51]. 
Fungi were classified as good producers (EI ≥ 2), moderate 
producers (EI < 2 and > 1) weak producers (EI ≤ 1) [52]. The 
isolates with the highest EI underwent analysis of variance 
(ANOVA), followed by Tukey’s test (5%) using the Agrico-
lae package [46] in RStudio.

Results

Isolation and molecular identification

A total of 269 endophytic isolates were obtained from 300 
leaflet fragments from CPAA clones C06 (86 isolates), 
C44 (84 isolates), and C45 (99 isolates) from Hevea spp. 

According to the analysis of Maximum parsimony using 
sequences from the ITS rRNA-region, the endophytic iso-
lates were grouped into 47 putative species, distributed 
in two phyla, three classes, nine orders, and 20 genera 
(Table S2, Figs. 1 and 2). Thirty putative species corre-
sponded to rare species, with a single representative present 
in the samples. Most of the endophytic isolates belong to 
the phylum Ascomycota (95.4%), and within this phylum, 
the most abundant orders were Glomerellales (63.60%), 
Diaporthales (18.77%), Botryosphaeriales (5.74%), and Ple-
osporales (3.83%). The most abundant genera were Colle-
totrichum (62.45%), Diaporthe (19.70%), and Phyllosticta 
(4.83%), and other genera known as plant pathogens to 
Hevea, such as Curvularia and Corynespora, were isolated 
in this study. Within the phylum Basidiomycota, the isolates 
belonged to a single order, Polyporales (4.6%).

Nineteen species belonging to the phylum Ascomycota 
were named unambiguously with high statistical boot-
strap support and correspond to the genera Colletotrichum, 
Cophinforma, Corynespora, Curvularia, Diaporthe, Fusar-
ium, Induratia, Multiguttulispora, Neodidymella, Phyllos-
ticta, Pestalotiopsis, Pseudopestalotiopsis, and Xylaria 
(Fig. 1, Fig. S1). Some isolates had low statistical support 
(bootstrap < 70), and they cannot be nominated at the order 
level (Sordariomycetes, sp. 1, 2, and 3), of species (Hypoxy-
lon sp., Diaporthe sp. 1, 2, 3, 4, 5, and 6, and Curvularia 
sp. 1), and class (Ascomycota sp. 1 and sp. 2). Within the 
species Colletotrichum fructicola, the isolates were divided 
into 4 haplotypes according to point mutations observed at 
positions 22, 474, and 475 in the sequence alignment (hap-
lotype 1: 22 / C, 474 / G, 475 / -; haplotype 2: 22 / C, 474 / 
A, 475 / -; haplotype: 22 / C, 474 / A, 475 / C; haplotype 4: 
22 / T, 474 / A, 475 / C) (Fig. S5).

The phylogenetic tree with isolates of the phylum Basidi-
omycota (Fig. 2) showed 7 distinct clades distributed into a 
single class, Agaricomycetes, and 5 species belonging to 
the genera Fomitopsis, Rigidoporus, Tinctoporellus, and 
Trametes were named with high statistical support (100% 
bootstrap support). Within the genus Phanerochaete, isolates 
HEV60M, HEV196G, and HEV1A could not be identified at 
the species level, and isolates HEV259M (Russulales, sp.1), 
HEV40H (Polyporales, sp. 1), and HEV255M (Polyporales, 
sp.2) were identified only at class level (Fig. 2).

Taxonomic composition and alpha diversity

The composition of the endophytic communities was influ-
enced by the different clones evaluated (Fig. 3A). Clones 
C06 and C45 showed a more similar composition, with 
greater relative abundance of the genera Colletotrichum and 
Diaporthe (class Sordariomycetes), while in clone C44, in 
addition to these two genera, the genus Phanerochaete (Aga-
ricomycetes) was predominant (Fig. 3A). The total number 
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Fig. 1  Maximum likelihood 
phylogenetic tree based on 
the sequencing of the ITS 
rDNA-region, showing the 
phylogenetic relationship of 
the endophytic fungi belong-
ing to the phylum Ascomycota, 
isolated from different clones 
of Hevea spp. Isolates from this 
study are highlighted in bold. 
The scale bar shows the number 
of replacements per site, and 
bootstrap support values ≥ 70 
are displayed on the nodes. The 
species Fomitopsis subtropica 
was used as an outgroup

 JX010172.1| Colletotrichum fructicola | CBS 125395

HEV14| Colletotrichum cf. fructicola h3 | (3)

 JX010183.1| Colletotrichum fructicola | ICMP 18125

HEV130| Colletotrichum cf. fructicola h4 | (60)

 HEV125| Colletotrichum cf. fructicola h1 | (12)

HEV133| Colletotrichum cf. fructicola h2 | (89)

HEV25| Colletotrichum theobromicola | (1) 

 JQ948191.1| Colletotrichum paranaense | IMI 384185

HEV63| Colletotrichum paranaense | (1) 

HEV35| Colletotrichum gigasporum | (3) 

 KF687735.1| Colletotrichum gigasporum | CBS 125730

 MH777040.1| Hypoxylon sp. | C.W. Hsieh CHD095

HEV271| Hypoxylon sp. | (1) 

 KC771512.1| Muscodor vitigenus | CEQCA-O1100

HEV173| Induratia vitigenus | (1) 

HEV268| Xylaria cubensis | (1)

 AB625420.1| Xylaria cubensis | BCC 18730

HEV120| Pestalotiopsis adusta | (1)   

 KP308461.1| Pestalotiopsis adusta | COAD 1781

HEV141| Pseudopestalotiopsis taiwanensis | (1) 

 MG816319.1| Pseudopestalotiopsis taiwanensis | NTUCC 17-002.1

 MH858130.1| Chaetomium globosum | CBS 160.62

HEV15| Sordariomycetes sp. 1 |  (1)

HEV58| Sordariomycetes sp. 2  | (1)  

 MH855479.1| Fusarium concolor | CBS 183.34 

 HEV199| Fusarium concolor | (1) 
 KC343119.1| Diaporthe hongkongensis | CBS 115448

HEV137| Diaporthe hongkongensis | (2) 

HEV269| Diaporthe sp. 6 | (13)

 MG751239.1| Diaporthe sp. | 305F14F-AM 

 HEV32| Diaporthe sp. 5 | (1) 

 DQ872669.1| Diaporthe sp. | E99401

 MH267917.1| Diaporthe sp. | JMGB13 6A

HEV118| Diaporthe sp. 3 | (1)

 JX155873.1| Fungal endophyte Hevea sp. | MS202 

HEV36| Diaporthe sp. 4 | (8)

 KC343192.1| Diaporthe schini | LGMF910

HEV215| Diaporthe schini | (4) 

HEV54| Diaporthe sp. 1| (17) 

HEV42| Diaporthe sp. 2 | (4) 

 KC343202.1| Diaporthe sp. |CBS 119639

HEV127| Diaporthe passifloricola | (1) 

 KX228292.1| Diaporthe passifloricola | CPC 27480

HEV158| Cophinforma atrovirens | (2)

 JX646800.1| Cophinforma atrovirens | MFLUCC 11-0425

HEV50| Phyllosticta capitalensis | (12)

 FJ538335.1| Phyllosticta capitalensis | CBS 173.77

HEV4| Phyllosticta bifrenariae | (1)

 JF343565.1| Phyllosticta bifrenariae | VIC30556

HEV256| Corynespora cassiicola | (4) 

 FJ852578.1| Corynespora cassiicola | AS65

HEV229| Neodidymella thailandicum | (1)

 MG520956.1| Neodidymella thailandicum | MFLUCC 11-0140

 HE861827.1| Curvularia sp. |UTHSC 09-868

HEV151| Curvularia sp. | (2)

HEV48| Curvularia asianensis | (1)

 JX256422.1| Curvularia asianensis | MFLUCC 10-0687

HEV165| Curvularia aeria | (1)

 NR 130689.1| Curvularia aeria | CBS 294.61 

HEV228| Fomitopsis subtropica | (1)  

 KR605787.1| Fomitopsis subtropica | Cui 10578 i
100

100

100

100

100

100

99

85

84

100

100
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100

100

100
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100
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100

100
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0.050

 JX010291.1| Colletotrichum theobromicola | ICMP 17958

99

100

100

99

84

HEV34| Sordariomycetes sp. 3  | (1)  
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of species found/unique in each clone was 26/15 (C44), 
21/11 (C06), and 18/9 (C45).

A small number of species was shared among the clones, 
which reflects a specificity in the recruitment of endophytic 
fungi by Hevea clones. Clones C06 and C44 shared three 
species (Diaporthe sp. 3, Rigidoporus microporus, and 
Colletotrichum gigasporum); C44 and C45 shared two 

species (Corynespora cassiicola and Curvularia sp. 1); and 
between clones C06 and C45, only one species was shared 
(C. fructicola h3). The species C. fructicola h1, C. fructicola 
h2, C. fructicola h4, Diaporthe sp. 1, Diaporthe sp. 2, and 
Diaporthe sp. 6, were detected in all sampled clones.

