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Abstract: The evolving global threat of antimicrobial resistance requires a deep renewal of the
antibiotic arsenal including the isolation and characterization of new drugs. Underexplored marine
ecosystems may represent an untapped reservoir of novel bioactive molecules. Deep-sea fungi
isolated from a record-depth sediment core of almost 2000 m below the seafloor were investigated
for antimicrobial activities. This antimicrobial screening, using 16 microbial targets, revealed 33%
of filamentous fungi synthesizing bioactive compounds with activities against pathogenic bacteria
and fungi. Interestingly, occurrence of antimicrobial producing isolates was well correlated with
the complexity of the habitat (in term of microbial richness), as higher antimicrobial activities were
obtained at specific layers of the sediment core. It clearly highlights complex deep-sea habitats as
chemical battlefields where synthesis of numerous bioactive compounds appears critical for microbial
competition. The six most promising deep subseafloor fungal isolates were selected for the production
and extraction of bioactive compounds. Depending on the fungal isolates, antimicrobial compounds
were only biosynthesized in semi-liquid or solid-state conditions as no antimicrobial activities were
ever detected using liquid fermentation. An exception was made for one fungal isolate, and the
extraction procedure designed to extract amphipathic compounds was successful and highlighted
the amphiphilic profile of the bioactive metabolites.

Keywords: deep subseafloor fungi; antimicrobial metabolites; amphipathic compounds;
solid-state fermentation

1. Introduction

The increasing trend of bacterial resistance currently jeopardizes global public health and thus
the global healthcare system. Outbreaks due to antimicrobial resistant microorganisms kill about
3 million people each year in the world [1] including 23,000 American [2] and 37,000 European
people [3]. The threat is of particularly of concern as most of the currently available antibiotics
have lost their efficiency [4]. To counteract antibiotic resistance, Centers for Disease Prevention
and Control are developing and financing research programs dedicated to (i) the prevention of
healthcare-associated infections; (ii) the improvement of antibiotic prescription; and (iii) the promotion
of new antibiotics exploration.

Natural and natural-derived drugs in pharmaceutical pipelines represent 71% of newly approved
molecules [5]. According to J. Bérdy (2012), 60,000–80,000 microbial compounds have been
characterized, 32,000–34,000 were bioactive of which 15,000 are of fungal origin [6] some of them
being real blockbusters. Some examples of fungal success stories are the well-known (i) penicillin,
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which started the antibiotic era [7], statins preventing coronary heart diseases [8] or cyclosporins as
immunosuppressive agents [9].

Marine ecosystems paid special attention as a new reservoir of antimicrobials as emphasized by
Blunt et al. since 2003 in their annual reviews on marine natural products. Oceans harbor a broad
diversity of ecosystems colonized by a huge diversity of microorganisms synthetizing a wide array
of original bioactive metabolites [10,11]. Marine fungi have usually been considered as uncommon
microorganisms and are still largely underexplored. Logically, the number of marine fungal natural
products characterized to date (almost 700 new molecules between 2006 and 2010 [12]) remains
low, albeit following an increasing trend. However, marine fungal chemodiversity appears original
with numerous novel structures described. As numerous shallow-water marine fungi have been
screened for bioactive compounds, the challenge now is to search for untapped fungal resources in
untargeted ecological niches as marine extreme environments. Deep-sea ecosystems, as deep-sea
hydrothermal vents or the deep subseafloor appear as extreme and complex habitats, i.e., harboring
numerous microorganisms [13], which may be allegorized as chemical battlefields [14] of interest for
biotechnological applications.

In this underexplored context, a collection of almost 200 deep subseafloor fungal strains obtained
from a sediment core, recently established by Rédou et al. [15], highlighted (i) the fungal diversity
within the deep-subseafloor from 4 to 1884 mbsf and (ii) its biotechnological potential using genome
mining for specific genes involved in biosynthesic pathways of bioactive secondary metabolites [16].
Here, we report the functional screening of this deep subseafloor fungal collection for antimicrobial
activities. A set of 110 fungal strains was selected, as a representative sub-collection, in all identified
clusters and at different depths of isolation. We also discuss their ecological significance and finally
report first insights into the antimicrobial compound production and their chemical nature.

2. Results and Discussion

2.1. Antimicrobial Screening

A selection of 110 deep subseafloor fungal isolates was screened against a panel of 16 microbial
targets using agar diffusion method. Surprisingly, in our culture conditions, no antimicrobial activity
was ever detected from the 24 assayed marine yeast isolates, identified as strains of Bullera alba,
Meyerozyma guillermondii and Rhodotorula mucilaginosa species [15]. Some terrestrial representatives of
those species were already demonstrated as antimicrobial peptide producers [17–20]. Alternatively,
a high proportion of filamentous fungi exhibiting antimicrobial activities was revealed. Indeed, 28
fungal strains of the 86 assayed exhibited antimicrobial activity (even partial) against at least one
microbial target (Figure 1 and Figure S1). Thus, around 33% of the deep subseafloor filamentous fungal
collection was shown to produce antimicrobial compounds. Such a high proportion of antimicrobial
producing fungal strains has already been described from marine sediment- or invertebrate-associated
fungi [21–24]. As a comparison, a screening of deep-sea surface sediment bacteria against
eight microbial targets revealed 13% of bacterial strains synthesizing bioactive compounds [25].
Thus, deep-sea complex habitats, such as deep subseafloor, do appear as reservoirs of bioactive
secondary metabolites.
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Fungal strains synthesizing antimicrobial compounds could be divided into three groups
depending on their antimicrobial spectrum:

