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Abstract 

Macroalgal surface constitutes a peculiar ecological niche and an advantageous substratum for microorganisms able 
to degrade the wide diversity of algal glycans. The degrading enzymatic activities of macroalgal epiphytes are of 
paramount interest for the industrial by-product sector and biomass resource applications. We characterized the poly-
saccharide hydrolytic profile of bacterial isolates obtained from three macroalgal species: the red macroalgae Aspara-
gopsis taxiformis and Sphaerococcus coronopifolius (Rhodophyceae) and the brown Halopteris scoparia (Phaeophyceae), 
sampled in South Portugal. Bacterial enrichment cultures supplemented with chlorinated aliphatic compounds, 
typically released by marine algae, were established using as inoculum the decaying biomass of the three macroal-
gae, obtaining a collection of 634 bacterial strains. Although collected from the same site and exposed to the same 
seawater seeding microbiota, macroalgal cultivable bacterial communities in terms of functional and phylogenetic 
diversity showed host specificity. Isolates were tested for the hydrolysis of starch, pectin, alginate and agar, exhibiting 
a different hydrolytic potential according to their host: A. taxiformis showed the highest percentage of active isolates 
(91%), followed by S. coronopifolius (54%) and H. scoparia (46%). Only 30% of the isolates were able to degrade starch, 
while the other polymers were degraded by 55–58% of the isolates. Interestingly, several isolates showed promiscu-
ous capacities to hydrolyze more than one polysaccharide. The isolate functional fingerprint was statistically cor-
related to bacterial phylogeny, host species and enrichment medium. In conclusion, this work depicts macroalgae 
as holobionts with an associated microbiota of interest for blue biotechnologies, suggesting isolation strategies and 
bacterial targets for polysaccharidases’ discovery.

Keypoints 

• Macroalgae are source of bacterial polysaccharidases for blue biotechnologies.
• Amilases, pectinases, alginate lyases and agarases were widespread among isolates.
• Hydrolytic profile correlates to strain phylogeny, host species, isolation medium.
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Introduction
Marine environments, characterized by specific phys-
icochemical parameters as well as by the presence 
of unusual carbon sources (Rao et  al. 2017; Zeaiter 
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et  al. 2019), host organisms constituting a reservoir 
of biotechnologically relevant functions that could be 
exploited in medical, pharmaceutical and industrial 
applications (Iwamoto et  al. 2001; Wang et  al. 2020; 
Rodrigues et al. 2017).

In the seawater milieu, surface of macroalgae consti-
tutes a particular ecological niche and an advantageous 
substratum for microorganisms, which rely for their 
nutritional needs on the organic substances secreted by 
their host (Michel et  al. 2006). Albeit it was suggested 
that common members of algal bacterial communities 
constitute a core group (Selvarajan et al. 2019), the spe-
cific recruitment of bacteria on algal surfaces depends 
on defined functional traits, and is regulated by the algal 
host itself (Egan et al. 2013; Behringer et al. 2018; Crenn 
et al. 2018). Some algal species are characterized by dis-
tinct associated bacterial communities, in relation to the 
composition of algal surfaces and exudates (Kimbrel et al. 
2019), sampling season (Lachnit et  al. 2011), as well as 
geographic location (Singh and Reddy 2014). A long evo-
lutionary history of cross-kingdom interactions between 
algae and epiphytic bacteria has therefore shaped com-
plex associations and specializations between the two 
counterparts, which contribute to host health, morpho-
logical development and defense and allow to define 
algae and their associated microbes as holobionts, as 
analogously described for corals (Rosenberg et al. 2007). 
In particular, epiphytic bacteria provide assistance with 
metabolic processes, i.e., nitrification, nitrogen fixation, 
sulfate reduction, photosynthesis, nutrient exchange, 
plant growth enhancement, quorum sensing mediation, 
host chemical defense via antifouling properties against 
unwanted colonization and episodic predatory behaviors 
(Egan et  al. 2008, 2013; Singh and Reddy 2014; Barott 
et  al. 2011; Burke et  al. 2011; Cirri and Pohnert 2019). 
On the other hand, an array of biological, physical, and 
chemical properties of macroalgal surfaces is probably 
involved in structuring the associated epiphytic microbial 
community and its metabolic activity (Egan et al. 2013). 
Therefore, understanding macroalgae functioning from 
an ecological perspective cannot overlook the interac-
tions with their associated microbiome.