The analysis of alpha diversity in the three clones showed 
that clone C44 has greater richness and diversity in all the 

HEV40| Polyporales sp. 1 | (1)  

 KP096363.1| 'Flavodon sp.' | M82

 KJ831856.1| Polyporales sp. phlebioid clade| IB61

HEV255| Polyporales sp. 2 | (1) 

 KR015107.1| Fungal endophyte | isolate 197 

 KX752591.1| Donkia pulcherrima | voucher Hausknecht Kovac 6.VII.1998 

HEV60| Phanerochaete sp. 1 | (1) 

 HQ607891.1| Phanerochaete sp. | ATT215

HEV196| Phanerochaete sp. 2 | (1)

 MH854905.1| Phanerochaete chrysosporium | CBS 129.27

 KP994380.1| Phanerochaete concrescens | voucher H Spirin 7322

HEV1| Phanerochaete sp. 3 | (1) 

 KR605787.1| Fomitopsis subtropica | Cui 10578

HEV228| Fomitopsis subtropica | (1)

HEV212| Tinctoporellus epimiltinus | (1)

 KY948720.1| Tinctoporellus epimiltinus | voucher CRM55

HEV159| Trametes cubensis | (2)

 MG719297.1| Trametes cubensis | strain JZ40

HEV211| Trametes cingulata | (1)

 JN645075.1| Trametes cingulata | MUCL:40167

HEV236| Rigidoporus microporus | (2)  

 KJ559479.1| Rigidoporus microporus | voucher 889

 MH862302.1| Peniophora subsalmonea | CBS 696.91

  MK304361.1| Russulales sp. | C22

EF060520.1| Lachnocladiaceae sp. | LM164

HEV259| Russulales sp. 1 | (1) 

HEV268| Xylaria cubensis | (1)

 AB625420.1| Xylaria cubensis | BCC 18730
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Fig. 2  Phylogenetic tree of maximum likelihood based on the 
sequencing of the ITS rDNA-region, showing the phylogenetic rela-
tionship of the endophytic fungi belonging to the phylum Basidi-
omycota, isolated from different clones of Hevea spp. Isolates from 

this study are highlighted in bold. The scale bar shows the number of 
replacements per site, and bootstrap support values ≥ 70 are displayed 
on the nodes. The species Xylaria cubensis was used as an outgroup
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Clones of Hevea spp.

R
el

at
iv

e 
ab

un
da

nc
e 

(%
)

C06 C44 C45

0

25

50

75

100
A

B

0

5

10

15

20

0

5

10

0 50 100 150 200 0 50 100 150 200 0 50 100 150 200

Sp
ec

ie
s 

di
ve

rs
ity

 

Number of individuals 

0 1 2

C06 C44 C45 interpolated extrapolated

0

10

20

30

40

50

Xylaria
Trametes
Tinctoporellus
Sordariomycetes
Russulales 
Rigidoporus
Pseudopestalotiopsis
Polyporales
Phyllosticta
Phanerochaete
Pestalotiopsis
Neodidymella

Multiguttulispora
Induratia
Hypoxylon
Fusarium
Fomitopsis
Diaporthe
Curvularia
Corynespora
Cophinforma
Colletotrichum
Ascomycota

Genus

Fig. 3  Taxonomic composition and analysis of alpha diversity within 
clones C06, C44, and C45 of Hevea spp. A Relative abundance of the 
identified genera of endophytic fungi found in the different clones. 
B Rarefaction curve (solid line) and extrapolation (dashed line) with 
95% confidence intervals (shaded areas) for data on endophytic fungi 

of Hevea spp. The curves compare the value of species richness (0), 
Shannon diversity (1) and Simpson dominance (2) of endophytic 
fungi. Relative percentages do not sum up to 100 because a propor-
tion of strains could not be identified
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ecological indexes tested (Table 1, Fig. 3A and B). High 
values of richness and Shannon index reveal that clone C44 
harbors a greater number of species when compared to C06 
and C45 (Table 1). However, the high value of Simpson’s 
dominance index demonstrates that this clone is dominated 
by few species of endophytic fungi. The rarefaction curves 
demonstrate a continuous increase, without reaching the pla-
teau (q = 0), indicating that not all diversity present in the 
clones was captured (Fig. 3B). The same pattern was found 
for clone C44 in the Shannon (q = 1) and Simpson (q = 2) 
indices, while the curves for clones C06 and C45 in these 
indices reached the plateau.

In vitro antagonism tests

The antagonistic activity of 102 fungal endophytes of Hevea 
spp. against the plant pathogens C. cassiicola and C. gloe-
osporioides was evaluated in paired culture tests (Table S3), 
and there were inhibitory activities by competition at 4 days 
of testing. The inhibitory activity against C. gloeosporioides 
was found in 95% of isolates (1.05–66.40% inhibition), and 
84% against C. cassiicola (1.29–44.32% inhibition). The 
grouping of endophytic isolates by classes according to the 
percentage of inhibition of plant pathogens showed that 42% 
of the isolates were able to inhibit 10–20% of the mycelial 
growth of C. cassiicola (Fig. 4A), while 32.3% inhibited 
20–30% mycelial growth of C. gloeosporioides (Fig. 4B).

The Tukey’s test carried out with the endophytic iso-
lates grouped in the highest classes of percentage of inhi-
bition, showed that the species Cophinforma atrovirens 
(HEV158C), Polyporales sp. 2 (HEV255M), and Phanero-
chaete sp. 3 (HEV1A) showed significant antagonistic activ-
ity against C. gloeosporioides (p < 0.05), with the highest 
values of the percentage of inhibition of this pathogen. The 
species Phanerochaete sp. 3 (HEV1A) and Diaporthe sp. 
4 (HEV8B) were the ones that best inhibited the mycelial 
growth of C. cassiicola (Table 2). 

Enzymatic activity

The endophytic isolates of Hevea spp. were investigated 
for the synthesis capacity of the enzymes amylase, cellu-
lase, lipase, and protease (Fig. 5, Table S3, Fig. S2). Lipo-
lytic activity was found in 69.61% (71 isolates), amylolytic 

activity in 67.65% (69 isolates), cellulolytic activity in 
33.33% (34 isolates), and proteolytic activity, in 20.59% (21 
isolates) of the 102 isolates tested. The isolates HEV129A 
(Colletotrichum cf. fructicola), HEV239K (Diaporthe sp. 6), 
HEV253K (Diaporthe sp. 1), and HEV51K (Hypoxylon sp. 
1) were the only ones that secreted all the enzymes evalu-
ated in this study.

The classification of fungi according to the enzyme index 
(EI) showed that no isolate had a good producer profile 
for protease (EI ≥ 2). For cellulase, only HEV228J isolate 
obtained IE > 2. The opposite trend occurred in the amylase 
and lipase tests, in which most of the tested isolates proved 
to be moderate producers of these enzymes (EI < 2 > 1), and 
7% and 2% of the isolates were considered to be good pro-
ducers (EI ≥ 2) (Fig. S2).

The statistical analysis with the 10 largest producers of 
each enzyme is shown in Fig. 5. The highest enzyme indices 
(4.29, 4.17, and 3.64) were found in the lipase tests, with the 
isolates HEV259M (Russulales sp. 1), HEV15C (Sordari-
omycetes sp. 1), and HEV34G (Sordariomycetes sp. 3). In 
addition, the isolates HEV50K, HEV242L, and HEV174E, 
which belong to the species Phyllosticta capitalensis, were 
considered good producers of this enzyme (EI ≥ 2). For 
amylase, higher enzyme levels were obtained by isolates of 
the species C.cf. fructicola (haplotype 1 and 2), and among 
these, the HEV170D isolate (EI: 3.35) showed significant 
differences (p < 0.05) in the production of this enzyme 
(Fig. 5) compared to the other isolates of the species. The 
species Microsporus rigidoporus also showed amylolytic 
activity (1.79), considered to be a moderate producer (EI: 
1 < 2).

There was greater diversification of species in terms of 
cellulolytic activity. The isolates that had the best production 
performance of this enzyme belong to 5 genera, Fomitopsis, 
Corynespora, Diaporthe, Sordaryomycetes, and Hypopxy-
lon (Fig. 5). Among the 10 isolates, 5 belong to the genus 
Diaporthe, with an enzyme index ranging from 1.41 to 1.99 
(moderate producer). However, the HEV228J isolate (Fomi-
topsis subtropica) presented the highest enzyme index (2.31) 
for this enzyme (p < 0.05). The endophytic isolates showed 
moderate proteolytic activity (EI: 1.16 to 1.48), and the iso-
lates HEV268N (Xylaria cubensis), HEV137B (Diaporthe 
hongkongensis), and HEV59M (Trametes cubensis) had the 
highest enzyme indexes (p < 0.05).