‚ Anti Gram-positive fungi, as the most important group clustering 15 strains (53% of the
bioactive strains). Isolates were identified as belonging to Aspergillus fumigatus 48X3-P3-P1(2),
Aspergillus terreus 1H3-S0-P1(1), Eurotium herbariorum CB_33, Fusarium oxysporum (1H3-P0-P1(1),
4H1-P0-P1(1) and 4H1-P3-P3), Penicillium bialowiezense (CB_5, CB_7 and CB_8), Penicillium
chrysogenum (2H5-M3-P2-(3), CB_11, CB_17 and CB_24), Penicillium sp. CB_16 (1 strain), and
Oidiodendron griseum CB_36 species. Marine species of Penicillium, Aspergillus and Fusarium
genera are well-known as producers of a wide array of bioactive metabolites, i.e., polyketides,
alkaloids and peptides, with a broad spectrum of biological activities [12,26–28]. Several
marine-derived Eurotium species have been investigated for antimicrobial activity with a special
focus on Eurotium cristatum. An algae-associated E. cristatum strain was assessed as producer
of the tardioxopiperazine A antibiotic inhibiting Staphylococcus aureus [29] contrary to one
sponge-associated E. cristatum strain [30]. Interestingly, and to the best of knowledge, no
antimicrobial activity was ever detected from marine-derived Oidiodendron strains while, some
terrestrial strains, as Oidiodendron truncatum or Oidiodendron fuscum, are able to synthesize
antibacterial polyketide (fuscin) [31] and terpenoid (clerocidin) [32].

‚ Anti-fungal strains gathering: Penicillium bialowiezense (CB_4, CB_5, CB_6, CB_7, CB_8, CB_9
and CB_10), Sarocladium sp (2H5-S0-P7(2), 3H5-P3-P6(1) and 5H3-M3-P2), Fusarium oxysporum
(4H1-P0-P1(1) and 4H1-P3-P3) and Paecilomyces sp. 1H3-M3-P1(2) species. Marine species
of Penicillium and Fusarium genera have already been described as producers of antifungal
terpenoids like penicisteroids and polyketides as fusarielin E, respectively [33–38]. Marine-derived
Paecilomyces species, isolated from mangrove habitats, have been shown to produce antifungal
polyketides [39,40]. Sarocladium kiliense and Sarocladium oryzae are known to produce antifungal
terpenoid and polyketide against phytopathogenic fungi [41] and C. albicans [42,43]. A marine
endophytic Sarocladium sp. was described for its ability to inhibit bacterial quorum sensing [44].
Here, we report an original ability of a deep subseafloor Sarocladium isolate to biosynthesize
bioactive compounds against A. flavus.

‚ Five deep subseafloor fungal isolates had a weak antibacterial activity against Gram-negative
bacteria (partial inhibition). Those isolates were identified as Acremonium sp. 5H1-M3-P8(1),
Aspergillus terreus 1H3-S0-P1(1), Fusarium oxysporum 5H1-S0-P1(3), Sistotrema brinkmanii
5H1-P0-P5(1)bis and an uncultured Agaricomycete CB_23. If species of Aspergillus, Fusarium
and Acremonium genera have already been described to produce an array of anti-Gram-negative
compounds [45–50], to the best of knowledge we here described an original antimicrobial activity
from a Sistotrema brinkmannii species.

As clearly shown in the Venn diagram (Figure 2), most of the deep subseafloor fungal isolates
produce narrow-spectrum antimicrobial compounds. Indeed, 82% of antimicrobial producing isolates
are active against a specific category of microorganisms, i.e., Gram-positive bacteria (10 isolates), fungi
(nine isolates) or Gram-negative bacteria (four isolates). Only five isolates could be characterized
as producers of a broader spectrum of activity with a mix of Gram-positive and fungal inhibition
(P. bialowiezense CB_5, CB_7, CB_8 and F. oxysporum 4H1-P3-P3) or Gram-positive and Gram-negative
inhibition (A. terreus1H3-S0-P1(1)).
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Figure 2. Venn diagram summarizing the spectrum of activity of the 28 antimicrobial producing deep
subseafloor fungal isolates.

This screening seems to exhibit a distribution pattern of antimicrobial activities with higher
occurrence of antimicrobial producing fungal isolates at shallow sediment core depths (4–37 mbsf)
compared to deeper layers (>100 mbsf) (Figure 1 and Figure S1). It is thus attractive to try glimpsing
for any statistical correlations between antimicrobial potential and some environmental parameters, as
depth or microbial richness.

2.2. Ecological Significance

Specific attention on the antimicrobial screening revealed a pattern of activity along the sediment
core with a trend consisting in decreasing of the proportion of strains producing antimicrobial
compounds when depth increases (Figure 3A). Indeed, relative occurrence of fungal isolates
synthesizing bioactive compounds was higher at shallow depths compared to deeper layers.
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Figure 3. Antimicrobial activity along the sediment core. (A) Antimicrobial activity (%) expressed as a
function of depth (size of the circles is directly linked to the number of screened fungal isolates, from
one isolate (1884 mbsf) to 22 isolates (34 mbsf); (B) Relationship between antimicrobial activity (%) and
bacterial Operational Taxonomic Unit (OTU) number (used as a proxy to estimate the complexity of
the different sediment samples). The number of prokaryotic OTU was 28, 31, 26, 14 and 6 between
4–6 mbsf, 15–12 mbsf, 24–37 mbsf, 346–403 and 1827–1884 mbsf, respectively. The reader is referred to
Ciobanu et al. [13].

Deep subseafloor sediments harbor a great reservoir of microbial cells, from 103 to
108 cells/cm3 [51,52] decreasing with depth [53]. Such a global trend was also obtained in the
Canterbury basin sediment core with a significant decrease of bacterial and archaeal OTUs [13]. Linear
regression was thus processed (Figure 3B) using diversity richness (in terms of Operational Taxonomic
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Units) at different depth layers, an exception being made for 765 mbsf depth, which was not used for
diversity analyses [13]. Such analysis revealed a significant correlation between bacterial OTU number
and deep subseafloor antimicrobial activity (p-value = 0.032), indicating that the more complex the
microbiota is (NB: the highest OTU is observed in the shallow-layer sediment), the more the potential
of deep subseafloor fungal isolates to synthesize antimicrobial compounds is important. From an
ecological point of view, it seems to indicate that complex deep-sea ecosystems harboring a high
diversity of microorganisms, with complex interactions to maintain/settle/colonize, can be allegorized
as untapped chemical battlefields, as previously defined in other marine ecosystems [54–56].