Polysaccharide-degrading bacteria are important mem-
bers of the macroalgal bacterial community: by using 
algal cell wall polymers as carbon source, they contrib-
ute to the global carbon cycle (Gupta et  al. 2013) and, 
broadly, to macroalgal holobiont maintenance (Martin 
et al. 2015). Some bacterial species can play a crucial role 
when macroalgal degradation processes occur, allowing 
the decay of macroalgae with consequent carbon com-
pound recycling in the marine environment (Imran et al. 
2017). It is therefore of particular interest to focus atten-
tion on the specific microbial community that dominates 

the surface of decaying, besides than healthy, macroalgae 
(Ihua et al. 2019).

Macroalgal cell wall composition is characterized by 
sulfated polysaccharides, not present in plants (Popper 
et  al. 2011). Among cell wall constituents there are few 
carbohydrates of lignocellulosic nature (hexoses-glucose, 
mannose and galactose, pentoses-xylose and arabinose) 
and a large array of polysaccharides (e.g., agar, carra-
geenan, alginate, fucan, laminarin, cellulose, and pectin). 
A wide diversity of glycans, as cell wall components and 
energy storage compounds, is produced by macroalgae 
and could have potential applications in industrial waste 
and by-products treatments. Specifically, while red algae 
are characterized by a cell wall mainly composed of cel-
lulose, sulfated galactans, mannan, xylan, carrageenan 
and agar, polysaccharides found in brown macroalgae are 
largely represented by alginate, fucoidan, laminarin and 
cellulose (Popper et  al. 2011). Taking advantage of high 
productivity, high content of carbohydrates and lipids, 
and the possibility of bulk-scale farming without the 
need for fertilizers (Ferdouse et al. 2018), macroalgae cul-
tivation is increasing in Europe, meeting the request of 
industry for sustainable biomass resources together with 
the emerging awareness for sustainability in food produc-
tion (Wang et al. 2020). Under this perspective the iden-
tification of enzymes able to degrade algal components 
is of paramount importance for many biotechnological 
applications.

The majority of the degrading enzymes targeting mac-
roalgal polysaccharides (polysaccharide lyases and gly-
coside hydrolases, Michel and Czjzek 2013) have been 
isolated from macroalgae-associated bacteria belonging 
to Gammaproteobacteria (phylum Proteobacteria) and 
Flavobacteria (phylum Bacteroidetes) classes (Nedashko-
vskaya et al. 2014; Martin et al. 2014). Knowledge is nev-
ertheless still scarce regarding the enzymes produced by 
the macroalgae-associated epibiota. Aim of this work was 
to isolate algalytic bacteria from industrial interesting 
macroalgae, growing in sympatry but with a contrasting 
phylogenetic background, and to link the polysaccha-
ridase activity of the isolates with their phylogeny, host 
species and enrichment medium, thereby aiming to iden-
tify the most promising putative target bacterial genera 
and isolation procedures to mine novel polysaccharide 
degrading enzymes from the marine habitat.

Materials and methods
Enrichment media and bacterial isolation
Asparagopsis taxiformis, Halopteris scoparia and Sphae-
rococcus coronopifolius specimens were collected in 
November 2018, by snorkeling on the coast of South 
Portugal. Samples, maintained in the local seawater, 
were delivered at the University of Milan stored on ice 
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then and incubated intact for 30 days at 4  °C to induce 
a controlled natural biomass decay process, prior to be 
processed for bacteria enrichment and isolation. Mac-
roalgae were firstly rinsed with sterile milliQ water to 
remove loosely attached bacteria, then 2.5  g of sam-
ple was used as inoculum in 250 mL artificial seawater 
(ASW, sterilized by filtration with 0.22  μm pore filters) 
added with 100  mg/L of either 1,2-dichloroetane (1,2-
DCA) or 1,2-dibromoethene (1,2-DBE) and incubated 
at 30 °C under mild rotating agitation. Medium turbidity 
appeared 3 days after microcosms’ establishment, after 
which 2.5 mL of the supernatant was transferred, avoid-
ing visible algal original biomass, in 250 mL of the same 
fresh medium. This procedure was repeated four times 
and subsequently the bacterial suspension was plated 
on ONR7a agarized medium (DSMZ medium 950) with 
the addition of either 1,2-DCA or 1,2-DBE, and incu-
bated at 30  °C until colony appearance (5–7 days). Pure 
cultures were obtained by streaking isolates three times 
on the same medium. Both enrichment and isolation 
media were added with 100  mg/L of cycloheximide to 
inhibit fungal growth. Cultures from the first inoculum 
were also plated on agarized Marin Broth (MA) (Conda), 
incubated at 30 °C until colonies appeared (1–3 days) and 
streaked at single colony three times. A graphical scheme 
of the adopted isolation procedure is reported in Addi-
tional file  1: Fig. S1. Chemicals, except were specifically 
reported, were purchased from Sigma-Aldrich.