Table 1  Alpha diversity metrics 
(Richness, Shannon, and 
Simpson indices) of endophytic 
isolates present in different 
clones of Hevea spp. in the 
western Amazon

SD standard deviation for clones of Hevea spp

Clones of 
Hevea spp.

No. of isolates Richness (q0) Shannon (q1) Simpson (q2)

Observed SD Observed SD Observed SD

C06 86 20  ± 12.33 7.30  ± 1.57 3.63  ± 0.77
C44 84 26  ± 32.84 14.15  ± 4.13 9.11  ± 1.81
C45 99 18  ± 96.08 5.97  ± 2.03 3.55  ± 0.51

864 Brazilian Journal of Microbiology (2022) 53:857–872



1 3

Discussion

Species of the genus Hevea, in particular H. brasiliensis, 
are known worldwide for being the main source of natural 
rubber. However, in recent years, it has been playing another 
role: that of harboring a vast and diverse community of 

endophytic fungi that can not only perform different bio-
technological functions in plants but also be used as bio-
control agents against phytopathogens [11–16, 53]. The 
present study addressed the diversity, and the enzymatic 
and biocontrol-related potential of foliar endophytic fungi 
present in three different clones of Hevea spp. (CPAA C06, 
C44, and C45), located in the Western Amazon.

A B

N
um

be
r 

of
 e

nd
op

hy
tic

 is
ol

at
es

 o
f H

ev
ea

 s
pp

.

30

20

0

10

Genus

10-20 20-30 30-40 40-50 50-60 60-700-10

N
um

be
r 

of
 e

nd
op

hy
tic

 is
ol

at
es

 o
f H

ev
ea

  s
pp

.

10-20 20-30 30-40 40-500-10

0

30

20

10

40

Classes of percentual mycelial growth inhibition Classes of percentual mycelial growth inhibition

Xylaria
Trametes
Sordariomycetes
Russulales

Rigidoporus
Polyporales
Phyllosticta
Phanerochaete

Pestalotiopsis
Neodidymella
Hypoxylon
Fusarium

Fomitopsis
Diaporthe
Curvularia
Corynespora

Cophinforma
Colletotrichum
Ascomycota

Fig. 4  Classes of mycelial growth inhibition of (A) Corynespora cassiicola and (B) Colletotrichum gloeosporioides by endophytic isolates of 
Hevea spp. in dual culture tests

Table 2  Mean percentage of 
mycelial growth inhibition of 
Colletotrichum gloeosporioides 
and Corynespora cassiicola by 
selected endophytic isolates in 
dual culture tests

Means values with the same letter in the column did not differ significantly according to Tukey’s test 
(p < 0.05). Values in parentheses correspond to the standard deviation

Isolate Species Mean percentage of mycelial growth inhibi-
tion (%)

C. cassiicola C. gloeosporioides

HEV1A Phanerochaete sp. 3 44.32 (± 0.87) a 53.51 (± 1.21) b

HEV8B Diaporthe sp. 4 43.71 (± 0.16) a 27.48 (± 3.14) d

HEV158C Cophinforma atrovirens 32.19 (± 2.39) b 66.39 (± 0.70) a

HEV208H Diaporthe schini 31.84 (± 1.68) b 38.97 (± 2.26) c

HEV170D Colletotrichum cf. fructicola h1 21.31 (± 0.74) c 42.85 (± 1.44) c

HEV240H Diaporthe sp. 6 19.17 (± 1.79) c 42.12 (± 0.92) c

HEV255M Polyporales, sp. 2 18.25 (± 1.89) c 61.29 (± 2.24) ab

HEV100T Colletotrichum cf. fructicola h4 18.06 (± 1.49) c 40.93 (± 1.55) c
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A total of 269 fungal isolates were recovered, and 
although this number is high, compared to other studies on 
Hevea [17, 54], the rarefaction curves showed that the sam-
pling was insufficient to capture the richness present in the 
different clones. This finding is similar to the result found 
for other tropical species, such as Paullinia cupana (Sapin-
daceae), Theobroma cacao (Malvaceae), and H. guianensis 
and H. brasiliensis (Euphorbiaceae) [16, 17, 55, 56]. Tropi-
cal trees harbor a great diversity of fungal species; however, 
such diversity is commonly underestimated owing to the 
limitations of cropping-dependent techniques (e.g., isola-
tion method, growth medium, and incubation conditions) 
[17, 57]. On the other hand, these techniques offer further 
insights into morphological taxonomy, phenotypic assess-
ments, and time-efficient molecular identification of fungal 
isolates [58].

Forty-seven putative species were identified by sequenc-
ing the ITS rDNA-region, 30 of which represent singletons. 
The prevalence of rare species (singletons) in different geno-
types contributes to the increase in richness and diversity 
of endophytic fungi [64]. In this case, the highest diversity 
values were found in the clone with the smallest number of 
recovered isolates (clone C44), probably influenced by rare 
species, while clones C45 and C46 presented lower rich-
ness, with greater dominance of the species Colletotrichum 
cf. fructicola.

The diverse composition of fungi among hosts of the 
same species may be associated with factors such as cli-
mate, mode of fungal dispersion, and the composition 
of communities surrounding the host plants [59]. In this 
study, the sampled plants were grown in the same envi-
ronment and under the same climatic conditions, thus 

A B

C D

En
zy

m
at

ic
 in

de
x 

(E
I)

3

2

1

0

En
zy

m
at

ic
 in

de
x 

(E
I)

En
zy

m
at

ic
 in

de
x 

(E
I)

En
zy

m
at

ic
 in

de
x 

(E
I)

1.5

1.0

0.5

0.0

HEV24
4

HEV14
0

HEV24
9

HEV23
9

HEV13
7

HEV33

HEV51

HEV15

HEV79

HEV51

HEV24
4

HEV25
9

HEV13
7

HEV24
2

HEV50

HEV26
2

HEV13
7

HEV12
9

HEV14
0

HEV24
4

HEV20
0

HEV51

Species

HEV17
0

HEV22

HEV11
2

HEV22
6

HEV20
4

HEV15
0

HEV23
5

HEV20
2

HEV16
3

HEV20
0

A
En

zy
m

at
ic

 in
de

x 
(E

I)

4

3

2

1

0

ab

ab
ab ab

a

b

b b b b

0.0

0.5

1.0

1.5

2.0

2.5

d d d

a

bc
bcd bcd bcd

ab

cd

HEV25
6

HEV22
8

5

4

a
ab

abc
bcd

cdecde
de

de
de

e

HEV17
4

HEV15

HEV34
bcd cd d

ab

d c
abcd

cd

abc
a

HEV40

HEV26
8

HEV59

Sordariomycetes sp. 3 

Colletotrichum cf. fructicola h1
Colletotrichum cf. fructicola h2
Colletotrichum cf. fructicola h4

Rigidoporus microsporus

Diaporthe hongkongensis

Polyporales sp. 1

Corynespora cassiicola
Phyllosticta capitalensis
Ascomycota sp. 1

Russulales sp. 1

Diaporthe sp. 6

Hypoxylon sp. 1

Xylaria cubensis
Trametes cubensis
Sordariomycetes sp. 1 

Fomitopsis subtropica

Fig. 5  The ten endophytic fungi of Hevea spp. that most produced the enzymes (A) amylase, (B) cellulase, (C) lipase, and (D) protease. The let-
ters in the top bar represent the differences between mean values in the Tukey test

866 Brazilian Journal of Microbiology (2022) 53:857–872



1 3

suggesting that the variation in diversity is host-derived. 
Different cultivars can actively recruit specific endophytic 
fungal communities, which act in physiological functions 
and in response to abiotic and biotic stress [60]. The sam-
pled clones have a distinct constitution; they are derived 
from interspecific crosses between the species. H. pauci-
flora, H. rigidifolia, and H. guianensis, which not only 
produce great amounts of latex but are also resistant to 
fungus P. ulei [10]. Thus, it is likely that the host is influ-
encing the foliar endophytic fungi communities observed 
in this study.

Phylogenetic analyses using the ITS region showed 
that some fungal isolates had low statistical support (boot-
strap < 70) and were not grouped with reference isolates. 
These results may correspond to new endophytic species 
in Hevea, considering that this genus harbors a great diver-
sity of endophytic fungi, as reported in the studies of Gazis 
et al. (2012) [18] and Chaverri and Gazis (2011) [19], which 
described new species and classes. Another factor is related 
to the ITS region. Although it is the universal barcode for 
fungi [29], it has low resolution to discriminate species in 
certain taxonomic groups, such as species belonging to 
Phanerochaete and Polyporales (Basidiomycota), and Sor-
daryomycetes and Diaporthe (Ascomycota), as noted in the 
present results.