2.3. Antimicrobial Compounds Production and Extraction

From the 28 deep subseafloor fungal isolates synthesizing antimicrobial compounds, a selection
was performed according to different criteria as novelty, isolation depth and genetic potential based
on a previous study [13]. Doing so, six strains namely, Aspergillus fumigatus 48X3-P3-P1(2), Eurotium
herbariorum CB_33, Penicillium bialowiezense CB_7, Penicillium sp. CB_16, Oidiodendron griseum CB_36
and Sarocladium sp. 5H3-M3-P2 have been selected for deeper investigations to get insights into an
optimized culture condition for an efficient production of bioactive metabolites. Sistrotema brinkmanii
5H1-P0-P5(1)bis was exluded because of its partial activity (Figure 1).

After extraction, antimicrobial activity was checked against the most sensitive target (see Figure 1).
An exception was made for Sarocladium sp 5H3-M3-P2, antimicrobial activity was recovered and thus
highlights the amphipathic chemical nature of the secreted bioactive compounds (Figure 2). Overall,
as no antimicrobial activity was ever detected from culture in liquid medium Potato Dextrose Broth
(PDB), semi-liquid (PDB complemented with 0.2% agar, (PDA 0.2%) or solid (PDB complemented
with 1.7% agar, PDA 1.7%) medium were the best culture conditions to be used for an efficient
antimicrobial production.

These results clearly indicate that specific culture conditions, i.e., here liquid versus solid-state
fermentation, trigger antimicrobial production. Interestingly, agar-based media seem to boost
the production of antimicrobial compounds as no activity was ever detected in C18-SPE cell-free
supernatant fractions (F10-90) of strains cultivated in PDB (data not shown). Interestingly,
Bigelis et al. [57] have demonstrated that only solid-state fermentation allowed the fungal synthesis of
antimicrobial compounds, albeit such organisms were able to grow in liquid media and thus support
our findings on deep subseafloor marine fungi. As a result, solid state fermentation recently has
received growing interest [58]. On the other hand, submerged fermentation have been extensively used
as a large scale method to maximize the production of bioactive metabolites. We have assessed different
kinds of fermentation: submerged fermentation (PDB and PDA 0.2%) and solid-sate fermentation
(PDA 1.7%). No positive correlation was observed between the increasing agar concentration and the
bioactivity. Culture conditions that stimulate the production of antimicrobial compounds thus appear
strain-dependent, the different culture conditions leading to different metabolisms as desmonstrated
in literature [59,60].

The antimicrobial producing deep subseafloor fungal isolates harbor many genes involved in the
biosynthesis of secondary metabolites (Figure 4). If this genetic pattern illustrates the biotechnological
potential of the deep-sea fungal isolates, it does not allow to clearly identify the chemical nature of the
bioactive compounds but rather to obtain hints. Here, polyketides, non ribosomal peptides and/or
terpenes might be responsible for the detected antimicrobial activities. LC-MS/MS analyses coupled
with a dereplication strategy will allow researchers to go deeper into the characterization of the deep
subseafloor fungal chemodiversity.
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3. Materials and Methods

3.1. Strains Collection

Marine fungal strains were isolated from a sediment core drilled in the Canterbury Basin on
the eastern margin off New Zealand during the Integrated Ocean Drilling Program (IODP) Leg 317
Expedition [15]. All the isolated strains were identified, characterized and cryopreserved at ´80 ˝C in
the Université de Bretagne Occidentale Culture Collection (UBOCC) [61]. Here, 110 fungal isolates
were chosen as an exhaustive strain sub-collection in order to select all representatives of the different
taxonomic clusters isolated at different depths, from 4 to 1884 mbsf.

3.2. Cultivation Methods

Filamentous fungal isolates were cultivated on Potato Dextrose Agar (PDA) for 7 days at 25 ˝C.
Then, isolates were subcultured onto PDA plates by central inoculation for 14 days at 25 ˝C. Spores
suspension were calibrated at 1 ˆ 107 spores/mL and 500 µL were used to inoculate 50 mL liquid
medium (PDB) or semi liquid (PDB + 0.2% Agar; PDA 0.2%). Solid medium (PDA) was centrally
inoculated by dropping 10 µL of the spores suspension (1 ˆ 107 spores/mL). All media were incubated
at 25 ˝C for 14 days. Broths were under rotary shaking (100 rpm) and plates were in static conditions.

Yeast isolates were first cultivated on Yeast extract Peptone Dextrose Agar (YPDA) for 2 days at
25 ˝C. Then, one colony was used to inoculate a 5 mL YPD Broth (YPDB) for 24 h at 25 ˝C with rotary
shaking at 100 rpm. Finally 50 µL of this pre-culture was incubated in 5 mL of YPDB during 4 days at
25 ˝C and 100 rpm.

3.3. Antimicrobial Screening

Sixteen microbial targets, belonging to human or marine animal pathogenic bacteria and fungi
were selected in different culture collections: (i) Enterobacter aerogenes CIP 6086, Escherichia coli
ATCC 25922, Klebsiella oxytoca CIP 7932, Pseudomonas aeruginosa ATCC 27853, Salmonella enterica
CIP 8297, Vibrio parahaemolyticus Ifremer 01/252 and Yersinia ruckeri ATCC 29473, representing the
Gram-negative bacterial targets; (ii) Enterococcus faecalis CIP A 186, Lactococcus garviae ATCC 43921,
Listeria monocytogenes SOR 100 Staphylococcus aureus ATCC 25923, Streptococcus equinus NRRL B-4268
representing the Gram-positive bacterial targets. Antimicrobial activity was also assessed against
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different filamentous fungi: Aspergillus flavus CBS 100927, Exophiala dermatidis UBOCC-A-113043,
Fusarium solani CBS 181.29 and the yeast Candida albicans ATCC 2092. All of the target cells were
cultivated according to the ATCC standards.