Identification of bacteria associated with the macroalgae
DNA was extracted from a single colony of each isolate 
through a boiling lysis procedure (Ferjani et  al. 2015). 
Bacterial collection was dereplicated by intergenic inter-
nal transcribed spacer (ITS)-PCR fingerprinting, using 
the primers ITS-F (3′-GTC GTA ACA AGG TAG CCG 
TA-5′) and ITS-R (3′-CTA CGG CTA CCT TGT TAC 
GA-5′), as previously described (Barbato et al. 2016). At 
least one representative for each ITS group was identified 
by partial 16 S rRNA sequencing and subsequent align-
ment of the sequence in NCBI database (http:// www. 
ncbi. nlm. nih. gov/ BLAST/ Blast. cgi). The amplification 
of the bacterial 16  S rRNA gene was performed using 
the universal primers 27  F (3′-AGA GTT TGATCMTGG 
CTC AG-5′) and 1492R (3′-CTA CGG CTA CCT TGT 
TAC GA-5′) (Mapelli et al. 2013). Partial 16 S rRNA gene 
sequences obtained from the bacterial isolates are avail-
able at the European Nucleotide Archive (ENA) under 
the study accession numbers PRJEB43423 (HG994980-
HG995020 and HG999366-HG999678).

Screening of the bacterial hydrolytic profile
All the isolates were tested for extracellular polysaccha-
ride-degradation on starch, pectin, alginate and agar 

following a protocol modified from Jain and Krishnan 
(2017). Briefly, 10 µL of an overnight liquid culture of 
each isolate were spotted on agar plates containing either 
MA or ONR7a modified media supplemented with starch 
(0.5% w/V), alginate (0.2% w/V) and pectin (0.2% w/V). 
Plates solidified using agar (1.5% w/V) were used for aga-
rolytic activity. Prior autoclaving, the pH of the growth 
media was adjusted to 7.2 with the addition of NaOH. 
After inoculation, the plates were incubated at 30 °C for 
3 days. To observe the degradation halo for each poly-
saccharide, the plates were flooded with the appropriate 
reagent for 5 min and rinsed. Lugol’s iodine reagent was 
used to detect agarolytic isolates (Mai et al. 2016), while 
Gram’s Iodine was used to detect hydrolysis of the other 
polysaccharides (Sunnotel and Nigam 2002; Sawant et al. 
2015). The qualitative extent of the degrading activity was 
expressed as the ratio between degradation halo diameter 
(mm) and bacterial colony diameter (mm), allowing the 
comparison among isolates.

Statistical analyses
Statistical analyses were performed with the software 
PRIMER7 (Clarke and Gorley 2015), PERMANOVA + for 
PRIMER routines (Anderson et  al. 2008) and with Calc 
Statistical Function of  MicrosoftR Office (Student’s t test). 
A dissimilarity matrix was built basing on results of the 
tested activities for each isolate and similarities among 
isolates’ activities according to bacterial taxonomy and 
macroalgal hosts were investigated by non-metric multi-
dimensional scaling (nMDS). Significant differences of 
the hydrolytic profiles in the bacterial collection (includ-
ing the level of the enzymatic activity) were investigated 
through Permutational Multivariate Analysis of Variance 
(PERMANOVA) and Monte Carlo P test considering the 
bacterial taxonomy, growth media and macroalgal hosts. 
Distribution of hydrolytic activities in the three algal 
sub-collections, as well as considering the halogenated 
compounds and isolation media, was analyzed with Calc 
Statistical Function of  MicrosoftR Office applying Stu-
dent’s t test.