The phylum Ascomycota was predominant in this study 
(95%). The classes Sordariomycetes and Dothideomycetes 
were the most representative in the clones, corroborat-
ing the studies of Arnold, 2007, in which 75% of the iso-
lated endophytes were found to belong to these classes. 
The genera Colletotrichum and Diaporthe were dominant 
among Hevea clones. In recent studies with endophytes 
of H. brasiliensis and H. guianensis, this genus was con-
stantly isolated, showing a dominance rate of 47.62 and 
38%, respectively [17, 54]. In addition, native and planted 
trees of Hevea exhibit distinct patterns of diversity, and 
the presence of pathogenic species, such as Colletotri-
chum, Diaporthe, Pestalotiopsis, and Corynespora, found 
in the present study, are typical of monoculture plantations 
of Hevea [16].

Colletotrichum and Diaporthe cause diseases in differ-
ent crops, with wide geographic distribution and low host 
specificity, and may be present in several species as a latent 
pathogen [17, 61]. The abundance of these genera in the 
samples may be due to the environment and the management 
of these clones in the collection area, which is surrounded by 
other crops such as guarana (Paullinia cupana var. sorbilis), 
host of Colletotrichum and Diaporthe.

One hundred and sixty-four isolates were grouped within 
the species Colletotrichum cf. fructicola. In the world, C. 
fructicola is widely distributed, causing anthracnose in sev-
eral plants, such as members of the family Euphorbiaceae 
as H. brasiliensis [62], and as endophytic species, it has 

been reported in Brazil, China, Korea, Panama, and Thailand 
[63]. The high presence of the species may indicate a truly 
endophytic habit in Hevea, since the leaves were healthy and 
showed no symptoms, or it could be part of the species life 
cycle, as a strategy of infection in the host, since many spe-
cies of the genus Colletotrichum use hemibiotrophic parasit-
ism to colonize the host, with an initial biotrophic phase and, 
later, a necrotrophic phase [64].

Inhibition of mycelial growth of C. cassiicola and C. 
gloeosporioides

The major mechanism used by endophytes of Hevea spp. 
against the phytopathogens C. cassiicola and C. gloeospori-
oides was inhibition by competition (space and nutrients), 
but there was no inhibition by antibiosis. The choice of the 
dual culture method may have favored the competition inhi-
bition mechanism, since this test can easily detect direct 
antagonism, but not indirect antagonism [65]. Another fac-
tor is the growth rate among the different endophytic iso-
lates, which may have influenced the antagonism of phy-
topathogens by competitive exclusion, since fungi that have 
accelerated growth quickly colonize the substrate, depleting 
nutrients, and occupying a niche that could be used by the 
phytopathogen [53].

The percentage of inhibition of phytopathogens by endo-
phytic fungi of rubber trees did not exceed the rate of 66.4% 
(C. gloeosporioides) and 44.32% (C. cassiicola) in vitro. In 
a controlled and favorable environment, both the pathogen 
and the antagonist tend to grow at similar rates; however, 
the behavior observed in vitro is susceptible to change in 
the presence of the host plant, and may have an accentuated 
or reduced inhibitory effect, as demonstrated in the study by 
Chow et al. (2018) [66], who found a negative effect of co-
inoculation of endophytes Diaporthe phaseolorum, Tricho-
derma asperellum, and Penicillium citrinum, in the infec-
tion of Ganoderma boninese in palm oil (Elaeis guineenses 
Jacq.), despite the success of these isolates in paired culture 
tests.

The species Cophinforma atrovirens showed better 
performance in inhibiting Colletotrichum gloeosporioids, 
in vitro, and it has been linked to diebacks and stem rot 
in a restricted plant base, including cashew nuts in Brazil 
[67]. Low-frequency isolation of endophytic Cophinforma 
sp.1 was performed in the studies of Vaz et al., (2020) 
[54], using leaves from rubber trees native to the East-
ern Amazon; however, its action as a biological control 
agent is still poorly understood. The species Polyporales 
sp. 2 also showed good inhibition of Colletotrichum, and 
although the genus could not be determined, the species 
forms a sister clade with species of the genus Phanero-
chaete, which also effectively inhibited the two tested 
phytopathogens.
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Endophytic species of the genus Phanerochaete are 
known to produce bioactive compounds with the power 
to inhibit or control several phytopathogens in vivo and 
in vitro. Khruengsai et al. (2019) [68] made an in vitro 
evaluation of the crude extracts of Phanerochaete sp. 
(strain MFLUCC16-0609) isolated from Ocimum basili-
cum var. thyrsiflora, against phytopathogens Trichoderma 
reesei and Lasiodiplodia theobromae, and detected two 
effective antifungal compounds in the control, sclareolide 
(42.03%) and muzigadial (19.44%). On the other hand, 
in vivo trials in the field with Phanerochaete chrysop-
orium (strain B-22) in chrysanthemum, showed that P. 
chrysosporium markedly inhibited the causal agent of 
chrysanthemum wilt (Fusarium oxysporum), in the soil 
and was able to reduce molecules that stimulate the 
propagation of the fungus, such as p-hydroxybenzoic acid 
(HA) [69].

Diaporthe sp. 4 effectively inhibited C. cassiicola in 
the antagonism experiment. The species of this genus are 
used as a source for production of natural products, e.g., 
tyrosol, with antifungal and antibacterial effects [70, 71]. 
However, even with the success of these endophytes in the 
initial screening, additional studies are needed to determine 
the mode of inhibition and the efficacy of endophytes in 
controlling the pathogens tested.

Production of extracellular enzymes

The ability to synthesize extracellular enzymes was detected 
in 91 endophytic isolates of Hevea. Of these, a greater num-
ber of isolates were able to synthesize amylase and lipase 
in vitro, grouped as good producers (EI > 2), while there 
was an opposite trend for cellulase and protease. Endophytic 
fungi produce an arsenal of extracellular enzymes, which 
are involved in the process of hydrolysis and biodegradation 
during colonization of host tissues [72], in the suppression 
of plant defense mechanisms, as well as for nutrient uptake 
[73].

In this study, the differentiated synthesis of enzymes by 
endophytes may be related to the isolation source material, 
as reported in the studies by Shubba and Srinivas (2017) 
[74], in which a greater number of endophytes of Cymbid-
ium aloifolium obtained from the flowers synthesized lac-
case, amylase, lipase, and protease, while the endophytes 
obtained from the root synthesized cellulase and protease. 
Thus, as the endophytes of the present work were isolated 
from the leaves, a greater synthesis of amylase and lipase 
is expected.

Isolates from the species Colletotrichum cf. fructicola 
synthesized high levels of amylase (EI > 2). Species of C. 
fructicola are recognized for being good amylase produc-
ers, as an adaptive strategy to colonize and interact with 

their hosts [75]. In the absence of the living host, C. fructi-
cola survives saprophytically in senescent plants, and uses 
amylase synthesis to degrade available starch into simpler 
carbohydrates, which will be assimilated by fungi [76]. 
High amylolytic production can also be a characteristic of 
the genus Colletotrichum, since Shubha and Srinivas (2017) 
[74] found similar results to those of this study with the spe-
cies C. gloeosporioides.

Most isolates with EI > 2 for lipase belong to the species 
Phyllosticta capitalensis, while the highest enzyme index in 
this study was found for Russulales, sp.1 and Sordariomy-
cetes, sp. 1 (EI: 4.14). Microorganisms under adverse condi-
tions efficiently synthesize lipases; they are effective in solid 
and aqueous culture media, and known to withstand extreme 
temperature and pH values [77], which can be used in various 
industrial bioprocesses [78].

To date, the role of lipase synthesis in P. capitalensis 
is unknown, but the synthesis for species of the genus has 
already been reported [79]. In members of the order Russula-
les, such as ectomycorrhizas, high lipase synthesis is involved 
with adaptive evolutionary mechanisms, e.g., the expansion 
of protease and lipase genes throughout the genome, which 
facilitated the transition of this order from a saprophyte habit 
to a symbiont one [80].

The enzyme cellulase was detected in only 33.33% of the 
fungi, and only the species subtropical Fomitopsis achieved 
the best IE (> 2). This enzyme is produced by these fungi 
to degrade plant materials, as they are responsible for wood 
decomposition and contribute to biomass recycling [79–81].

The genus Fomitopsis is one of the genera that has potential 
for large-scale production of cellulose, and several studies with 
species of this genus are seeking to optimize the production 
of this enzyme [81]. A study with filamentous fungi of cocoa 
(Theobroma cacao) seeds evaluated the synthesis of cellulose 
by the fungus F. subtropical, and this was considered a good 
producer of this enzyme (IE > 2), a similar result to that of the 
present study [17].