For antimicrobial assays, bacterial and yeast target cells were respectively included in Trypton
Soy and in YPDA agar at 1 ˆ 106 cfu/mL, while, filamentous fungi spores were included at
1 ˆ 105 spores/mL in PDA.

Antimicrobial screenings were assessed using agar diffusion methods. After 4 days incubation for
yeast, 5 µL of culture was inoculated into a well made in the target cell medium. While, after 14 days
incubation for filamentous fungi a plug of culture was dropped off into a well made in the target cell
medium. The antimicrobial activity was expressed as the radius of the inhibition zone in mm.

3.4. Extraction of Amphipathic Bioactive Compounds

Fungal isolates producing antimicrobial compounds were cultivated during 14 days in PDB, PDA
0.2% and PDA 1.7%. In order to extract amphipathic metabolites, cell-free supernatants (20 mL) from
PDB and PDA 0.2%, were collected (centrifugation, 8000 g, 4 ˝C, 40 min), loaded and fractionated onto
Solid Phase Extraction C-18 cartridge (SPE/C18 UPTI-clean, Interchim, France). After a first washing
step performed with 10% acetonitrile +0.07% Trifluoroacetic Acid (TFA), the retained compounds were
eluted using 90% acetonitrile +0.07% TFA in a fraction named F10-90. and finally freeze-dryed [62].

Biomass and solid culture media (PDA 1.7%) were collected crushed in liquid nitrogen and then
extracted using Methanol/Chloroform/Water (4V/5V/1V; 1 g/10 mL) for 10 min at 100 rpm and
finally centrifuged (4 ˝C, 8000 g, and 20 min). The aqueous phase was removed, and Organic Phase
(OP) was dried under vacuum and solubilized in 20% acetonitrile (1 g of fresh mycelium/5 mL). All
fractions of interest (F10-90 and OP) were freeze-dried and solubilized in 20% acetonitrile. Since the
examined fractions arose from an extraction onto non polar phase and then were soluble in a more
polar solvent (i.e., 20% acetonitrile), they were considered as made of amphipathic compounds.

4. Conclusions

Our study revealed the antimicrobial properties of a unique deep subseafloor fungal collection
obtained from a record-depth sediment core. A sub-collection of 110 fungal strains was screened
for antimicrobial activities against 16 Gram-negative, Gram-positive and fungal targets. A relatively
high proportion of bioactivity was obtained as 33% of filamentous fungi inhibit the growth of at
least one microbial target. Antimicrobial activities were mainly directed towards Gram-positive
bacteria and fungi. To the best of our knowledge, this is the first screening to deal with deep
subseafloor fungi. Here, the high proportion of fungi producing antimicrobial compounds coupled
with the evidence that deep subseafloor fungi possess a range of adaptations to cope with numerous
biological, physical and chemical stressors clearly highlights such organisms as an untapped reservoir
to investigate for novel molecules of biotechnological interest. Complementary analyses will now been
focused on the fractionation, dereplication and identification of molecules in search of putatively novel
antimicrobial compounds.

Supplementary Materials: The following are available online at http://www.mdpi.com/1660-3397/14/3/50/s1,
Figure S1: Antimicrobial screening of 110 deep subseafloor fungi.

Acknowledgments: This research project is a part of the European project MaCuMBA (Marine Microorganisms:
Cultivation Methods for Improving Their Biotechnological Applications) and has been founded by the European
Union’s Seventh Framework Programme (FP7/2007-2013) under grant agreement no 311975 and Brittany region
under grant agreement 8433. Thanks to Amélie Weil who cultivated strains after preservation, and Denis
Rousseaux for giving liquid nitrogen.

Author Contributions: All authors conceived and designed the experiments; Marion Navarri and Camille Jégou
performed the experiments; Marion Navarri, Yannick Fleury and Gaëtan Burgaud analyzed the data. All authors
wrote the paper.



Mar. Drugs 2016, 14, 50 9 of 12

Conflicts of Interest: The authors declare no conflict of interest. The founding sponsors had no role in the design
of the study; in the collection, analyses, or interpretation of data; in the writing of the manuscript, and in the
decision to publish the results.

References

1. World Health Organization. Antimicrobial Resistance: Global Report on Surveillance; World Health Organization:
Geneva, Switzerland, 2014.

2. Frieden, T. Antibiotic Resistance Threats in the United States, 2013. Available online: http://www.cdc.gov/
drugresistance/pdf/ar-threats-2013-508.pdf (accessed on 20 November 2015).

3. Monnet, D.L.; Albiger, B. European Centre for Disease Prevention and Control. Available
online: http://ecdc.europa.eu/en/activities/diseaseprogrammes/ARHAI/Pages/about_programme.aspx
(accessed on 10 November 2015).

4. Brooks, B.D.; Brooks, A.E. Therapeutic strategies to combat antibiotic resistance. Adv. Drug Deliv. Rev. 2014,
78, 14–27. [CrossRef] [PubMed]

5. Newman, D.J.; Cragg, G.M. Natural products as sources of new drugs over the 30 Years from 1981 to 2010.
J. Nat. Prod. 2012, 75, 311–335. [CrossRef] [PubMed]

6. Bérdy, J. Thoughts and facts about antibiotics: Where we are now and where we are heading. J. Antibiot.
(Tokyo) 2012, 65, 385–395. [CrossRef] [PubMed]

7. Fleming, A. On the antibacterial action of cultures of a penicillium, with special reference to their use in the
isolation of B. influenzae. Br. J. Exp. Pathol. 1929, 10, 226–236. [CrossRef]