Results
Bacterial collections obtained from the different 
macroalgae
A total of 634 bacterial isolates were obtained as pure 
cultures from the three algal species: 221 isolates from 
A. taxiformis, 194 from H. scoparia and 219 from S. cor-
onopifolius. We considered that most of the obtained 
isolates were epiphytes, but we could not exclude that 
endophytic bacteria could be present, derived from 
decaying macroalgal material (Ihua et al. 2019). The bac-
terial isolates were clustered in 287 groups based on their 
ITS profiles and the partial 16  S rRNA gene of at least 

http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi
http://www.ncbi.nlm.nih.gov/BLAST/Blast.cgi
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one representative for each ITS group was sequenced 
for identification purposes (see "Materials and methods" 
section for the sequence accession numbers; Additional 
file 2: Table S1).

The three bacterial collections spanned 33 different 
genera belonging to 3 phyla: Bacteroidetes (51 isolates, 
8% of the overall collection), Firmicutes (218 isolates, 34% 
of the overall collection) and Proteobacteria (364 isolates, 

57% of the overall collection). Only one isolate belonged 
to the phylum Actinobacteria, Micrococcus luteus, and 
was obtained from S. coronopifolius (Fig. 1A, Additional 
file 2: Table S1).

The taxonomic composition of the isolate collections 
differed among hosts, regardless host phylogenetic rela-
tionship. Members of the Bacteroidetes phylum were 
retrieved mainly from H. scoparia, Phaeophyceae, (32 

Fig. 1 Bacterial collections. A Taxonomic composition of bacterial isolates at phyla and genera levels for each macroalga: Asparagopsis taxiformis, 
Sphaerococcus coronopifolius (both Rhodophycea) and the brown Halopteris scoparia (Phaeophyceae). B Venn diagram showing the bacterial genera 
unique for each or shared among the three macroalgae
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isolates) and S. coronopifolius, Rhodophyceae, (19 iso-
lates), whereas Firmicutes were isolated exclusively from 
A. taxiformis, Rhodophyceae. Proteobacteria repre-
sented more than half of the overall collection and were 
retrieved from all three algae with the highest prevalence 
in S. coronopifolius (199 isolates, 91% of the collection 
isolated from this host), H. scoparia (162 isolates, 84% 
of the collection isolated from this host), and only 3 iso-
lates isolated from A. taxiformis (1% of the collection). 
These latter isolates belonged to the Psychrobacter genus 
(Fig. 1A, Additional file 2: Table S1), which resulted the 
only common genus among the 3 collections (Fig.  1B). 
Thirteen bacterial genera were shared between H. sco-
paria and S. coronopifolius (Fig. 1A, B, Additional file 2: 
Table S1).

Bacterial isolate hydrolytic activities on starch, pectin, 
alginate and agar
Isolates were tested to uncover the potential of the epi-
phytic macroalgae bacterial community as a source of 
degrading enzymes on starch, pectin, alginate and agar 
polysaccharides. Detailed results of the activity tests 

are reported in Additional file 2: Table S2. The bacterial 
collection established from A. taxiformis showed the 
highest percentage of isolates (91%) showing ≥ 1 polysac-
charidase activity, followed by the S. coronopifolius and 
H. scoparia collections, with 54 and 46%active isolates, 
respectively (Fig. 2A, B; Additional file 2: Table S2). Con-
sidering the quali-quantitative evaluation of the degrad-
ing activity, estimated from the size of the hydrolysis 
haloes on agar plate cultures, the H. scoparia collection 
demonstrated also the lower levels of activity when com-
pared with the collections obtained from two red mac-
roalgae (Fig. 3).