Production of protease by the isolates was classified as 
moderate according to their EI, with emphasis on Xylaria 
cubensis. Species of the genus Xylaria have been reported 
as good protease producers in enzyme screening stud-
ies [73, 82]. Protease and chitinase are synthesized by 
endophytic fungi in nature when they compete with other 
microorganisms for an ecological niche, as these enzymes 
degrade the hyphae cell walls of pathogenic microorgan-
isms [83].

Cellulase and protease enzymes were detected in less than 
40% of endophytic fungi. This may be related to the fact that 
the plant-endophyte interaction was highly dependent on host 
species, tissue, plant age, and climatic conditions, which can 
influence the biology of the fungi and, consequently, the pro-
duction of these enzymes [82]. The synthesis of these enzymes 
by endophytic isolates of Viola odorata [84] and medicinal 
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plants [82] demonstrated that the production of cellulase and 
protease by fungi did not exceed 33 and 37%, respectively, in 
both studies.

Conclusions

The diversity of endophytic fungi from different rubber tree 
clones is dependent on the genotype, and they are promis-
ing antagonists by competition with plant pathogens, and 
resources for industrial applications owing to their ability to 
hydrolyze several enzymes. These microorganisms can be a 
source for new metabolites used in biocontrol, and enzymes 
of industrial interest [85]. Studies aimed at increasing the 
production of enzymes by these fungi can provide highly 
efficient strains that will be used in industrial processes in 
the future.

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s42770- 022- 00709-1.

Acknowledgements The authors thank to Dr. Ewerton Cordeiro and 
Embrapa Amazônia Ocidental for collecting the Hevea samples and to 
CAPES for research support and for the scholarship of the first author.

Author contribution Conceptualization: Bentes, JLS. Investigation: 
Amaral, AO; Ferreira, AFTAF; and Bentes, JLS. Data curation: Fer-
reira, AFTAF; Amaral, AO; and Bentes, JLS. Writing: Amaral, AO, 
Ferreira, AFTAF; and Bentes, JLS. Funding: Bentes, JLS.

Funding This research was funded by the Coordenação de Aper-
feiçoamento de Pessoal de Nível Superior (CAPES) project Pró-
Amazônia n◦ 3287/13.

Data availability Not applicable.

Code availability Not applicable.

Declarations 

Ethics approval Not applicable.

Consent to participate Not applicable.

Consent for publication Not applicable.

Conflict of interest The authors declare no competing interests.

References

 1. Hirata Y, Kondo H, Ozawa Y (2014) Natural rubber (NR) for the 
tyre industry. In: Kohjiya S, Ikeda Y (eds) Chemistry, manufacture 
and applications of natural rubber, 1st edn. Elsevier, Cambridge, 
pp 325–352

 2. Priyadarshan PM (2017) Biology of Hevea Rubber. Springer, 
Cham

 3. Da Costaa RB, Gonçalves PS, Rímol AO, Arruda EJ (2001) Mel-
horamento e conservação genética aplicados ao desenvolvimento 
local – o caso da seringueira (Hevea sp.). Interações 1:51–58

 4. da Hora Júnior BT, de Macedo DM, Barreto RW, Evans HC, Mat-
tos CRR, Maffia LA, Mizubuti ES (2014) Erasing the past: a new 
identity for the Damoclean pathogen causing South American 
Leaf Blight of rubber. PLoS ONE 9:1–12. https:// doi. org/ 10. 1371/ 
journ al. pone. 01047 50

 5. Gasparotto L, Pereira JCR (2012) Doenças da seringueira no Bra-
sil. EMBRAPA, Brasília

 6. Guyot J, Le Guen V (2018) A review of a century of stud-
ies on South American leaf blight of the rubber tree. Plant Dis 
102:1052–1065. https:// doi. org/ 10. 1094/ PDIS- 04- 17- 0592- FE

 7. Zou X, Zhu X, Zhu P, Singh AK, Zakari S, Yang B, Chen C, Liu 
W (2021) Soil quality assessment of different Hevea brasilien-
sis plantations in tropical China. J Environ Manag 285:112147. 
https:// doi. org/ 10. 1016/j. jenvm an. 2021. 112147

 8. Rivano F, Mattos CRR, Cardoso SEA, Martinez M, Cevallos V, 
Guen VC, Garcia D (2013) Breeding Hevea brasiliensis for yield, 
growth and SALB resistance for high disease environments. Ind 
Crops Prod 44:659–670. https:// doi. org/ 10. 1016/j. indcr op. 2012. 
09. 005

 9. Angelo PCS, Yamagishi MEB, Cruz JC, Silva GF, Gasparotto 
L (2020) Differential expression and structural polymorphism in 
rubber tree genes related to South American leaf blight resistance. 
Physiol Mol Plant Path 110:1–12. https:// doi. org/ 10. 1016/j. pmpp. 
2020. 101477

 10. Moraes VHF, Moraes LAC (2008) Desempenho de clones de copa 
de seringueira resistentes ao mal-das-folhas. Pesq Agropec Bras 
43:1495–1500. https:// doi. org/ 10. 1590/ S0100- 204X2 00800 11000 
07

 11. Rocha ACS, Garcia D, Uetanabaro APT, Carneiro RTO, Araújo 
IS, Mattos CRR, Góes-Neto A (2011) Foliar endophytic fungi 
from Hevea brasiliensis and their antagonism on Microcy-
clus ulei. Fungal Divers 47:75–84. https:// doi. org/ 10. 1007/ 
s13225- 010- 0044-2

 12. Schulz B, Boyle C (2005) The endophytic continuum. Mycol Res 
109:661–686. https:// doi. org/ 10. 1017/ S0953 75620 50027 3X

 13. Petrini O (1991) Fungal endophytes of tree leaves. In: Andrews 
JH, Hirano SS (eds) Microbial ecology of leaves, 1st edn. 
Springer, New York, pp 179–197

 14. Backman PA, Sikora RA (2008) Endophytes: an emerging tool for 
biological control. Biol Control 46:1–3. https:// doi. org/ 10. 1016/j. 
bioco ntrol. 2008. 03. 009

 15. Gazis R, Chaverri P (2010) Diversity of fungal endophytes in 
leaves and stems of wild rubber trees (Hevea brasiliensis) in Peru. 
Fungal Ecol 3:240–254. https:// doi. org/ 10. 1016/j. funeco. 2009. 12. 
001

 16. Gazis R, Chaverri P (2015) Wild trees in the Amazon basin har-
bor a great diversity of beneficial endosymbiotic fungi: is this 
evidence of protective mutualism? Fungal Ecol 17:18–29. https:// 
doi. org/ 10. 1016/j. funeco. 2015. 04. 001

 17. Araújo KS, Brito VN, Veloso TGR, Leite TS, Pereira OL, Mizu-
biti ESG, Queiroz MV (2018) Diversity of culturable endophytic 
fungi of Hevea guianensis: a latex producer native tree from the 
Brazilian Amazon. Afr J Microbiol Res 12:953–964. https:// doi. 
org/ 10. 5897/ AJMR2 018. 8980

 18. Gazis R, Miadlikowska J, Luztoni F, Arnold AE, Chaverri P 
(2012) Culture-based study of endophytes associated with rubber 
trees in Peru reveals a new class of Pezizomycotina: Xylonomy-
cetes. Mol Phylogenet Evol 65:294–304. https:// doi. org/ 10. 1016/j. 
ympev. 2012. 06. 019

 19. Chaverri P, Gazis RO, Samuels GJ (2011) Trichoderma amazoni-
cum, a new endophytic species on Hevea brasiliensis and H. guia-
nensis from the Amazon basin. Mycologia 103:139–151. https:// 
doi. org/ 10. 3852/ 10- 078

869Brazilian Journal of Microbiology (2022) 53:857–872

https://doi.org/10.1007/s42770-022-00709-1
https://doi.org/10.1371/journal.pone.0104750
https://doi.org/10.1371/journal.pone.0104750
https://doi.org/10.1094/PDIS-04-17-0592-FE
https://doi.org/10.1016/j.jenvman.2021.112147
https://doi.org/10.1016/j.indcrop.2012.09.005
https://doi.org/10.1016/j.indcrop.2012.09.005
https://doi.org/10.1016/j.pmpp.2020.101477
https://doi.org/10.1016/j.pmpp.2020.101477
https://doi.org/10.1590/S0100-204X2008001100007
https://doi.org/10.1590/S0100-204X2008001100007
https://doi.org/10.1007/s13225-010-0044-2
https://doi.org/10.1007/s13225-010-0044-2
https://doi.org/10.1017/S095375620500273X
https://doi.org/10.1016/j.biocontrol.2008.03.009
https://doi.org/10.1016/j.biocontrol.2008.03.009
https://doi.org/10.1016/j.funeco.2009.12.001
https://doi.org/10.1016/j.funeco.2009.12.001
https://doi.org/10.1016/j.funeco.2015.04.001
https://doi.org/10.1016/j.funeco.2015.04.001
https://doi.org/10.5897/AJMR2018.8980
https://doi.org/10.5897/AJMR2018.8980
https://doi.org/10.1016/j.ympev.2012.06.019
https://doi.org/10.1016/j.ympev.2012.06.019
https://doi.org/10.3852/10-078
https://doi.org/10.3852/10-078


