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Abstract

Since algae are well known as the host of fungi, the information about total fungal community associated with alga
is needed to give the initial data that is useful for natural product discovery. The study on total fungal community
associated with marine macroalga U. intestinalis from Xiamen-China was carried out using MiSeq, a powerful
platform for microbial ecology studies. Metagenomics DNA was isolated from surfaces of the U. intestinalis thallus
and rocks colonized by this alga and  18S ribosomal RNA region was sequenced using MiSeq Illumina to yield
81360 sequences from 162720 reads, which average read length is 245.61 bp. The sequences were assigned to
operational taxonomic units (OTUs), where 101 genera represent 5 phyla, 17 classes and 64 families of fungal.
Ascomycota was the highest abundance share of fungal community at phylum level. Meanwhile Aspergillus,
Blastobotrys, Alternaria, Knufia, and Fusarium were some of dominant genera found associated with U. intestinalis
which have been reported as the promising source of natural products. By using MiSeq platform, this study revealed
the total community structure of algicolous fungi associated with U. intestinalis.
Keywords:  fungi, community structure, MiSeq, U. intestinalis

Article history:
Received: 10 October 2017; Revised: 30 November 2017; Accepted: 30 December 2017

1. Introduction

Algae have been well-known as host of abundant
marine microorganism like bacteria and fungi (Godinho
et al., 2013; Wichard et al., 2015), that may play an
important rules in the ecosystem and bring the benefit
for the growth of that algae (Burke, Thomas, Lewis,
Steinberg, & Kjelleberg, 2011; Matsuo, Imagawa,
Nishizawa, & Shizuri, 2014; Richards, Jones,
Leonard, & Bass, 2012). Furthermore, the biochemical
and physical processes which  occur in the algal
thallus surface are likely to play a role in structuring
both qualitatively and quantitatively of the microbial
community associated with algae (Egan et al., 2013;
Maximilian et al., 1998; Tujula et al., 2010). Therefore
the algal surface maybe associated with unique
microorganism that might be prospective for new
natural product discovery.

Algae are  an important source for isolation of
marine fungi, where more than 30% of all known marine

fungi species associated with this plant (Gnavi et al.,
2017). In addition, 27% of new natural products derived
from marine fungi were isolated from macroalgae
(Bugni & Ireland, 2004). Thus, algae are a reservoir of
potential secondary fungi-derived metabolites. The
data  of fungal community structure is important to
give an initial information that is beneficial for natural
product discovery (Patantis, Rahmadara, Elfidasari,
& Chasanah, 2013).

Several studies about fungi associated with algae
have been conducted which most of them used culture
dependent techniques (Gnavi et al., 2016; Loque et
al., 2010; Godinho et al., 2013). The results showed
that culture dependent technique only revealed less
than 1% of fungal community (Handelsman, 2005).
Other methods which have been used to study fungal
community were Amplified Ribosomal DNA Restriction
Analysis (Menezes et al., 2010) and PCR-denaturing
gradient gel electrophoresis (DGGE) (Zuccaro et al.,
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2008). Unfortunately, those traditional culture
independent techniques were thought to only recover
a small proportion of community in the environmental
samples (Fu, Lv, & Chen, 2016; O’Brien, Parrent,
Jackson, Moncalvo, & Vilgalys, 2005). In the other
hand, high throughput sequencing platform has been
using to explore the microbial diversity at an
unprecedented scale of environmental samples
(Logares et al., 2013; Ercolini, 2013).

The interaction of bacteria-algae (Egan et al., 2013)
and the fungal community of U. intestinalis ((Godinho
et al., 2013) have been studied using culture
dependent method. Recently, the Illumina MiSeq is
employed and recommended for analyzing microbial
community of environmental samples. The advantages
of this method are able to reveal the uncultured
microorganism, time saving and low cost (Unno, 2015).
Compared to other high throughput platforms, Illumina
MiSeq gives more reads than Roche 454 (Werner,
Zhou, Caporaso, Knight, & Angenent, 2011) and lower
error rate results compared to Ion Torrent (Salipante
et al., 2014). Therefore, the present study of fungal
community associated with U. intestinalis of Xiamen
origin was conducted using Illumina MiSeq. This study
enabled us to understand the community structure of
fungal associated with U. intestinalis.

