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Short Communication
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Saprophytic Basidiomycotina Fungi
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Fungi grow under humid conditions and are, therefore, prone to biofilm infections. A 16S rRNA fingerprint analysis was 
performed on 49 sporocarps of Basidiomycotina in order to determine whether they are able to control these biofilms. Ninety-five 
bacterial phylotypes, comprising 4 phyla and 10 families, were identified. While ectomycorrhizal fungi harbored the highest 
bacterial diversity, saprophytic fungi showed little or no association with bacteria. Seven fungal species were screened for 
antimicrobial and antibiofilm activities. Biofilm formation and bacterial growth was inhibited by extracts obtained from saprophytic 
fungi, which confirmed the hypothesis that many fungi modulate biofilm colonization on their sporocarps.
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Fungi are a large group of organisms that colonize a multi-
tude of habitats. Mycelia and fruiting bodies contribute dif-
ferently to the life cycle of a fungus, in which vegetative 
mycelia are responsible for substrata colonization and 
nutrient uptake and the fruiting bodies, typically short-lived 
forms, are involved in reproduction. Bacteria and fungi have 
co-existed for billions of years, sharing the same ecological 
niches and often depending on each other. They have estab-
lished complex relationships, which can be either beneficial 
or deleterious (1, 16). To modulate those interactions with 
their friendly and unfriendly counterparts, fungi rely on their 
chemical self-defense mechanisms, which confer protection 
against environmental threats (2, 11, 16, 17).

A broad range of molecules, varying from simple to highly 
complex structures, has been isolated as fungal products. 
These metabolites are biosynthesized for specialized physio-
logical, social, or protective reasons, and confer environmen-
tal advantages to the producer. Since penicillin’s discovery, 
the importance of fungal metabolites in the search for new 
drugs became evident. However, no screening approaches 
that consider fungal-bacteria ecological aspects have yet been 
performed. Previous studies on these interactions have been 
restricted to culturable bacteria isolated from the fruiting 
bodies of symbiotic and economically important species (9, 
12, 19, 21).

In the present study, the compositions of bacterial commu-
nities associated with 49 Basidiomycotina fruiting bodies, 
both saprophytic and ectomycorrhizal, were analyzed using a 
DNA fingerprint method (see Table S1 for fungal species, 
collection venues, and GenBank sequences accession num-
bers). In addition, some of those fungal species were used to 
screen for antimicrobial and antibiofilm compounds.

A single-strand conformation polymorphism (SSCP) analy-
sis was employed to evaluate fungal-associated bacterial 
communities. The fungi collected were identified according 

to their morphological characteristics, and included one indi-
vidual of each species submitted to ITS region sequencing. In 
the SSCP analysis, DNA was extracted from a mushroom 
pileus skin fragment using FastDNA Spin kit for Soil (MP 
Biomedicals) and quantified with a NanoDrop spectropho-
tometer. PCR reactions were performed using the primer set 
27F-521R, generating a fragment of approximately 500 bp 
(15, 22). Although a sufficient amount of DNA was yielded, 
19 fungal strains did not show bacterial DNA amplification. 
The SSCP fingerprints of the remaining 30 samples allowed 
for the quantification of 118 bacterial phylotypes. The highest 
bacterial diversity was associated with the ectomycorrhizal 
fungi Boletus spp. and Russula emetica. Remarkably, only 3 
out of the 17 Coprinus comatus specimens harbored bacteria 
(Fig. 1).

To identify the members of these communities, the identi-
ties of the 16S rRNA consensus sequences obtained were 
confirmed using the Seqmatch feature available at the RDP-II 
database (5). Multiple sequence alignments were performed 
using the program Muscle, provided in the software SeaView 
4.0 (8). MEGA 5.0 was used to construct phylogenetic trees 
using the neighbor-joining method together with the Jukes–
Cantor model and pairwise deletion of gaps to calculate the 
evolutionary distance (18). A total of 1,000 bootstrap replica-
tions were executed to test for branch robustness. DECIPHER 
was employed to search for chimeras (23) and the sequences 
were deposited in GenBank.