1 3

 20. Gazis R, Skaltsas D, Chaverri P (2014) Novel endophytic lineages 
of Tolypocladium provide new insights into the ecology and evolu-
tion of Cordyceps-like fungi. Mycologia 106:1090–1105. https:// 
doi. org/ 10. 3852/ 13- 346

 21. Rodriguez P, Gonzalez D, Giordano SR (2017) Endophytic micro-
organisms: a source of potentially useful biocatalysts. J Mol Catal 
B Enzym 133:S569–S581. https:// doi. org/ 10. 1016/j. molca tb. 2017. 
02. 013

 22. Saetang P, Rukachaisirikul V, Phongpaichit S, Preedanon S, Saka-
yaroj J, Borwornpinyo S, Seemakhan S, Muanprasat C (2017) 
Depsidones and an α-pyrone derivative from Simpilcillium sp. 
PSU-H41, an endophytic fungus from Hevea brasiliensis leaf. 
Phytochemistry 143:115–123. https:// doi. org/ 10. 1016/j. phyto 
chem. 2017. 08. 002

 23. Saravanakumar K, Yu C, Dou K, Wang M, Li Y, Chen J (2016) 
Synergistic effect of Trichoderma-derived antifungal metabo-
lites and cell wall degrading enzymes on enhanced biocontrol of 
Fusarium oxysporum f. sp. cucumerinum. Bio Control 94:37–46. 
https:// doi. org/ 10. 1016/j. bioco ntrol. 2015. 12. 001

 24. González-Teuber M (2016) The defensive role of foliar endophytic 
fungi for a South American tree. AoB Plants 8:1–9. https:// doi. 
org/ 10. 1093/ aobpla/ plw050

 25. Rathod D, Dar M, Gade A, Shrivastava RB, Rai M, Varma A 
(2013) Microbial endophytes: progress and challenges. In: Chan-
dra S, Lata H, Varma A (eds) Biotechnology for Medicinal Plants, 
1st edn. Springer, Berlin, pp 101–121

 26. Choi YW, Hyde KD, Ho WH (1999) Single spore isolation of 
fungi. Fungal Divers 3:29–38

 27. Castellani A (1968) Maintenance and cultivation of common path-
ogenic fungi of man in sterile distilled water. Further research. J 
Trop Med Hyg 70:181–184

 28. Doyle JJ, Doyle JL (1987) A rapid DNA isolation procedure for 
small quantities of fresh leaf tissue. Phytochem Bull 19:11–15

 29. Schoch CL, Seifert KA, Huhndorf S, Robert V, Spouge JL, Lev-
esque CA, Chen W (2012) Nuclear ribosomal internal transcribed 
spacer (ITS) region as a universal DNA barcode marker for fungi. 
Proc Natl Acad Sci 109:6241–6246. https:// doi. org/ 10. 1073/ pnas. 
11170 18109

 30. White TJ, Bruns T, Lee S, Taylor JW (1990) Amplification and 
direct sequencing of fungal ribosomal RNA genes for phylogenet-
ics. In: Innis MA, Gelfand DH, Sninsky JJ, White TJ (eds) PCR 
protocols: a guide to methods and applications, 1st edn. Academic 
Press, New York, pp 315–322

 31. Dun IS, Blattner FR (1987) Charons 36 to 40: multi enzyone, 
high capacity, recombination deficient replacement vectors with 
polylinkers and ploystuffers. Nucleic Acids Res 15:2677–2698. 
https:// doi. org/ 10. 1093/ nar/ 15.6. 2677

 32. Hepperle D (2004) SeqAssem©. A sequence analysis tool, con-
tig assembler and trace data visualization tool for molecular 
sequences. http:// www. seque ntix. de. Accessed 12 March 2020

 33. Thompson JD, Gibson TJ, Plewniak F, Jeanmougin F, Higgings 
DG (1997) The CLUSTAL_X windows interface: flexible strate-
gies for multiple sequence alignment aided by quality analysis 
tools. Nucleic Acids Res 25:4876–4882. https:// doi. org/ 10. 1093/ 
nar/ 25. 24. 4876

 34. Kumar S, Stecher G, Tamura K (2016) MEGA7: molecular evo-
lutionary genetics analysus version 7.0. Mol Biol Evol 33:1870–
1874. https:// doi. org/ 10. 1093/ molbev/ msw054

 35. Nilsson RH, Larsson KH, Taylor AFS et al (2019) The UNITE 
database for molecular identification of fungi: handling dark 
taxa and parallel taxonomic classifications. Nucleic Acids Res 
47:D259–D264. https:// doi. org/ 10. 1093/ nar/ gky10 22

 36. Stamatakis A (2014) RAxML version 8: a tool for phylogenetic 
analysis and post-analysis of large phylogenies. Bioinform Appl 
30:1312–1313. https:// doi. org/ 10. 1093/ bioin forma tics/ btu033

 37 Miller MA, Pfeiffer W, Schwartz T (2011) The CIPRES science 
gateway: a community resource for phylogenetic analyses. In: 
Miller MA, Pfeiffer W, Schwartz T (eds) Proceedings of the 2011 
TeraGrid Conference: extreme digital discovery. Association of 
Computing Machinery, Nova York, pp 1–8

 38. Wickham H (2016) GGPLOT2: elegant graphics for data analysis. 
Springer-Verlag, New York

 39. R Core Team (2020) R: A language and environment for statisti-
cal computing. R Foundation for Statistical Computing [Internet]. 
https:// www.r- proje ct. org. Accessed 25 May 2020

 40. Chao A, Gotelli NJ, Hsieh TC, Sander EL, Ma KH, Colwell RK, 
Ellison AM (2014) Rarefaction and extrapolation with Hill num-
bers: a framework for sampling and estimation in species diver-
sity studies. Ecol Monogr 84:45–67. https:// doi. org/ 10. 1890/ 
13- 0133.1

 41. Hill MO (1973) Diversity and evenness: a unifying notation and 
its consequences. Ecology 54:427–432. https:// doi. org/ 10. 2307/ 
19343 52

 42. Oksanen J, Blanchet FG, Friendly M et al (2019) Vegan: com-
munity ecology package. R Foundation for Statistical Computing 
[Internet]. https:// CRAN.R- proje ct. org/ packa ge= vegan. Accessed 
24 September 2020

 43 Hsieh TC, Ma KH, Chao A (2016) iNEXT: An R package for 
rarefaction and extrapolation of species diversity (Hill numbers). 
Meth Ecol Evol 7:1451–1456. https:// doi. org/ 10. 1111/ 2041- 210X. 
12613

 44. Dennis C, Webster J (1971) Antagonistic properties of species-
groups of Trichoderma: I. Production of non-volatile antibiotics. 
Trans Brit Mycol Soc 571:25–33. https:// doi. org/ 10. 1016/ S0007- 
1536(71) 80077-3

 45. Lee JM, Tan WS, Ting ASY (2014) Revealing the antimicrobial 
and enzymatic potentials of culturable fungal endophytes from 
tropical pitcher plants (Nepenthes spp.). Mycosphere 5:364–377. 
https:// doi. org/ 10. 5943/ mycos phere/5/ 2/ 10

 46. Mendiburu dF (2013) Statistical procedures for agricultural 
research. Package ‘Agricolae’ version 1.4–46. Comprehensive R 
Archive Network, Institute for Statistics and Mathematics, Vienna, 
Austria. http:// cran.r- proje ct. org/ web/ packa ges/ agric olae/ agric 
olae. pdf. Accessed 19 May 2020

 47. Novo MT, Casanoves M, Garcia-Vallvé S, Pujudas G, Mulero M, 
Valls C (2016) How do detergents work? A qualitative assay to 
measure amylase activity. J Biol Educ 50:251–260. https:// doi. org/ 
10. 1080/ 00219 266. 2015. 10588 43

 48. Benoliel B, Torres FAG, De Moraes LMP (2013) A novel prom-
ising Trichoderma harzianum strain for the production of a cel-
lulolytic complex using sugarcane bagasse in natura. Springerplus 
2:1–7. https:// doi. org/ 10. 1186/ 2193- 1801-2- 656