8. Endo, A.; Kuroda, M.; Tsujita, Y. ML-236A, ML-236B, and ML-236C, new inhibitors of cholesterogensis
produced by Penicillium citrinum. J. Antibiot. (Tokyo) 1976, 29, 1346–1348. [CrossRef] [PubMed]

9. Fliri, H.; Baumann, G.; Enz, A.; Kallen, J.; Luyten, M.; Mikol, V.; Movva, R.; Quesniaux, V.; Schreier, M.;
Walkinshaw, M.; et al. Cyclosporins. Structure-activity relationships. Ann. N. Y. Acad. Sci. 1993, 696, 47–53.
[CrossRef] [PubMed]

10. Debbab, A.; Aly, A.H.; Lin, W.H.; Proksch, P. Bioactive compounds from marine bacteria and fungi: Marine
bioactive compounds. Microb. Biotechnol. 2010, 3, 544–563. [CrossRef] [PubMed]

11. Blunt, J.W.; Copp, B.R.; Keyzers, R.A.; Munro, M.H.G.; Prinsep, M.R. Marine natural products. Nat. Prod.
Rep. 2015, 32, 116–211. [CrossRef] [PubMed]

12. Rateb, M.E.; Ebel, R. Secondary metabolites of fungi from marine habitats. Nat. Prod. Rep. 2011, 28, 290–344.
[CrossRef] [PubMed]

13. Ciobanu, M.-C.; Burgaud, G.; Dufresne, A.; Breuker, A.; Rédou, V.; Ben Maamar, S.; Gaboyer, F.;
Vandenabeele-Trambouze, O.; Lipp, J.S.; Schippers, A.; et al. Microorganisms persist at record depths
in the subseafloor of the Canterbury Basin. ISME J. 2014, 8, 1370–1380. [CrossRef] [PubMed]

14. Hay, M.E. Marine chemical ecology: Chemical signals and cues structure marine populations, communities,
and ecosystems. Annu. Rev. Mar. Sci. 2009, 1, 193–212. [CrossRef] [PubMed]

15. Rédou, V.; Navarri, M.; Meslet-Cladière, L.; Barbier, G.; Burgaud, G. Species richness and adaptation of
marine fungi from deep-subseafloor sediments. Appl. Environ. Microbiol. 2015, 81, 3571–3583. [CrossRef]
[PubMed]

16. Wiemann, P.; Keller, N.P. Strategies for mining fungal natural products. J. Ind. Microbiol. Biotechnol. 2014, 41,
301–313. [CrossRef] [PubMed]

17. Golubev, W.I. Antagonistic interactions among yeasts. In Biodiversity and Ecophysiology of Yeasts; Péter, G.,
Rosa, C., Eds.; Springer-Verlag: Berlin/Heidelberg, Germany, 2006; pp. 197–219.

18. Vaz, A.B.M.; Mota, R.C.; Bomfim, M.R.Q.; Vieira, M.L.A.; Zani, C.L.; Rosa, C.A.; Rosa, L.H. Antimicrobial
activity of endophytic fungi associated with Orchidaceae in Brazil. Can. J. Microbiol. 2009, 55, 1381–1391.
[CrossRef] [PubMed]

19. Coda, R.; Rizzello, C.G.; Di Cagno, R.; Trani, A.; Cardinali, G.; Gobbetti, M. Antifungal activity of
Meyerozyma guilliermondii: Identification of active compounds synthesized during dough fermentation
and their effect on long-term storage of wheat bread. Food Microbiol. 2013, 33, 243–251. [CrossRef] [PubMed]

20. Joel, E.L.; Valentin Bhimba, B. Evaluation of secondary metabolites from mangrove associated fungi
Meyerozyma guilliermondii. Alex. J. Med. 2013, 49, 189–194. [CrossRef]

http://dx.doi.org/10.1016/j.addr.2014.10.027
http://www.ncbi.nlm.nih.gov/pubmed/25450262
http://dx.doi.org/10.1021/np200906s
http://www.ncbi.nlm.nih.gov/pubmed/22316239
http://dx.doi.org/10.1038/ja.2012.27
http://www.ncbi.nlm.nih.gov/pubmed/22511224
http://dx.doi.org/10.1093/clinids/2.1.129
http://dx.doi.org/10.7164/antibiotics.29.1346
http://www.ncbi.nlm.nih.gov/pubmed/1010803
http://dx.doi.org/10.1111/j.1749-6632.1993.tb17141.x
http://www.ncbi.nlm.nih.gov/pubmed/8109856
http://dx.doi.org/10.1111/j.1751-7915.2010.00179.x
http://www.ncbi.nlm.nih.gov/pubmed/21255352
http://dx.doi.org/10.1039/C4NP00144C
http://www.ncbi.nlm.nih.gov/pubmed/25620233
http://dx.doi.org/10.1039/c0np00061b
http://www.ncbi.nlm.nih.gov/pubmed/21229157
http://dx.doi.org/10.1038/ismej.2013.250
http://www.ncbi.nlm.nih.gov/pubmed/24430485
http://dx.doi.org/10.1146/annurev.marine.010908.163708
http://www.ncbi.nlm.nih.gov/pubmed/21141035
http://dx.doi.org/10.1128/AEM.04064-14
http://www.ncbi.nlm.nih.gov/pubmed/25769836
http://dx.doi.org/10.1007/s10295-013-1366-3
http://www.ncbi.nlm.nih.gov/pubmed/24146366
http://dx.doi.org/10.1139/W09-101
http://www.ncbi.nlm.nih.gov/pubmed/20029530
http://dx.doi.org/10.1016/j.fm.2012.09.023
http://www.ncbi.nlm.nih.gov/pubmed/23200658
http://dx.doi.org/10.1016/j.ajme.2013.04.003


Mar. Drugs 2016, 14, 50 10 of 12

21. Zhang, X.-Y.; Bao, J.; Wang, G.-H.; He, F.; Xu, X.-Y.; Qi, S.-H. Diversity and antimicrobial activity of culturable
fungi isolated from six species of the South China Sea gorgonians. Microb. Ecol. 2012, 64, 617–627. [CrossRef]
[PubMed]