2. Materials and Methods

2.1. Sample Collection

Samples of algal thallus of U. intestinalis (LU) and
rocks colonized by algae (EU) were collected from
Xiamen seaside (N 24o35’20.584’’ – E 118o06’58.114’’)
on January 2016 (winter season) during low tide. EU
samples were collected on area about 3x3 cm2. The
surfaces were flushed with sterile seawater and
swabbed with sterile cottons. As many as 30 algal
thallus were aseptically collected and put into sterile
tubes.  All samples were transported to laboratory
and kept at -20oC. Prior swabbing, thallus were flashed
with sterile seawater. The DNA were extracted and
stored at -80oC for further experiment.

2.2. DNA Extraction and High-Throughput
      Sequencing of ITS

Total genomic DNA was extracted using Power
Soil DNA isolation Kit (MO BIO Laboratories, Inc.,
CA., USA) and genomic DNA was used as template.
The 18S ribosomal RNA genes were amplified using
primers ITS1F (5¹-CTTGGTCATTTAGAGGAAGTAA-3¹)
and 2043R (5¹-GCTGCGTTCTTC-ATCGATGC-3¹). PCR
reactions were performed in triplicates of 20 L mixture

containing 4 L of 5 × FastPfu Buffer, 2 L of 2.5 mM
dNTPs, 0.8 L of each primer (5 ìM), 0.4 L of FastPfu
Polymerase, and 10 ng of DNA.

Amplicons were extracted from 2% agarose gels
and purified using the AxyPrep DNA Gel Extraction
Kit (Axygen Biosciences, Union City, CA, U.S.), and
quantified using QuantiFluor™-ST (Promega, U.S.).
Purified amplicons were pooled in equimolar and paired-
end sequenced (2 × 250) on an MiSeq according to
the standard protocols (Amato et al., 2013).

2.3. Sequencing and Analyzing of Fungal
       Community Structure Associated with U.
       intestinalis

Raw fastq files were demultiplexed and quality-
filtered using QIIME (version 1.9.1) with the following
criteria: (i) The 300 bp reads were truncated at any
site receiving an average quality score <20 over a 50
bp sliding window, discarding the truncated reads that
were shorter than 50bp. (ii) exact barcode matching,
2 nucleotide mismatch in primer matching, reads
containing ambiguous characters were removed. (iii)
only sequences that overlap longer than 10 bp were
assembled according to their overlap sequence. Reads
which could not be assembled were discarded.

Operational Units (OTUs) were clustered with 97%
similarity cut off using UPARSE (version 7.1 http://
drive5.com/uparse/) and chimeric sequences were
identified and removed using UCHIME. The taxonomy
of each ITS gene sequence was analyzed by RDP
Classifier (http://rdp.cme.msu.edu/) against the ITS
database (Unite 7) using a confidence threshold of
70% (Amato et al., 2013).

3. Results and Discussion

3.1. Sequence Analysis by MiSeq Sequencing

Total of 81,360 sequences from 162,729 reads with
average length of 245.61 bp were generated by MiSeq
sequencing. The sequences were assigned to 1066
operational taxonomic units (OTUs) after clustering
at a 97% similarity level. The overlap of OTUs among
EU and LU samples was calculated using a Venn
diagram (Figure 1), as many as 265 of OTUs were
overlaid and 536 OTUs specifically belong to LU and
EU samples. Sequence information and the result of
alpha diversity of fungal communities are shown in
Table 1.

The rarefaction analysis was conducted to evaluate
whether OTUs had been sufficiently recovered by
MiSeq sequencing (Fu et al., 2016). Individual
rarefaction curves of fungal samples showed a similar

http://
http://rdp.cme.msu.edu/)


101

Table 1. Sample information, fungal diversity and sequence abundance

pattern in reaching a saturation phase (Figure 2). It
indicated that OTUs of both samples have been
sufficiently recovered by MiSeq (Nam, Lee, & Lim,
2012).