 49. Sobral LV, Melo KY, Souza CM, Silva SF, Silva GLR, Wanderley 
KAA, Oliveira IS, Cruz R (2017) Antimicrobial and enzymatic 
activity of anemophilous fungi of a public university in Brazil. 
An Acad Bras Ciênc 89:2327–2340. https:// doi. org/ 10. 1590/ 0001- 
37652 01720 160903

 50. Toghueo RMK et al (2017) Enzymatic activity of endophytic 
fungi from the medicinal plants Terminalia catappa, Terminalia 
mantaly and Cananga odorata. S Afr J Bot 109:146–153

 51. Florencio C, Couri S, Farinas CS (2012) Correlation between 
agar plate screening and solid-state fermentation for the predic-
tion of cellulase production by Trichoderma strains. Enzyme Res 
2012:1–7. https:// doi. org/ 10. 1155/ 2012/ 793708

 52. Hankin L, Anagnostakis SL (1975) The use of solid media for 
detection of enzyme production by fungi. Mycologia 67:597–607. 
https:// doi. org/ 10. 1080/ 00275 514. 1975. 12019 782

 53. Pujade-Renaud V, Déon M, Gazis R, Ribeiro S, Dessailly F, 
Granet F, Chaverri P (2019) Endophytes from wild rubber 
trees as antagonists of the pathogen Corynespora cassiicola. 

870 Brazilian Journal of Microbiology (2022) 53:857–872

https://doi.org/10.3852/13-346
https://doi.org/10.3852/13-346
https://doi.org/10.1016/j.molcatb.2017.02.013
https://doi.org/10.1016/j.molcatb.2017.02.013
https://doi.org/10.1016/j.phytochem.2017.08.002
https://doi.org/10.1016/j.phytochem.2017.08.002
https://doi.org/10.1016/j.biocontrol.2015.12.001
https://doi.org/10.1093/aobpla/plw050
https://doi.org/10.1093/aobpla/plw050
https://doi.org/10.1073/pnas.1117018109
https://doi.org/10.1073/pnas.1117018109
https://doi.org/10.1093/nar/15.6.2677
http://www.sequentix.de
https://doi.org/10.1093/nar/25.24.4876
https://doi.org/10.1093/nar/25.24.4876
https://doi.org/10.1093/molbev/msw054
https://doi.org/10.1093/nar/gky1022
https://doi.org/10.1093/bioinformatics/btu033
https://www.r-project.org
https://doi.org/10.1890/13-0133.1
https://doi.org/10.1890/13-0133.1
https://doi.org/10.2307/1934352
https://doi.org/10.2307/1934352
https://CRAN.R-project.org/package=vegan
https://doi.org/10.1111/2041-210X.12613
https://doi.org/10.1111/2041-210X.12613
https://doi.org/10.1016/S0007-1536(71)80077-3
https://doi.org/10.1016/S0007-1536(71)80077-3
https://doi.org/10.5943/mycosphere/5/2/10
http://cran.r-project.org/web/packages/agricolae/agricolae.pdf
http://cran.r-project.org/web/packages/agricolae/agricolae.pdf
https://doi.org/10.1080/00219266.2015.1058843
https://doi.org/10.1080/00219266.2015.1058843
https://doi.org/10.1186/2193-1801-2-656
https://doi.org/10.1590/0001-3765201720160903
https://doi.org/10.1590/0001-3765201720160903
https://doi.org/10.1155/2012/793708
https://doi.org/10.1080/00275514.1975.12019782


1 3

Phytopathology 109:1888–1899. https:// doi. org/ 10. 1094/ 
PHYTO- 03- 19- 0093-R

 54. Vaz ABM, Fonseca PLC, Badotti F (2018) A multiscale study of 
fungal endophyte communities of the foliar endosphere of native 
rubber trees in Eastern Amazon. Sci Rep 8:1–11

 55 Santos C, Silva BNS, Ferreira ATAF, Santos C, Lima N, Bentes 
JLS (2020) Fungal endophytic community associated with guar-
ana (Paullinia cupana var. Sorbilis): diversity driver by genotypes 
in the centre of origin. J Fungi 6:123. https:// doi. org/ 10. 3390/ 
jof60 30123

 56. Arnold AE, Herre EA (2003) Canopy cover and leaf age affect 
colonization by tropical fungal endophytes: ecological pattern and 
process in Theobroma cacao (Malvaceae). Mycol 95:388–398. 
https:// doi. org/ 10. 1080/ 15572 536. 2004. 11833 083

 57. Arnold AE, Lutzoni F (2007) Diversity and host range of foliar 
fungal endophytes: are tropical leaves biodiversity hotspots? Ecol-
ogy 88:541–549. https:// doi. org/ 10. 1890/ 05- 1459

 58. Ko TWK, Stepheson SL, Bahkali AH, Hyde KD (2011) From 
morphology to molecular biology: can we use sequence data to 
identify fungal endophytes? Fungal Divers 50:113–120. https:// 
doi. org/ 10. 1007/ s13225- 011- 0130-0

 59. Hanson CA, Fuhrman JA, Horner-Devine MC, Martiny JBH 
(2012) Beyond biogeographic patterns: processes shaping the 
microbial landscape. Nat Rev Microbiol 10:497–506. https:// doi. 
org/ 10. 1038/ nrmic ro2795

 60. Bálint M, Tiffin P, Hallström B, O’Hara RB, Olson MS, 
Fankhauser JD, Piepenbring M, Schmitt I (2013) Host genotype 
shapes the foliar fungal microbiome of balsam poplar (Populus 
balsamifera). PLoS ONE 8(1):e53987. https:// doi. org/ 10. 1371/ 
journ al. pone. 00539 87

 61. Vieira WAS, Michereff SJ, Morais MA, Hyde KD, Câmara MPS 
(2014) Endophytic species of Colletotrichum associated with 
mango in northeastern Brazil. Fungal Divers 67:181–202. https:// 
doi. org/ 10. 1007/ s13225- 014- 0293-6

 62. Cao X, Xu X, Che H, West JS, Luo D (2019) Three Colletotrichum 
species, including a new species, are associated to leaf anthrac-
nose of rubber tree in Hainan, China. Plant Dis 103:117–124. 
https:// doi. org/ 10. 1094/ PDIS- 02- 18- 0374- RE

 63. Farr DF, Rossman AY (2021) Fungal Databases. U.S. National 
Fungus Collections, ARS, USDA. https:// nt. ars- grin. gov/ funga 
ldata bases/ index. cfm. Accessed 9 June 9 2021

 64. Cannon PF, Damm U, Johnston PR, Weir BS (2012) Colletotri-
chum–current status and future directions. Stud Mycol 73:181–
213. https:// doi. org/ 10. 3114/ sim00 14

 65. Huang LQ, Niu YC, Su L, Deng H, Lyu H (2020) The potential of 
endophytic fungi isolated from cucurbit plants for biocontrol of 
soilborne fungal diseases of cucumber. Microbiol Res 231:1–12. 
https:// doi. org/ 10. 1016/j. micres. 2019. 126369

 66. Chow YY, Rahman S, Ting ASY (2018) Interaction dynamics 
between endophytic biocontrol agents and pathogen in the host 
plant studied via quantitative real-time polymerase chain reac-
tion (qPCR) approach. Biol Control 125:44–49. https:// doi. org/ 
10. 1016/j. bioco ntrol. 2018. 06. 010

 67. Cardoso JE, Fonseca QL, Viana FMP, Ootani MA, Araújo FSA, 
Brasil SOS, Mesquita ALM, Lima CS (2019) First report of 
Cophinforma atrovirens causing stem rot and dieback of cashew 
plants in Brazil. Plant Dis 103:1772–1772. https:// doi. org/ 10. 
1094/ PDIS- 09- 18- 1574- PDN

 68 KhruengsaI S, Tanapichatsakul C, Insawang S, Hongsanan S, 
Pripdeevech P (2019) Antifungal activity and chemical composi-
tion of endophytic fungus phanerochaete sp MFLUCC16–0609’. 
Farmacia 67:610–615. https:// doi. org/ 10. 31925/ farma cia. 
2019.4.8

 69. Li P, Chen J, Li Y, Zhang K, Wang H (2017) Possible mech-
anisms of control of Fusarium wilt of cut chrysanthemum 

by Phanerochaete chrysosporium in continuous cropping 
fields: a case study. Sci Rep 7:1–13. https:// doi. org/ 10. 1038/ 
s41598- 017- 16125-7

 70. Niaz SI, Khan D, Naz R, Safdar K, Abidin SZU, Khan IL, Gul R, 
Khan WU, Khan MAU, Lan L (2020) Antimicrobial and antioxi-
dant chlorinated azaphilones from mangrove Diaporthe perseae 
sp. isolated from the stem of Chinese mangrove Pongamia pin-
nata. J Asian Nat Prod Res. https:// doi. org/ 10. 1080/ 10286 020. 
2020. 18358 72