22. Zhang, X.-Y.; Zhang, Y.; Xu, X.-Y.; Qi, S.-H. Diverse deep-sea fungi from the South China Sea and their
antimicrobial activity. Curr. Microbiol. 2013, 67, 525–530. [CrossRef] [PubMed]

23. Henríquez, M.; Vergara, K.; Norambuena, J.; Beiza, A.; Maza, F.; Ubilla, P.; Araya, I.; Chávez, R.;
San-Martín, A.; Darias, J.; et al. Diversity of cultivable fungi associated with Antarctic marine sponges
and screening for their antimicrobial, antitumoral and antioxidant potential. World J. Microbiol. Biotechnol.
2014, 30, 65–76. [CrossRef] [PubMed]

24. Qin, X.-Y.; Yang, K.-L.; Li, J.; Wang, C.-Y.; Shao, C.-L. Phylogenetic diversity and antibacterial activity of
culturable fungi derived from the Zoanthid Palythoa haddoni in the South China Sea. Mar. Biotechnol. 2015,
17, 99–109. [CrossRef] [PubMed]

25. Romanenko, L.A.; Tanaka, N.; Kalinovskaya, N.I.; Mikhailov, V.V. Antimicrobial potential of deep surface
sediment associated bacteria from the Sea of Japan. World J. Microbiol. Biotechnol. 2013, 29, 1169–1177.
[CrossRef] [PubMed]

26. Schueffler, A.; Anke, T. Fungal natural products in research and development. Nat. Prod. Rep. 2014, 31,
1425–1448. [CrossRef] [PubMed]

27. Skropeta, D.; Wei, L. Recent advances in deep-sea natural products. Nat. Prod. Rep. 2014, 31, 999–1025.
[CrossRef] [PubMed]

28. Xu, L.; Meng, W.; Cao, C.; Wang, J.; Shan, W.; Wang, Q. Antibacterial and antifungal compounds from marine
fungi. Mar. Drugs 2015, 13, 3479–3513. [CrossRef] [PubMed]

29. Du, F.-Y.; Li, X.-M.; Li, C.-S.; Shang, Z.; Wang, B.-G. Cristatumins A–D, new indole alkaloids from the
marine-derived endophytic fungus Eurotium cristatum EN-220. Bioorg. Med. Chem. Lett. 2012, 22, 4650–4653.
[CrossRef] [PubMed]

30. Gomes, N.M.; Dethoup, T.; Singburaudom, N.; Gales, L.; Silva, A.M.S.; Kijjoa, A. Eurocristatine, a new
diketopiperazine dimer from the marine sponge-associated fungus Eurotium cristatum. Phytochem. Lett. 2012,
5, 717–720. [CrossRef]

31. Michael, S.E. Studies in the biochemistry of micro-organisms. 79. Fuscin, a metabolic product of
Oidiodendron fuscum Robak. Part 1. Preparation, properties and antibacterial activity. Biochem. J. 1948, 43,
528–533. [CrossRef] [PubMed]

32. Andersen, N.R.; Lorck, H.O.B.; Rasmussen, P.R. Fermentation, isolation and characterization of antibiotic
PR-1350. J. Antibiot. (Tokyo) 1983, 36, 753–760. [CrossRef] [PubMed]

33. Gai, Y.; Zhao, L.L.; Hu, C.Q.; Zhang, H.P. Fusarielin E, a new antifungal antibiotic from Fusarium sp. Chin.
Chem. Lett. 2007, 18, 954–956. [CrossRef]

34. Shao, C.; Wang, C.; Wei, M.; Gu, Y.; Xia, X.; She, Z.; Lin, Y. Structure elucidation of two new xanthone
derivatives from the marine fungus Penicillium sp. (ZZF 32#) from the South China Sea. Magn. Reson. Chem.
2008, 46, 1066–1069. [PubMed]

35. Trisuwan, K.; Rukachaisirikul, V.; Sukpondma, Y.; Phongpaichit, S.; Preedanon, S.; Sakayaroj, J. Lactone
derivatives from the marine-derived fungus Penicillium sp. PSU-F44. Chem. Pharm. Bull. (Tokyo) 2009, 57,
1100–1102. [CrossRef] [PubMed]

36. Gao, S.-S.; Li, X.-M.; Li, C.-S.; Proksch, P.; Wang, B.-G. Penicisteroids A and B, antifungal and cytotoxic
polyoxygenated steroids from the marine alga-derived endophytic fungus Penicillium chrysogenum QEN-24S.
Bioorg. Med. Chem. Lett. 2011, 21, 2894–2897. [CrossRef] [PubMed]

37. Park, M.S.; Fong, J.J.; Oh, S.-Y.; Kwon, K.K.; Sohn, J.H.; Lim, Y.W. Marine-derived Penicillium in Korea:
Diversity, enzyme activity, and antifungal properties. Antonie van Leeuwenhoek 2014, 106, 331–345. [CrossRef]
[PubMed]

38. Hussain, H.; Drogies, K.-H.; Al-Harrasi, A.; Hassan, Z.; Shah, A.; Rana, U.A.; Green, I.R.; Draeger, S.;
Schulz, B.; Krohn, K. Antimicrobial constituents from endophytic fungus Fusarium sp. Asian Pac. J. Trop. Dis.
2015, 5, 186–189. [CrossRef]