3.2. Diversity of Fungal Community Associated
       with U. intestinalis

The richness and diversity of fungal community
are represented in Table 1 . Sample EU had the higher
fungal richness (ace=624.026 and chao=633.7568)
compared to LU (ace=446.001 and chao = 445.1429).
In addition, the rarefaction curves calculated at 97%
level showed that the OTUs number of EU were higher
than LU. Rarefaction curve is also a suitable tool for
fungal diversity studies (Hughes et al., 2016). The
results showed that the fungal richness based on
rarefaction curve agreed with the alpha diversity
analyses.

3.3. Composition of Fungal Communities
       Associated with U. intestinalis

The OTUs retrieved from both samples contained
a large amount of unclassified fungi which was
distributed in different phyla, classes and genus.  The
abundance of the unclassified species was defined
as the percentages of the unclassified sequences.
About 66.82%-72.83% at phylum level, 72.01 %-72.54
% at class level and 73.15 %-77.65 % at genus level
were unable classified. These results are similar with
study carried out by  with Zheng, Wang, & Liu, (2014)
which showed the advantages of  using MiSeq to reveal
the uncultured microorganism in environmental
samples.

The unclassified species was omitted when
calculating the abundances of the classified one
(Zheng et al., 2014). Fungal communities from EU
and LU samples were analyzed at phylum and class
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Bases Average OUT
Number  Length Number

LU 38923 9694875 2,490,783,085 443 436,815 0.054036 446,001 4,451,429 0.999741
EU 42437 10287956 2,424,289,182 622 4,493,706 0.057476 624,026 6,227,568 0.999808

Sample
Raw Sequences Information Alpha Diversity

Sequence 
Number Shannon Simpson Ace Chao Coverage

Figure 1. Venn diagram of OTUs generated from U. intestinalis thallus surface (LU) and rock surfaces colonized
          by U. intestinalis (EU).
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level. The EU sample contained 4 phyla, 15 classes,
55 families and 77 genera, meanwhile the fungal
community from LU sample contained 5 phyla, 15
classes, 45 families and 68 genera. Total of 5 phyla,
17 classes, 64 families and 101 genera of classified
fungi were associated with U. intestinal is.
Furthermore, there was an overlay taxon between
classes, families and genera of EU and LU samples.
The abundance and diversity of classified fungi in this
study were higher than fungi associated with antarctic
algae, which was only 21 genera revealed (Godinho
et al., 2013). Furthermore  alga Fucus serratus
consist of 25 genera, which represented 2 phyla
(Ascomycota and Zygomycota) (Zuccaro et al., 2008).
Beside technique approach, the habitat condition may
influence the community structure of marine
microorganism (Allison & Martiny, 2008; Hou et al.,
2017).

The community composition of fungi associated
with U. intestinalis at phylum and class levels were
summarized in Figure 3. The relative abundance was
defined as classified sequence using Unite 7
database. As many as 11,882 reads of classified
sequences was represented by 5 phyla. The dominant
phyla and their abundances were similar among EU
and LU samples. Ascomycota was the most dominant
phylum, which representing about 78.95% - 83.25%
of classified fungi associated with U. intestinalis. In
addition, Basidiomycota were the second dominant
phylum in EU and LU samples representing about
15.51% and 19.14 % of classified fungi, respectively.
This results is agreed with other studies where
Ascomycota were the most dominant fungi associated
with antarctica algae (Godinho et al., 2013) and marine
organism (algae, ascidian and sponge) of north coast
of Sao Paulo, Brazil (Menezes et al., 2010).

Figure 3B presenting the population structure of
fungi at class levels. The results showed that the main
dominant classes and the abundance of fungi were
varied among samples. Bottom of  Form
Dothideomycetes (35.83%) and Eurotyomicetes
(27.98%) were the most dominant class in the EU
and LU samples, respectively. There were two classes
that unique in EU sample, Ustilaginomycetes and
Leotiomycetes, while Glomeromycetes and
Wallemiomycetes were only found in LU sample.
However, 13 classes of fungi were found in both
samples. Dothideomycetes was found at intertidal,
primarily from mangrove habitats and mostly parasites
or symbionts of sea grass or marine algae (Suetrong
et al., 2009). Eurotyomicetes was also found
associated with marine algae, ascidian and sponge
of north coast of Sao Paulo (Menezes et al., 2010).