 71. Specian V, Sarragioto MH, Pamphile JA, Clemente E (2012) 
Chemical characterization of bioactive compounds from the 
endophytic fungus Diaporthe helianthi isolated from Luehea 
divaricata. Braz J Microbiol 43:1174–1182. https:// doi. org/ 10. 
1590/ S1517- 83822 01200 03000 45

 72. Mandal S, Banerjee D (2019) Proteases from endophytic fungi 
with potential industrial applications. In: Yadav A, Mishra S, 
Singh S, Gupta A (eds) Recent Advancement in White Bio-
technology Through Fungi, Fungal Biology. Springer Cham, 
Berlin, pp 319–359. https:// doi. org/ 10. 1007/ 978-3- 030- 10480-
1_ 10

 73. Corrêa RCG, Rhoden SA, Mota TR, Azevedo JL, Pamphile JA, 
Souza CGM, Polizeli MLTM, Bracht A, Peralta RM (2014) Endo-
phytic fungi: expanding the arsenal of industrial enzyme produc-
ers. J Ind Microbiol Biotechnol 41:1467–1478. https:// doi. org/ 10. 
1007/ s10295- 014- 1496-2

 74. Shubha J, Srinivas C (2017) Diversity and extracellular enzymes 
of endophytic fungi associated with Cymbidium aloifolium L. 
Afr J Biotechnol 16:2248–2258. https:// doi. org/ 10. 5897/ AJB20 
17. 16261

 75. Velho AC, Mondino P, Stadnik MJ (2018) Extracellular enzymes 
of Colletotrichum fructicola isolates associated to apple bitter rot 
and Glomerella leaf spot. Mycology 9:145–154. https:// doi. org/ 
10. 1080/ 21501 203. 2018. 14645 25

 76. Patil MG, Pagare J, Patil SN, Sidhu AK (2015) Extracel-
lular enzymatic activities of endophytic fungi isolated from 
various medicinal plants. Int J Curr Microbiol App Sci 
4:1035–1042

 77. Tan JS, Abbasiliasi S, Ariff AB, Ng HS, Bakar MHA, Chow YH 
(2018) Extractive purification of recombinant thermostable lipase 
from fermentation broth of Escherichia coli using an aqueos poly-
ethylene glycol impregnated resin system. 3 Biotech 8:288. https:// 
doi. org/ 10. 1007/ s13205- 018- 1295-y

 78. Contesini FJ, Calzad F, Madeira JS, Rubio MV, Zubieta MP, Melo 
RR, Gonçalves TA (2016) Aspergillus lipases: biotechnological 
and industrial application. In: Mérillon JM, Ramawat K (eds) Fun-
gal Metabolites, 1st edn. Springer, Cham, pp 639–666

 79. Amirita A, Sindhu P, Swetha J, Vasanthi NS, Kannan KP 
(2012) Enumeration of endophytic fungi from medicinal plants 
and screening of extracellular enzymes. World J Sci Technol 
2:13–19

 80 Looney B, Miyauchi S, Morin E, Drulla E, Courty PE et al (2021) 
Evolutionary priming and transition to the ectomycorrhizal habit 
in an iconic lineage of mushroom-forming fungi: is preadaptation 
a requirement? bioRxiv 2:688. https:// doi. org/ 10. 1101/ 2021. 02. 
23. 432530

 81. Deswal D, Khasa YP, Kuhad RC (2011) Optimization of cellu-
lase production by a brown rot fungus Fomitopsis sp. RCK2010 
under solid state fermentation. Bioresour Technol 102:6065–6072. 
https:// doi. org/ 10. 1016/j. biort ech. 2011. 03. 032

 82. Sunitha VH, Nirmala DD, Srinivas C (2013) Extracellular enzy-
matic activity of endophytic fungal strains isolated from medici-
nal plants. World J Agric Sci 9:1–9. https:// doi. org/ 10. 5829/ idosi. 
wjas. 2013.9. 1. 72148

 83. Almeida FBdR, Cerqueira FM, Silva RdN, Ulhoa CJ, Lima AL 
(2007) Mycoparasitism studies of Trichoderma harzianum strains 
against Rhizoctonia solani: evaluation of coiling and hydrolytic 

871Brazilian Journal of Microbiology (2022) 53:857–872

https://doi.org/10.1094/PHYTO-03-19-0093-R
https://doi.org/10.1094/PHYTO-03-19-0093-R
https://doi.org/10.3390/jof6030123
https://doi.org/10.3390/jof6030123
https://doi.org/10.1080/15572536.2004.11833083
https://doi.org/10.1890/05-1459
https://doi.org/10.1007/s13225-011-0130-0
https://doi.org/10.1007/s13225-011-0130-0
https://doi.org/10.1038/nrmicro2795
https://doi.org/10.1038/nrmicro2795
https://doi.org/10.1371/journal.pone.0053987
https://doi.org/10.1371/journal.pone.0053987
https://doi.org/10.1007/s13225-014-0293-6
https://doi.org/10.1007/s13225-014-0293-6
https://doi.org/10.1094/PDIS-02-18-0374-RE
https://nt.ars-grin.gov/fungaldatabases/index.cfm
https://nt.ars-grin.gov/fungaldatabases/index.cfm
https://doi.org/10.3114/sim0014
https://doi.org/10.1016/j.micres.2019.126369
https://doi.org/10.1016/j.biocontrol.2018.06.010
https://doi.org/10.1016/j.biocontrol.2018.06.010
https://doi.org/10.1094/PDIS-09-18-1574-PDN
https://doi.org/10.1094/PDIS-09-18-1574-PDN
https://doi.org/10.31925/farmacia.2019.4.8
https://doi.org/10.31925/farmacia.2019.4.8
https://doi.org/10.1038/s41598-017-16125-7
https://doi.org/10.1038/s41598-017-16125-7
https://doi.org/10.1080/10286020.2020.1835872
https://doi.org/10.1080/10286020.2020.1835872
https://doi.org/10.1590/S1517-83822012000300045
https://doi.org/10.1590/S1517-83822012000300045
https://doi.org/10.1007/978-3-030-10480-1_10
https://doi.org/10.1007/978-3-030-10480-1_10
https://doi.org/10.1007/s10295-014-1496-2
https://doi.org/10.1007/s10295-014-1496-2
https://doi.org/10.5897/AJB2017.16261
https://doi.org/10.5897/AJB2017.16261
https://doi.org/10.1080/21501203.2018.1464525
https://doi.org/10.1080/21501203.2018.1464525
https://doi.org/10.1007/s13205-018-1295-y
https://doi.org/10.1007/s13205-018-1295-y
https://doi.org/10.1101/2021.02.23.432530
https://doi.org/10.1101/2021.02.23.432530
https://doi.org/10.1016/j.biortech.2011.03.032
https://doi.org/10.5829/idosi.wjas.2013.9.1.72148
https://doi.org/10.5829/idosi.wjas.2013.9.1.72148


1 3

enzyme production. Biotechnol Lett 29:1189–1193. https:// doi. 
org/ 10. 1007/ s10529- 007- 9372-z

 84. Katoch M, Pull S (2017) Endophytic fungi associated with 
Monarda citriodora, an aromatic and medicinal plant and their 
biocontrol potential. Pharma biol 55:1528–1535. https:// doi. org/ 
10. 1080/ 13880 209. 2017. 13090 54

 85. Kango N, Jana UK, Choukade R (2019) Fungal enzymes: source 
and biotechnological applications. In: Satyanarayana T, Desh-
mukh S, Deshpande MV (eds) Advancing frontiers in mycology 
& mycotechnology, 1st edn. Springer, Singapore, pp 515–538

Publisher's note Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

872 Brazilian Journal of Microbiology (2022) 53:857–872

https://doi.org/10.1007/s10529-007-9372-z
https://doi.org/10.1007/s10529-007-9372-z
https://doi.org/10.1080/13880209.2017.1309054
https://doi.org/10.1080/13880209.2017.1309054

	Fungal endophytic community associated with Hevea spp.: diversity, enzymatic activity, and biocontrol potential
	Abstract
	Introduction
	Materials and methods
	Sampling, isolation, and preservation of fungi
	Extraction of genomic DNA
	PCR and Sanger sequencing
	Phylogenetic analysis
	Diversity and taxonomic composition
	Dual culture tests
	Determination of enzymatic activity

	Results
	Isolation and molecular identification
	Taxonomic composition and alpha diversity
	In vitro antagonism tests
	Enzymatic activity

	Discussion
	Inhibition of mycelial growth of C. cassiicola and C. gloeosporioides
	Production of extracellular enzymes

	Conclusions
	Acknowledgements 
	References