39. Wen, L.; Lin, Y.-C.; She, Z.-G.; Du, D.-S.; Chan, W.-L.; Zheng, Z.-H. Paeciloxanthone, a new cytotoxic
xanthone from the marine mangrove fungus Paecilomyces sp. (Tree1-7). J. Asian Nat. Prod. Res. 2008, 10,
133–137. [CrossRef] [PubMed]

http://dx.doi.org/10.1007/s00248-012-0050-x
http://www.ncbi.nlm.nih.gov/pubmed/22526402
http://dx.doi.org/10.1007/s00284-013-0394-6
http://www.ncbi.nlm.nih.gov/pubmed/23736224
http://dx.doi.org/10.1007/s11274-013-1418-x
http://www.ncbi.nlm.nih.gov/pubmed/23824664
http://dx.doi.org/10.1007/s10126-014-9598-4
http://www.ncbi.nlm.nih.gov/pubmed/25117478
http://dx.doi.org/10.1007/s11274-013-1276-6
http://www.ncbi.nlm.nih.gov/pubmed/23386319
http://dx.doi.org/10.1039/C4NP00060A
http://www.ncbi.nlm.nih.gov/pubmed/25122538
http://dx.doi.org/10.1039/C3NP70118B
http://www.ncbi.nlm.nih.gov/pubmed/24871201
http://dx.doi.org/10.3390/md13063479
http://www.ncbi.nlm.nih.gov/pubmed/26042616
http://dx.doi.org/10.1016/j.bmcl.2012.05.088
http://www.ncbi.nlm.nih.gov/pubmed/22727636
http://dx.doi.org/10.1016/j.phytol.2012.07.010
http://dx.doi.org/10.1042/bj0430528
http://www.ncbi.nlm.nih.gov/pubmed/16748446
http://dx.doi.org/10.7164/antibiotics.36.753
http://www.ncbi.nlm.nih.gov/pubmed/6684107
http://dx.doi.org/10.1016/j.cclet.2007.05.048
http://www.ncbi.nlm.nih.gov/pubmed/18759333
http://dx.doi.org/10.1248/cpb.57.1100
http://www.ncbi.nlm.nih.gov/pubmed/19801865
http://dx.doi.org/10.1016/j.bmcl.2011.03.076
http://www.ncbi.nlm.nih.gov/pubmed/21489788
http://dx.doi.org/10.1007/s10482-014-0205-5
http://www.ncbi.nlm.nih.gov/pubmed/24908060
http://dx.doi.org/10.1016/S2222-1808(14)60650-2
http://dx.doi.org/10.1080/10286020701273783
http://www.ncbi.nlm.nih.gov/pubmed/18253881


Mar. Drugs 2016, 14, 50 11 of 12

40. Mosadeghzad, Z.; Zuriati, Z.; Asmat, A.; Gires, U.; Wickneswari, R.; Pittayakhajonwut, P.; Farahani, G.H.N.
Chemical components and bioactivity of the marine-derived fungus Paecilomyces sp. Collected from Tinggi
Island, Malaysia. Chem. Nat. Compd. 2013, 49, 621–625. [CrossRef]

41. Lou, J.; Fu, L.; Luo, R.; Wang, X.; Luo, H.; Zhou, L. Endophytic fungi from medicinal herb Salvia miltiorrhiza
Bunge and their antimicrobial activity. Afr. J. Microbiol. Res. 2013, 7, 5343–5349.

42. Sakthivel, N.; Gnanamanickam, S. Isolation of and assay for cerulenin produced by sheath rot pathogen,
Sarocladium oryzae (Saw.) Gams. Curr. Sci. 1986, 55, 988–989.

43. Tschen, J.S.-M.; Chen, L.-L.; Hsieh, S.-T.; Wu, T. Isolation and phytotoxic effects of helvolic acid from plant
pathogenic fungus Sarocladium oryzae. Bot. Bull. Acad. Sin. 1997, 38, 251–256.

44. Martín-Rodríguez, A.J.; Reyes, F.; Martín, J.; Pérez-Yépez, J.; León-Barrios, M.; Couttolenc, A.; Espinoza, C.;
Trigos, Á.; Martín, V.S.; Norte, M.; et al. Inhibition of bacterial quorum sensing by extracts from aquatic fungi:
First report from marine endophytes. Mar. Drugs 2014, 12, 5503–5526. [CrossRef] [PubMed]

45. Wang, Y.; Zheng, J.; Liu, P.; Wang, W.; Zhu, W. Three new compounds from Aspergillus terreus PT06-2 grown
in a high salt medium. Mar. Drugs 2011, 9, 1368–1378. [CrossRef] [PubMed]

46. Julianti, E.; Oh, H.; Jang, K.H.; Lee, J.K.; Lee, S.K.; Oh, D.-C.; Oh, K.-B.; Shin, J. Acremostrictin, a highly
oxygenated metabolite from the marine fungus Acremonium strictum. J. Nat. Prod. 2011, 74, 2592–2594.
[CrossRef] [PubMed]

47. Li, D.; Xu, Y.; Shao, C.-L.; Yang, R.-Y.; Zheng, C.-J.; Chen, Y.-Y.; Fu, X.-M.; Qian, P.-Y.; She, Z.-G.;
de Voogd, N.J.; et al. Antibacterial bisabolane-type sesquiterpenoids from the sponge-derived fungus
Aspergillus sp. Mar. Drugs 2012, 10, 234–241. [CrossRef] [PubMed]

48. Zhang, X.-Y.; Xu, X.-Y.; Peng, J.; Ma, C.-F.; Nong, X.-H.; Bao, J.; Zhang, G.-Z.; Qi, S.-H. Antifouling potentials
of eight deep-sea-derived fungi from the South China Sea. J. Ind. Microbiol. Biotechnol. 2014, 41, 741–748.
[CrossRef] [PubMed]

49. Deshmukh, R.; Mathew, A.; Purohit, H.J. Characterization of antibacterial activity of bikaverin from Fusarium
sp. HKF15. J. Biosci. Bioeng. 2014, 117, 443–448. [CrossRef] [PubMed]

50. Shiono, Y.; Ogata, K.; Koseki, T.; Murayama, T.; Funakoshi, T. A cleistanthane diterpene from a
marine-derived fusarium species under submerged fermentation. Z. Für Naturforschung B 2014, 65, 753–756.
[CrossRef]