3.4. Shared Species Phylogenetic Tree of
       Fungal Communities Associated with
       U. intestinalis

The phylogenetic tree of fungal communities based
on Bray-Curtis on the top 50 predominate bacteria at
genus level was constructed. There were 12 classes
associated with top 50 predominate fungi (Figure 4).
Furthermore, the class of  Dothideomycetes
contributed the highest variant fungi in top 50 identified
genus. The Aspergillus was found as the highest
abundant genus in EU and LU samples, with total of
14 OTUs (4267 reads). Venn diagram also revealed
that 33 and 24 genera were unique in EU and LU
samples, respectively (Figure 5).

The top genera in EU sample were Aspergillus
(10.84%), Blastobotrys (8.15%), Stemphylium
(6.86%), Alternaria (5.49%), Exsohilum (5.06%). While
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Figure 2. Rarefaction curves based on MiSeq sequencing of fungal community isolated from U. intestinalis
          thallus surface (LU) and rock surface colonized by U. intestinalis (EU).
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Figure 3. Community composition of fungal associated with U. intestinalis at A) phylum and B) class level
          revealed by MiSeq sequencing.

Figure 4. Phylogenetic three of fungi associated with U. intestinalis at genus level.
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in LU were Aspergillus (25.40%), Blastobotrys
(6.17%), Trichosporon (5.56%), Knufia (4.2%) and
Fusarium (4.46%).  Several fungi  associated with U.
intestinalis has been reported as sources of natural
product. Aspergilus, the most abundant fungi
associated with U. intestinalis, is well known as a
good source of antibiotic. Natural products produced
by marine origin Aspergillus such as stephacidin B
and plinabulin showed antitumor activity (Lee et al.,
2013). In addition, the crude extract of Aspergillus
terreus had antibacterial activity against fish pathogen
(Volkmann & Gorbushina, 2006).

Blastobotrys has been reported as a promising
alternative yeast as donor cell which has  thermo and
osmotolerance ability (Flagfeldt, Siewers, Huang, &
Nielsen, 2009). Alternaria alternata isolated from soft
coral Denderonephthya hemprichi produced pyrophen
and rubrofusarin has antimicrobial activity against
Candida albicans (Shaaban, Shaaban, & Abdel-Aziz,
2012). The crude extract of Knufia petricola origin from
green alga Flabellia petiolata showed antibacterial
act iv it ies against Burkholder metallica and
Staphylococcus aureus (Gnavi et al., 2016). Marine
Fusarium isolated from Indian seawater showed the
amylase activity (Lanka, Pydipally, & Latha, 2016).
Neofusapyrone inhibiting the growth of Aspergillus
clavatus while fusapyrone and deoxyfusapyrone
inhibiting growth of Pseudomonas aeruginosa and
Aspergillus clavatus were compound derived from
marine Fusarium (Hiramatsu et al., 2006).

4. Conclusion

This research give an initial information about the
community structures of fungi associated with U.
intestinalis. As many as 101 genera represented 5
phyla, 17 classes and 64 families of fungal associated
with U. intestinalis. Ascomycota (EU=78.95% and
LU=83.25%) was the highest abundant phylum found
in both samples. In addition, Aspergillus (EU=10.84%
and LU=25.40%), was the most dominant genus in
U. intestinalis  thallus and rock surface colonized by
Ulva. The dominant genera of fungi associated with
U. intestinalis were reported as promising natural
product producer. In summary, the large abundance
of fungi associated with macroalgae give promising
opportunity for marine natural compound sources.

5. Acknowledgments

This research was supported by National Marine
Economic Development Demonstration Project in
Xiamen under Grant 16CZB023SF12 and the Public
Science and Technology Research Founds Project of
China under Grant 20130516.

References
Allison, S. D., & Martiny, J. B. H. (2008). Resistance,

resilience, and redundancy in microbial
communities. PNAS, 105(12), 11512–11519.

Agusman and F. Danging/Squalen Bull. of Mar. and Fish. Postharvest and Biotech. 12 (3) 2017, 99-106

Figure 5. The Venn diagram of overlay genus of fungi generated from U. intestinalis surfaces (LU) and rock
           surfaces colonized by U. intestinalis (EU).