The polysaccharidase activity was widespread in the 
collections: 30% of the isolates showed degradation 
of starch, 55% pectin, 55% alginate, and 58% agar. The 
relative abundance of active isolates differed among 
the collections obtained from the three hosts (Figs. 2B 
and 3A–C,  Additional file  2: Table  S2). Isolate BP26, 
the only representative of the Actinobacteria phy-
lum in the whole collection, did not show any hydro-
lytic activity, whereas we found representatives with 
at least one activity in the other three identified phyla 

Fig. 2 Hydrolytic activities of bacteria isolated from the macroalgae Asparagopsis taxiformis, Halopteris scoparia and Sphaerococcus coronopifolius 
on starch, pectine, alginate and agar. A Active (dark colors) and not-active (light colors) isolates considering the 3 macroalgal species and the 
different hydrolytic activities. B Number of active isolates for each macroalgal species. Percentages represent the fraction of active isolates in each 
algal sub-collection. Colors in the percentage boxes are related to the percentage values: higher percentages are reported in green, intermediate 
percentages in yellow and lower percentages are in red. Bars represent the numbers of active isolates
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(Proteobacteria with the classes Alphaproteobacteria 
and Gammaproteobacteria; Firmicutes with the class 
Bacilli and Bacteroidetes with the class Flavobacteriia) 
(Fig. 3).

91% of the Firmicutes, isolated uniquely from A. taxi-
formis, demonstrated polysaccharidase activity: the 
capacity to degrade all the tested polysaccharides was 
widespread among isolates belonging to 4 Firmicutes 
genera (Bacillus, Fictibacillus, Halobacillus and Thal-
assobacillus; Table  1). Among Proteobacteria, mainly 
obtained from H. scoparia and S. coronopifolius, isolates 
belonging to 12 genera demonstrated polysaccharidase 
activity. Only six genera displayed amylolytic capacity, 
while hydrolyses of the other polysaccharides were more 
widespread (isolates belonging to 11, 11 and 12 genera 
showed, respectively, pectinase, alginase and agarase 
activity). Among the 37 Psychrobacter sp. isolates, the 
unique genus isolated from all the algae, none exhib-
ited amylase activity, while only 6 possessed at least one 
hydrolytic activity. 90% of the Bacteroidetes isolates were 
active in polysaccharide degradation (with at least one 
hydrolytic activity): only a few number of genera (n = 3) 
showed to be amylolytic, while 7 genera were active on 
the other polysaccharides (Additional file 1: Fig. S2).

Bacillus hwajinpoensis CA2-8 showed the highest 
amylase activity (with a value of 15, calculated as the 
ratio between the degradation halo diameter and the iso-
late growth diameter), at least five times higher than the 
other isolates (Additional file  2: Table  S3, Fig.  4). Inter-
estingly, another isolate belonging to the same species, 
i.e., Bacillus hwajinpoensis CA28, showed the highest 
alginate lyase activity (value 8). The isolate Halobacillus 
trueperi CA35 showed the highest agarase activity (value 
13), whereas 11 isolates displayed the highest pectinase 
activity (value 8): one Firmicutes (Bacillus hwajinpoensis 
CA15), and 10 Proteobacteria (Table 1; Additional file 2: 
Table S3; Fig. 4).

The functional potential of the collection was often 
correlated with the isolate phylogeny (Additional file  2: 
Table  S4). Isolates were randomly selected, thus taxo-
nomical groups were represented unbalanced: to evalu-
ate the genera with the most interesting activity, we 
considered only those represented by at least 15 iso-
lates (Additional file 2: Table S4; taxa highlighted in vio-
let). Vibrio and Photobacterium (Vibrionaceae family) 
included isolates active on the different polysaccharides 
with high percentages of activity, ranging between 81 
and 96%. Conversely, Marinobacter and Psychrobacter 

Fig. 3 Heat map of the tested activities (amylase, pectinase, alginate lyase, agarase) for each isolate in the macroalgae: A Asparagopsis. taxiformis; 
B Halopteris scoparia; and C Sphaerococcus coronopifolius. Colors indicate the activity level calculated as the ratio between the degradation halo 
diameter and the isolate growth diameter
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Table 1 Overview of active algalytic bacterial isolates obtained from the macroalgae Asparagopsis taxiformis, Halopteris scoparia and 
Sphaerococcus coronopifolius 