SSCP fingerprinting led to the identification of 95 phylotypes, 
grouped into 4 phyla and 10 families: 56 Gammaproteobacteria 
(34 Enterobactereaceae, 20 Pseudomonadaceae, 1 Moraxellaceae, 
and 1 Xanthomonadaceae), 21 Alphaproteobacteria (15 
Rhizobiaceae, 5 Bradyrhizobiaceae, and 1 Acetobactereaceae), 
13 Betaproteobacteria (3 Burkholderiaceae and 10 
Oxalobactereaceae) and 5 Bacteroidetes, all belonging to 
Flavobacteraceae (Fig. S1). The sequences of the 23 remaining 
phylotypes (2 OTU1, 1 OTU2, 9 OTU3, 10 OTU4, and 1 
OTU5) displayed a low resolution, thereby preventing their 
phylogenetic placement. To investigate specific bacterial- 
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fungal interactions, PRIMER 6 (v.6.1.6, PRIMER-E, Plymouth 
Marine Laboratory, UK) was used to perform a non-parametric 
multivariate statistical analysis (3, 4). A binary matrix was 
generated and subjected to a modified Bray–Curtis similarity 
measure in order to compare the presence/absence of each of 
the 118 bacterial phylotypes distributed over the 30 mush-
room samples (13). The results are displayed as a dendrogram 
(Fig. S2).

Fifteen phylotypes, identified as Rhanella spp., were mostly 
associated with Boletus spp., while 20 rRNA sequences, 
identified as Pseudomonas spp., showed a broad distribution 
between the analyzed fungal genera. Interestingly, the phylo-
types at Russula emetica fruiting bodies showed a very close 
association with Rhizobiaceae. Regarding these individuals, 
15 bacterial phylotypes were detected, 13 of which belonged 
to Rhizobiaceae and 2 to Flavobacterium sp. Furthermore, 
communities associated with Boletus spp. possessed a high 
prevalence of Enterobactereaceae.

The term fungiphile was introduced to characterize 
bacteria that are often detected in association with fungi. 
Pseudomonas spp. and Rhanella spp. were identified from 
several mycosphere samples using DGGE (21). Previous 
studies on bacterial communities associated with hypho-
sphere soil and the fruiting body surfaces and internal tissues 
of ectomycorrhizal species, using culturable methods, showed 
a prevalence of Gram-negative bacteria (6, 24). A comparison 
of arbuscular mycorrhizal fungi-associated bacteria, considering 

both attached and non-attached communities, revealed that 
Gram-negatives were better hyphae colonizers (14). Warmink 
and van Elsas (20, 21) discussed the involvement of the type-
III secretion system (TTSS) on the bacterial cells binding to 
Laccaria proxima hyphae, particularly Pseudomonas spp. 
TTSS are virulence-associated systems that are widespread 
among symbiotic and pathogenic Proteobacteria, and are 
involved in interactions between bacteria and their respective 
hosts (7).

A preliminary screening for antimicrobial and antibiofilm 
activities was performed employing Boletus aestivalis, 
Coprinus comatus, Coprinopsis picaceae, Macrolepiota 
fuliginosa, Macrolepiota procera, and Russula emetica 
fruiting bodies. Fresh fruiting bodies were macerated and 
extracted with methanol overnight at 4°C in the dark. The 
solvent was removed under a vacuum at 37°C. Bacillus 
cereus DSM 626, Escherichia coli DSM 498, Pseudomonas 
aeruginosa PA 14, and Staphylococcus aureus DSM 1104 
were used to assess the Minimal inhibitory concentrations 
(MIC) of the crude extracts. Bacteria were inoculated in 
LB medium in 96-well microtiter plates and the extracts 
were added in serial dilutions, ranging from 7.8 µg mL−1 to 
1,000 µg mL−1. Plates were incubated at 37°C over 20 to 24 h. 
The minimal biofilm inhibitory concentrations (MBIC) of P. 
aeruginosa and S. aureus were also assessed. Both strains 
were allowed to grow on 96-well plates at 37°C in LB for P. 
aeruginosa and casein-soja-peptone (CASO) broth for S. 