105

Amato, K. R., Yeoman, C. J., Kent, A., Righini, N.,
Carbonero, F., Estrada, A., … Leigh, S. R. (2013).
Habitat degradation impacts black howler monkey
(Alouatta pigra) gastrointestinal microbiomes. The
ISME Journal, 716(7), 1344–1353.

Bugni, T. S., & Ireland, C. M. (2004). Marine-derived fungi/
a chemically and biologically diverse group of
microorganisms. Natural Product Reports, 21(1),
143–163.

Burke, C., Thomas, T., Lewis, M., Steinberg, P. D., &
Kjelleberg, S. (2011). Composition, uniqueness and
variability of the epiphytic bacterial community of the
green alga Ulva australis. The ISME Journal, 5(4),
590–600.

Egan, S., Harder, T., Burke, C., Steinberg, P. D., Kjelleberg,
S., & Thomas, T. (2013). The seaweed holobiont:
understanding seaweed-bacteria interactions. FEMS
Microbiology Reviews, 37(3), 462–476. https://doi.org/
10.1111/1574-6976.12011

Ercolini, D. (2013). High-throughput sequencing and
metagenomics/ : moving forward in the culture-
independent analysis of food microbial ecology.
Applied and Enviromental Microbiology , 79(10),
3148–3155. https://doi.org/10.1128/AEM.00256-13

Flagfeldt, D. B., Siewers, V., Huang, L., & Nielsen, J.
(2009). Characterization of chromosomal integration
sites for heterologous gene expression in
Saccharomyces cerevisiae. Yeast (Chichester,
England), 26(10), 545–551. https://doi.org/10.1002/
yea

Fu, J., Lv, H., & Chen, F. (2016). Diversity and variation of
bacterial community revealed by MiSeq sequencing
in Chinese dark teas. PLoS ONE, 11(9), 1–12. https:/
/doi.org/10.1371/journal.pone.0162719

Gnavi, G., Garzoli, L., Poli, A., Prigione, V., Burgaud, G., &
Varese, G. C. (2017). The culturable mycobiota of
Flabellia petiolata : first survey of marine fungi
associated to a Mediterranean green alga. PLoS
ONE , 12(4), 1–20. https://doi.org/10.1371/
journal.pone.0175941

Gnavi, G., Palma Esposito, F., Festa, C., Poli, A., Tedesco,
P., Fani, R., … Varese, G. C. (2016). The antimicrobial
potential of algicolous marine fungi for counteracting
multidrug-resistant bacteria: phylogenetic diversity
and chemical profiling. Research in Microbiology,
167(6), 492–500. https://doi.org/10.1016/
j.resmic.2016.04.009

Godinho, V. M., Furbino, L. E., Santiago, I. F., Pellizzari, F.
M., Yokoya, N. S., Pupo, D., … Rosa, L. H. (2013).
Diversity and bioprospecting of fungal communities
associated with endemic and cold-adapted
macroalgae in Antarctica. The ISME Journal, 7(7),
1434–1451. https://doi.org/10.1038/ismej.2013.77

Handelsman, J. (2005). Metagenomics: application of
genomics to uncultured microorganisms.
Microbiology and Molecular Biology Reviews, 69(1),
195–195. https://doi.org/10.1128/
MMBR.69.1.195.2005

Hiramatsu, F., Miyajima, T., Murayama, T., Takahashi, K.,
Koseki, T., & Shiono, Y. (2006). Isolation and structure

elucidation of neofusapyrone from a marine-derived
Fusarium species, and structural revision of
fusapyrone and deoxyfusapyrone. The Journal of
Antibiotics, 59(11), 704–709. https://doi.org/10.1038/
ja.2006.94

Hou, D., Huang, Z., Zeng, S., Liu, J., Wei, D., Deng, X., …
He, J. (2017). Environmental factors shape water
microbial community structure and function in shrimp
cultural enclosure ecosystems. Frontiers in
Microbiology, 8, 2359–2370. https://doi.org/10.3389/
fmicb.2017.02359

Hughes, J. B., Hellmann, J. J., Ricketts, T. H., Bohannan,
B. J. M., Sinclair, L., Osman, O. A., … Michaelakis, A.
(2016). Counting the uncountable/ : statistical
approaches to estimating microbial diversity. Applied
and Environmental Microbiology, 10(1), 4399–4406.
https://doi.org/10.1128/AEM.67.10.4399

Lanka, S., Pydipally, M., & Latha, N. L. (2016). Extraction
and activity studies of industrially important enzymes
from marine Fusarium species isolated from
Machilipatnam Sea Water, (A.P), India. European
Journal of Pharmaceutical and Medical Research,
3(12), 254–258.