Phyla n° Genera n° Macroalgae

A. taxiformis H. scoparia S. coronopifolius

Amylase activity Proteobacteria 73 Alteromonas 2 – 2 –

 192 active isolates Celeribacter 1 – 1 –

Photobacterium 15 – – 15

Pseudoalteromonas 2 – 2 –

Shewanella 15 – 7 8

Vibrio 38 – 9 29

Firmicutes 111 Bacillus 88 88 – –

Fictibacillus 5 5 – –

Halobacillus 17 17 – –

Thalassobacillus 1 1 – –

Bacteroidetes 8 Lacinutrix 6 – 6 –

Lutibacter 1 – 1 –

Winogradskiella 1 – 1 –

Total number of active isolates 111 29 52

Pectinase activity Proteobacteria 140 Aestuariibacter 2 – – 2

 349 active isolates Alcanivorax 1 – – 1

Alteromonas 11 – 6 5

Celeribacter 6 – 2 4

Halomonas 1 – 1 –

Marinobacter 1 – – 1

Photobacterium 16 – – 16

Pseudoalteromonas 13 – 13 –

Psychrobacter 4 1 – 3

Shewanella 42 – 22 20

Vibrio 43 – 9 34

Firmicutes 172 Bacillus 138 138 – –

Fictibacillus 6 6 – –

Halobacillus 27 27 – –

Thalassobacillus 1 1 – –

Bacteroidetes 37 Algibacter 2 – 2 –

Lacinutrix 7 – 7 –

Lutibacter 21 – 4 17

Maribacter 1 – 1 –

Winogradskiella 2 – 2 –

Zobellia 4 – 2 2

Total number of active isolates 173 71 105
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Table 1 (continued)

Phyla n° Genera n° Macroalgae

A. taxiformis H. scoparia S. coronopifolius

Alginase activity Proteobacteria 125 Aestuariibacter 2 – – 2

 349 active isolates Alcanivorax 1 – – 1

Alteromonas 11 – 6 5

Celeribacter 7 – 2 5

Halomonas 1 – 1 –

Marinobacter 1 – – 1

Photobacterium 16 – – 16

Pseudoalteromonas 9 – 9 –

Psychrobacter 3 1 – 2

Shewanella 29 – 10 19

Vibrio 45 – 9 36

Firmicutes 184 Bacillus 150 150 – –

Fictibacillus 6 6 – –

Halobacillus 27 27 – –

Thalassobacillus 1 1 – –

Bacteroidetes 40 Algibacter 2 – 2 –

Cellulophaga 1 – 1 –

Lacinutrix 9 – 9 –

Lutibacter 21 – 5 16

Maribacter 1 – 1 –

Winogradskiella 2 – 2 –

Zobellia 4 – 2 2

Total number of active isolates 185 59 105

Agarase activity Proteobacteria 131 Aestuariibacter 2 – – 2

 367 active isolates Alcanivorax 1 – – 1

Alteromonas 11 – 6 5

Celeribacter 13 – 8 5

Halomonas 1 – 1 –

Huaishuia 1 – 1 –

Marinobacter 1 – – 1

Photobacterium 17 – – 17

Pseudoalteromonas 8 – 8 –

Psychrobacter 1 – – 1

Shewanella 30 – 9 21

Vibrio 45 – 9 36

Firmicutes 192 Bacillus 155 155 – –

Fictibacillus 6 6 – –

Halobacillus 30 30 – –

Thalassobacillus 1 1 – –

Bacteroidetes 44 Algibacter 2 – 2 –

Cellulophaga 1 – 1 –

Lacinutrix 9 – 9 –

Lutibacter 21 – 4 17

Maribacter 5 – 5 –

Winogradskiella 2 – 2 –

Zobellia 4 – 2 2

Total number of active isolates 192 67 108
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(Gammaproteobacteria) and Celeribacter (Firmicutes) 
comprised isolates with low activity. Lutibacter, Bacillus, 
Halobacillus and Shewanella isolates showed to be more 
active on pectin, alginate and agar, than on starch. Inter-
estingly, if a genus showed amylase activity, it also pos-
sessed the other 3 hydrolytic activities (Additional file 2: 
Table S4).

Finally, considering the active genera shared between 
H. scoparia and S. coronopifolius, only Shewanella and 
Vibrio isolates were active on starch, while isolates 
belonging to a larger number of genera were active on the 
other tested polysaccharides: Alteromonas, Lutibacter, 
Zobellia, Celeribacter, Shewanella and Vibrio (Table  1; 
Additional file 2: Table S4).