Fig. 1. Number of bacterial phylotypes detected on 49 mushrooms hats. The details of a SSCP gel are shown in the insert. (E)–Ectomycorrhizal 
and (S)–Saprophytic.
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aureus, together with the mushroom crude extracts (same 
concentration range as above). P. aeruginosa plates were 
washed with PBS buffer after a 24 h incubation and S. aureus 
plates after a 16 to 20 h incubation. Crystal violet was used 
to stain the microtiter plates (10). MIC and MBIC values 
are shown in Table 1. The organic extracts obtained from 
C. comatus, L. sulphureus, M. procera, and M. fuliginosa 
showed either antimicrobial or antibiofilm activities. Most of 
these extracts lacked bacterial communities attached to their 
pileus. On the other hand, B. aestivalis, C. picaceae, and 
R. emetica extracts did not show any of these activities, and 
interestingly harbored the highest bacterial diversity among 
the evaluated samples. In summary, the results of the present 
study indicate that an appropriate level of knowledge on 
fungi and bacteria interactions will be beneficial for deter-
mining approaches to screen for compounds exhibiting bio-
logical activities.

Nucleotide sequence data have been submitted to the 
GenBank database under the accession numbers KM522713–
KM522770.

Acknowledgements

We are very grateful to DAAD (Deutscher Akademischer 
Austauschdienst) and to the Brazilian program CSF (Ciencia 
sem fronteiras) for the scholarships provided to M.P. 
Carvalho and P. Türck.

References

1. Boer, W., L.B. Folman, R.C. Summerbell, and L. Boddy. 2005. Living 
in a fungal world: impact of fungi on soil bacterial niche development. 
FEMS Microbiol. Rev. 29:795–811.

2. Bräse, S., A. Encinas, J. Keck, and C.F Nising. 2009. Chemistry and 
biology of mycotoxins and related fungal metabolites. Chem. Rev. 
109:3903–3990.

3. Clarke, K.R. 1993. Non-parametric multivariate analyses of changes 
in community structure. Aust. J. Ecol. 18(1):117–143.

4. Clarke, K.R., and R.M. Warwick. 2001. A further biodiversity index 
applicable to species lists: variation in taxonomic distinctness. Mar. 
Ecol-Prog. Ser. 216:265–278.

5. Cole, J.R., Q. Wang, E. Cardenas, et al. 2009. The Ribosomal 
Database Project: improved alignments and new tools for rRNA 
analysis. Nucleic Acids Res. 37:D141–145.

6. Dahm, H., W. Wrotniak, E. Strzelczyk, C.Y. Li, and E. Bednarska. 
2005. Diversity of culturable bacteria associated with fruiting bodies 
of ectomycorrhizal fungi. Phytopathol. Pol. 38:51–62.

7. Galan, J.E., and A. Collmer. 1999. Type III secretion machines: bac-
terial devices for protein delivery into host cells. Science 284:1322–
1328.

8. Gouy, M., S. Guindon, and O. Gascuel. 2010. SeaView version 4: a 
multiplatform graphical user interface for sequence alignment and 
phylogenetic tree building. Mol. Biol. Evol. 27:221–224.

9. Kumari, D., M.S. Reddy, and R.C. Upadhyay. 2012. Diversity of cul-
tivable bacteria associated with fruiting bodies of wild Himalayan 
Cantharellus spp. Ann. Microbiol. 63:845–853.

10. Merrit, J.H., D. E. Kadouri, and G.A. O’Toole. 2005. Growing and 
analyzing static biofilms. Curr. Protoc. Microbiol. 1:1.1–1.17.

11. O’Brien, J., and G.D. Wright. 2011. An ecological perspective of 
microbial secondary metabolism. Curr. Opin. Biotech. 22:552–558.