Lee, Y. M., Kim, M. J., Li, H., Zhang, P., Bao, B., Lee, K. J.,
& Jung, J. H. (2013). Marine-derived Aspergillus
species as a source of bioactive secondary
metabolites. Marine Biotechnology, 15(5), 499–519.
https://doi.org/10.1007/s10126-013-9506-3

Logares, R., Sunagawa, S., Salazar, G., Cornejo-castillo,
F. M., Ferrera, I., Sarmento, H., … Acinas, S. G. (2013).
Metagenomic 16S rDNA Illumina tags are a powerful
alternative to amplicon sequencing to explore
diversity and structure of microbial communities.
Environmental Microbiology, 9(16), 2659–2671.
https://doi.org/10.1111/1462-2920.12250

Loque, C. P., Medeiros, A. O., Pellizzari, F. M., Oliveira, E.
C., Rosa, C. A., & Rosa, L. H. (2010). Fungal
community associated with marine macroalgae from
Antarctica. Polar Biol, 33, 641–648. https://doi.org/
10.1007/s00300-009-0740-0

Matsuo, Y., Imagawa, H., Nishizawa, M., & Shizuri, Y.
(2014). Isolation of an algal morphogenesis inducer
from a marine bacterium. Science, 307(5715).

Maximilian, R., De Nys, R., Holmstrom, C., Gram, L.,
Givskov, M., Crass, K., … Steinberg, P. D. (1998).
Chemical mediation of bacterial surface colonisation
by secondary metabolites from the red alga Delisea
pulchra. Aquatic Microbial Ecology, 15(3), 233–246.

Menezes, C. B. A., Bonugli-Santos, R. C., Miqueletto, P.
B., Passarini, M. R. Z., Silva, C. H. D., Justo, M. R., …
Sette, L. D. (2010). Microbial diversity associated with
algae, ascidians and sponges from the north coast
of Sao Paulo state, Brazil. Microbiological Research,
165(6), 466–482. https://doi.org/10.1016/
j.micres.2009.09.005

Nam, Y. Do, Lee, S. Y., & Lim, S. Il. (2012). Microbial
community analysis of Korean soybean pastes by
next-generation sequencing. International Journal of
Food Microbiology, 155(1–2), 36–42. https://doi.org/
10.1016/j.ijfoodmicro.2012.01.013

Agusman and F. Danging/Squalen Bull. of Mar. and Fish. Postharvest and Biotech. 12 (3) 2017, 99-106

https://doi.org/
https://doi.org/10.1128/AEM.00256-13
https://doi.org/10.1002/
https://doi.org/10.1371/
https://doi.org/10.1016/
https://doi.org/10.1038/ismej.2013.77
https://doi.org/10.1128/
https://doi.org/10.1038/
https://doi.org/10.3389/
https://doi.org/10.1128/AEM.67.10.4399
https://doi.org/10.1007/s10126-013-9506-3
https://doi.org/10.1111/1462-2920.12250
https://doi.org/
https://doi.org/10.1016/
https://doi.org/


106

O’Brien, H. E., Parrent, J. L., Jackson, J. A., Moncalvo, J.,
& Vilgalys, R. (2005). Fungal community analysis by
large-scale sequencing of environmental samples.
Applied and Environmental Microbiology, 71(9),
5544–5550. https://doi.org/10.1128/AEM.71.9.5544

Patantis, G., Rahmadara, G., Elfidasari, D., & Chasanah,
E. (2013). Molecular identification of sponges
obtained from Seribu Islands National Park and their
associated bacteria. Squalen Bulletin of Marine and
Fisheries Postharvest and Biotechnology, 8(1), 29–
36. https://doi.org/10.15578/squalen.v8i1.80