Correlation between strain phylogeny, isolation strategy 
and functional potential
We investigated the correlation between the isolates’ 
hydrolytic fingerprint and: (i) the taxonomical identifi-
cation of the strain, (ii) the macroalgal source, and (iii) 
the enrichment/isolation conditions, considering for 
each isolate both the polysaccharide(s) hydrolyzed and 
the specific level of activity. Aim of the analyses was 
to evaluate which factor(s) could be considered puta-
tively responsible for obtaining isolates with a specific 

degrading activity. Considering the whole bacterial col-
lection, the hydrolytic fingerprint of the isolates differed 
in relation to their taxonomical affiliation, algal source 
and isolation medium (Additional file 2: Table S5A, B).

Considering that algal source and strain taxonomical 
affiliation are not independent factors (Aires et al. 2016), 
PERMANOVA analysis was applied also considering 
separately the three bacterial sub-collections obtained 
from the different macroalgae, only for the taxonomical 
groups including at least 6 isolates (Additional file 1: Fig. 
S2; Additional file 2: Tables S6–S8). Within A. taxiformis 
collection it was possible to observe differences in poly-
saccharidase distribution according to the strain phy-
logenetic affiliation at the genus level (Additional file  2: 
Table S6A): the hydrolytic properties showed by Haloba-
cillus strains significantly differed from those of the Bacil-
lus and Fictibacillus genera (Additional file 2: Table S6B). 
Moreover, the hydrolytic fingerprint differed considering 
the halogenated hydrocarbons added to the enrichment 
media (1,2-DBE or 1,2-DCA), but not the basal isolation 
medium (ONR7a or MB) (Additional file 2: Table  S6A). 
Within H. scoparia collection, the isolate degrading fin-
gerprint differed based on the basal isolation medium, 
the added halogenated hydrocarbon and the taxonomic 
level (Additional file 2: Table S7A, B). At the order level, 

Fig. 4 Activity levels (reported as the ratio between the degradation halo diameter and the isolate growth diameter) of the bacterial isolates from 
the macroalgae Asparagopsis taxiformis, Halopteris scoparia and Sphaerococcus coronopifolius with the highest activities. Specifically, isolate CA2-8 
showed the highest amylase activity (value 15), while 11 isolates showed the highest activity on pectin (value 8); isolate CA28 had the highest 
alginate lyase activity (value 8) and isolate CA35 showed the highest measured agarase activity (value 13)
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we did not observe significant differences among Ocean-
ospirillales, Rhodobacterales and Pseudomonadales iso-
lates (Additional file 2: Table S7C). The degrading profile 
of the isolates obtained from S. coronopifolius was signifi-
cantly different based on the basal isolation medium and 
strain taxonomical affiliation (except for phyla level), but 
not on the added halogenated substrate (Additional file 2: 
Table  S8A). Nonetheless, when pairwise comparisons 
were performed, a significant difference was highlighted 
between Bacteroidetes and Proteobacteria (Additional 
file 2: Table S8B).

To point out differences in relation to the polysaccha-
ridases in terms of activity level, we analyzed their dis-
tribution in all the three algal sub-collections (Fig.  5A) 
and also considering the added halogenated compounds 
(Fig. 5B) and the basal isolation media (Fig. 5C).

Higher levels of amylase and pectinase activities were 
obtained by isolates originating from S. coronopifolius 
than from the other two macroalgae, while alginate lyase 
and agarase activities were high both among A. taxi-
formis and S. coronopifolius isolates (Fig. 5A).

1,2-DCA-supplemented enrichments compared with 
1,2-DBE-supplemented media increased the number of 
alginate lyase and agarase positive isolates in the A. taxi-
formis collection, and the number of pectinase positive 
isolates in the H. scoparia collection (Fig.  5B). Consid-
ering the basal isolation media, MB resulted in a higher 
number of agarase positive isolates in the A. taxiformis 
collection and a higher number of pectinase, alginate 
lyase and agarase positive isolates in the S. coronopifolius 
collection (Fig. 5C). However, it is noteworthy to under-
line that the result could be affected by the fact that a 
higher number of isolates was obtained from MB than 
from ONR7a basal medium (Additional file 1: Fig. S1).