12. Sbrana, C., M. Agnolucci, S. Bedini, A. Lepera, A. Toffanin, M. 
Giovanetti, and M.P. Nutti. 2002. Diversity of culturable bacterial 
populations associated to Tuber borchii ectomycorrhizas and their 
activity on T. borchii mycelial growth. FEMS Microbiol. Lett. 
211:195–201.

13. Scheithauer, B.K., M.L. Wos-Oxley, B. Ferslev, H. Jablonowski, and 
D.H. Pieper. 2009. Characterization of the complex bacterial commu-
nities colonizing biliary stents reveals a host-dependent diversity. 
ISME J. 3:797–807.

14. Scheublin, T.R., I.R. Sanders, C. Keel, and J.R. van der Meer. 2010. 
Characterisation of microbial communities colonising the hyphal 
surfaces of arbuscular mycorrhizal fungi. ISME J. 4(6):752–763.

15. Schwieger, F., and C.C. Tebbe. 1998. A new approach to utilize PCR-
single-strand-conformation polymorphism for 16S rRNA gene-based 
microbial community analysis. Appl. Environ. Microbiol. 64:4870–
4876.

16. Spiteller, P. 2008. Chemical defence strategies of higher fungi. Chem. 
Eur. J. 14(30):9100–9110.

17. Stadler, M., and O. Sterner. 1998. Production of bioactive secondary 
metabolites in the fruit bodies of macrofungi as a response to injury. 
Phytochem. 49:1013–1019.

18. Tamura, K., D. Peterson, N. Peterson, G. Stecher, M. Nei, and S. 
Kumar. 2011. MEGA5: molecular evolutionary genetics analysis 
using maximum likelihood, evolutionary distance, and maximum 
parsimony methods. Mol. Biol. Evol. 28:2731–2739.

19. Voronina, E.Y., L.V. Lysak, and Y.A. Zagryadskaya. 2011. The 
quantity and structure of the saprotrophic bacterial complex of the 
mycorhizosphere and hyphosphere of symbiotrophic basidiomycetes. 
Biology Bull. 38:622–628.

20. Warmink, J.A., and J.D. van Elsas. 2008. Selection of bacterial popu-
lations in the mycosphere of Laccaria proxima: is type III secretion 
involved? ISME J. 2:887–900.

21. Warmink, J.A., R. Nazir, and J.D van Elsas. 2009. Universal and 
species-specific bacterial ‘fungiphiles’ in the mycospheres of different 
basidiomycetous fungi. Environ. Microbiol.11:300–312.

22. Wos-Oxley, M.L., I. Plumeier, C. von Eiff, S. Taudien, M. Platzer, R. 
Vilchez-Vargas, K. Becker, and D.H. Pieper. 2010. A poke into the 
diversity and associations within human anterior nare microbial com-
munities. ISME J. 4:839–851.

23. Wright, E.S., L.S. Yilmaz, and D.R. Noguera. 2012. DECIPHER, A 
Search-based approach to chimera identification for 16S rRNA 
sequences. Appl. Environ. Microbiol. 78:717–725.

24. Zagryadskaya, Y.A., L.V. Lysak, I.I. Sidorova, A.V. Aleksandrova, 
and E.Y. Voronina. 2013. Bacterial complexes of the fruiting bodies 
and hyphosphere of certain basidiomycetes. Biology Bull. 40:358–364.

Table 1.  Minimal inhibitory concentrations (MIC) and minimal biofilm inhibitory concentrations 
(MBIC) of crude extracts obtained from mushroom fruiting bodies.

Fungal extracta

Bacterial strains
B. cereus E. coli P. aeruginosa S. aureus

MICb MICb MICb MBICb MICb MBICb

B. aestivalis (E) — — — — — —
C. comatus (S) 500 500 500 — 250
C. picaceae (S) — — — — — —
L. sulphureus (S) — — — — — 125
M. fuliginosa (S) 500 — — — 500 125
M. procera (S) 250 — — — 250    62.5
R. emetica (E) — — — — — —

a (E)–Ectomycorrhizal species; (S)–Saprophytic species.
b MICs and MBICs are expressed in µg mL−1.