Richards, T. A., Jones, M. D. M., Leonard, G., & Bass, D.
(2012). Marine fungi: their ecology and molecular
diversity. Annual Review of Marine Science, 4(1), 495–
522. https://doi.org/10.1146/annurev-marine-120710-
100802

Salipante, S. J., Kawashimaa, T., Rosenthala, C.,
Hoogestraata, D. R., Cummingsa, L. A., Senguptaa,
D. J., … G., N. H. (2014). Performance comparison of
Illumina and Ion Torrent next-generation sequencing
platforms for 16S rRNA-based bacterial community
profiling. Applied and Enviromental Microbiology,
80(24), 7583–7591. https://doi.org/10.1128/
AEM.02206-14

Shaaban, M., Shaaban, K. a, & Abdel-Aziz, M. S. (2012).
Seven naphtho--pyrones from the marine-derived
fungus  Alternaria alternata: structure elucidation and
biological properties. Organic and Medicinal
Chemistry Letters, 2(1), 6. https://doi.org/10.1186/
2191-2858-2-6

Suetrong, S., Schoch, C. L., Spatafora, J. W., Kohlmeyer,
J., Volkmann-Kohlmeyer, B., Sakayaroj, J., … Jones,
E. B. G. (2009). Molecular systematics of the marine
Dothideomycetes. Studies in Mycology, 64, 155–173.
https://doi.org/10.3114/sim.2009.64.09

Tujula, N. a, Crocetti, G. R., Burke, C., Thomas, T.,
Holmstrom, C., & Kjelleberg, S. (2010). Variability and

abundance of the epiphytic bacterial community
associated with a green marine Ulvacean alga. The
ISME Journal, 4(2), 301–311. https://doi.org/10.1038/
ismej.2009.107

Unno, T. (2015). Bioinformatic suggestions on MiSeq-
based microbial community analysis. Journal
Microbial Biotechnology, 25(6), 765–770.

Volkmann, M., & Gorbushina, A. A. (2006). A broadly
applicable method for extraction and characterization
of mycosporines and mycosporine-like amino acids
of terrestrial, marine and freshwater origin. FEMS
Microbiology Letters, 255(2), 286–295. https://doi.org/
10.1111/j.1574-6968.2006.00088.x

Werner, J. J., Zhou, D., Caporaso, J. G., Knight, R., &
Angenent, L. T. (2011). Comparison of Illumina
paired-end and single-direction sequencing for
microbial 16S rRNA gene amplicon surveys. The
ISME Journal, 6(7), 1273–1276. https://doi.org/
10.1038/ismej.2011.186

Wichard, T., Charrier, B., Mineur, F., Bothwell, J. H., Clerck,
O. De, & Coates, J. C. (2015). The green seaweed
Ulva/ : a model system to study morphogenesis.
Frontiers in Plant Science, 6, 72. https://doi.org/
10.3389/fpls.2015.00072

Zheng, B., Wang, L., & Liu, L. (2014). Bacterial community
structure and its regulating factors in the intertidal
sediment along the Liaodong Bay of Bohai Sea,
China. Microbiological Research. https://doi.org/
10.1016/j.micres.2013.09.019

Zuccaro, A., Schoch, C. L., Spatafora, J. W., Kohlmeyer,
J., Draeger, S., & Mitchell, J. I. (2008). Detection and
identification of fungi intimately associated with the
brown seaweed Fucus serratus . Applied and
Environmental Microbiology, 74(4), 931–941. https:/
/doi.org/10.1128/AEM.01158-07

Agusman and F. Danging/Squalen Bull. of Mar. and Fish. Postharvest and Biotech. 12 (3) 2017, 99-106

https://doi.org/10.1128/AEM.71.9.5544
https://doi.org/10.15578/squalen.v8i1.80
https://doi.org/10.1146/annurev-marine-120710-
https://doi.org/10.1128/
https://doi.org/10.1186/
https://doi.org/10.3114/sim.2009.64.09
https://doi.org/10.1038/
https://doi.org/
https://doi.org/
https://doi.org/
https://doi.org/