51. Parkes, R.J.; Cragg, B.A.; Wellsbury, P. Recent studies on bacterial populations and processes in subseafloor
sediments: A review. Hydrogeol. J. 2000, 8, 11–28. [CrossRef]

52. D’Hondt, S.; Spivack, A.J.; Pockalny, R.; Ferdelman, T.G.; Fischer, J.P.; Kallmeyer, J.; Abrams, L.J.; Smith, D.C.;
Graham, D.; Hasiuk, F.; et al. Subseafloor sedimentary life in the south Pacific Gyre. Proc. Natl. Acad. Sci.
2009, 106, 11651–11656. [CrossRef] [PubMed]

53. Kallmeyer, J.; Pockalny, R.; Adhikari, R.R.; Smith, D.C.; D’Hondt, S. Global distribution of microbial
abundance and biomass in subseafloor sediment. Proc. Natl. Acad. Sci. 2012, 109, 16213–16216. [CrossRef]
[PubMed]

54. Burkepile, D.E.; Parker, J.D.; Woodson, C.B.; Mills, H.J.; Kubanek, J.; Sobecky, P.A.; Hay, M.E. Chemically
mediated competition between microbes and animals: Microbes as consumers in food webs. Ecology 2006,
87, 2821–2831. [CrossRef]

55. Taylor, M.W.; Hill, R.T.; Piel, J.; Thacker, R.W.; Hentschel, U. Soaking it up: The complex lives of marine
sponges and their microbial associates. ISME J. 2007, 1, 187–190. [CrossRef] [PubMed]

56. Strom, S.L. Microbial ecology of ocean biogeochemistry: A community perspective. Science 2008, 320,
1043–1045. [CrossRef] [PubMed]

57. Bigelis, R.; He, H.; Yang, H.Y.; Chang, L.-P.; Greenstein, M. Production of fungal antibiotics using polymeric
solid supports in solid-state and liquid fermentation. J. Ind. Microbiol. Biotechnol. 2006, 33, 815–826.
[CrossRef] [PubMed]

58. Hölker, U.; Lenz, J. Solid-state fermentation—Are there any biotechnological advantages? Curr. Opin.
Microbiol. 2005, 8, 301–306. [CrossRef] [PubMed]

59. Barrios-González, J.; Baños, J.G.; Covarrubias, A.A.; Garay-Arroyo, A. Lovastatin biosynthetic genes of
Aspergillus terreus are expressed differentially in solid-state and in liquid submerged fermentation. Appl.
Microbiol. Biotechnol. 2008, 79, 179–186. [CrossRef] [PubMed]

60. Bode, H.B.; Bethe, B.; Höfs, R.; Zeeck, A. Big effects from small changes: Possible ways to explore nature’s
chemical diversity. ChemBioChem 2002, 3, 619–627. [CrossRef]

http://dx.doi.org/10.1007/s10600-013-0693-y
http://dx.doi.org/10.3390/md12115503
http://www.ncbi.nlm.nih.gov/pubmed/25415350
http://dx.doi.org/10.3390/md9081368
http://www.ncbi.nlm.nih.gov/pubmed/21892351
http://dx.doi.org/10.1021/np200707y
http://www.ncbi.nlm.nih.gov/pubmed/22136576
http://dx.doi.org/10.3390/md10010234
http://www.ncbi.nlm.nih.gov/pubmed/22363233
http://dx.doi.org/10.1007/s10295-014-1412-9
http://www.ncbi.nlm.nih.gov/pubmed/24532297
http://dx.doi.org/10.1016/j.jbiosc.2013.09.017
http://www.ncbi.nlm.nih.gov/pubmed/24183988
http://dx.doi.org/10.1515/znb-2010-0611
http://dx.doi.org/10.1007/PL00010971
http://dx.doi.org/10.1073/pnas.0811793106
http://www.ncbi.nlm.nih.gov/pubmed/19561304
http://dx.doi.org/10.1073/pnas.1203849109
http://www.ncbi.nlm.nih.gov/pubmed/22927371
http://dx.doi.org/10.1890/0012-9658(2006)87[2821:CMCBMA]2.0.CO;2
http://dx.doi.org/10.1038/ismej.2007.32
http://www.ncbi.nlm.nih.gov/pubmed/18043629
http://dx.doi.org/10.1126/science.1153527
http://www.ncbi.nlm.nih.gov/pubmed/18497289
http://dx.doi.org/10.1007/s10295-006-0126-z
http://www.ncbi.nlm.nih.gov/pubmed/16680458
http://dx.doi.org/10.1016/j.mib.2005.04.006
http://www.ncbi.nlm.nih.gov/pubmed/15939353
http://dx.doi.org/10.1007/s00253-008-1409-2
http://www.ncbi.nlm.nih.gov/pubmed/18414850
http://dx.doi.org/10.1002/1439-7633(20020703)3:7&lt;619::AID-CBIC619&gt;3.0.CO;2-9


Mar. Drugs 2016, 14, 50 12 of 12

61. Souchothèque. Available online: http://www.univ-brest.fr/souchotheque (accessed on 10 November 2015).
62. Defer, D.; Desriac, F.; Henry, J.; Bourgougnon, N.; Baudy-Floc, H.M.; Brillet, B.; Le Chevalier, P.; Fleury, Y.

Antimicrobial peptides in oyster hemolymph: The bacterial connection. Fish Shellfish Immunol. 2013, 34,
1439–1447. [CrossRef] [PubMed]

© 2016 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons by Attribution
(CC-BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.fsi.2013.03.357
http://www.ncbi.nlm.nih.gov/pubmed/23528872
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/

	Introduction 
	Results and Discussion 
	Antimicrobial Screening 
	Ecological Significance 
	Antimicrobial Compounds Production and Extraction 

	Materials and Methods 
	Strains Collection 
	Cultivation Methods 
	Antimicrobial Screening 
	Extraction of Amphipathic Bioactive Compounds 

	Conclusions 