Discussion
Recent studies have reported that diverse bacteria can 
colonize nutrient-rich surfaces of macroalgae, establish-
ing strong associations with them (Martin et  al. 2015). 
High-throughput DNA sequencing has revealed that 
some taxa are common members of macroalgal bacte-
rial communities, e.g., members of Actinobacteria and 
Proteobacteria phyla (for the latter with the Gamma- 
and Alpha- subgroups), even if no similarities have been 
detected at lower taxonomical levels starting from fami-
lies, indicating the presence of host species-specific epi-
phytic communities (Florez et  al. 2017; Hollants et  al. 
2013). Moreover, when the whole algal bacterial com-
munity was considered, host intraspecific differentiation 
across biogeographic regions has been shown, underlin-
ing the influence of the environmental conditions on the 
algal microbiota (Aires et al. 2016).

Previous works showed that Oceanospirillaceae and 
Rhodobacteraceae (Proteobacteria phylum), as well as 
Flavobacteriaceae (Bacteroidetes phylum) families con-
stitute the culturable core members of the epibacterial 
community of the brown alga Ascophyllum nodosum 
(Martin et al. 2015). The genera Pseudoalteromonas, She-
wanella, and Zobellia have been identified within the cul-
turable communities of red, brown and green macroalgae 
(Hollants et al. 2013). Although only a small proportion 
of the microbial strains associated to a specific host or 
habitat is cultivable, microbial cultivation is the gold 
standard to experimentally validate the presence of spe-
cific microbial metabolic capabilities and, consequently, 
to exploit the microbial potential for industrial applica-
tions (Prakash et al. 2013). Hence, with the final goal to 
setup specific and tailored isolation and cultivation con-
ditions to mine novel hydrolytic enzymes of interest for 
biotechnological application, this study was based on a 
culture-dependent approach.

The 634 isolate collection of decaying macroalgae-asso-
ciated bacteria included members belonging to 3 main 
phyla, partially overlapping with the taxa described in the 
abovementioned studies (i.e.,  Bacteroidetes, Firmicutes 
and Proteobacteria; Martin et al. 2015; Florez et al. 2017; 
Hollants et  al. 2013; Aires et  al. 2015). Moreover, our 
results provide insights in the role of the host species in 
defining the composition of the culturable bacterial com-
munities: although the macroalgal specimen occurred 
in sympatry, thus exposed to the same seawater seed-
ing bacterial community, the phylum- and genus- level 
taxonomical differences among the collections indicated 
that each macroalga constitutes a peculiar ecological 
microbial niche, able to exert a strong and species-spe-
cific selection pressure on the bacteria. These holobi-
ont-related interactions confirm the results obtained by 
other studies performed on macroalgal species growing 
in sympatry, with epiphytic bacterial communities differ-
ent in composition and abundance (Lachnit et  al. 2009; 
Nylund et  al. 2010). Burke and colleagues (2011) also 
reported the evidence of a high variability in the compo-
sition of bacterial communities even among members of 
the same species, although similar functional composi-
tion has been depicted for the bacteria through metagen-
omics analyses. Our results were in agreement with this 
study and showed that, despite different taxonomical 
composition of the epiphytic community, all the consid-
ered activities were represented in each macroalgae host, 
provided by various and different bacterial members 
(Fig. 2A; Table 1). It is worth to highlight that all activities 
were represented in the bacterial communities associated 
to the threee macroalgae by a considerable number of 
isolates, most of which generalists, i.e., active in the deg-
radation of more than one polysaccharide.
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Fig. 5 Distribution of hydrolytic activities (i.e., amylase, pectinase, alginate lyase and agarase) in the 3 macroalgal sub-collections (A), and 
considering the halogenated compounds (1,2-DBE vs. 1,2-DCA, B) and isolation media (MB vs. ONR7a, C). Statistical analysis (Student’s t-test) was 
conducted with Calc Statistical Function of  MicrosoftR Office. In bold: p < 0.05
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Bacterial recruitment and specificity on algal surfaces 
rely on the selection of specific common functional traits 
(Crenn et  al. 2018), which constitute a selective driving 
force. The lottery model proposed by Verster and Boren-
stein (2018) suggests a colonization by chance of epi-
phytic species, if equipped with the necessary functional 
traits, according to a sort of “first-come-first-served” 
principle. These traits may vary according to changes in 
site-specific environmental (Aires et al. 2016) and chemi-
cal conditions, e.g., pH, light availability, oxygen con-
centration, pollution and secondary metabolites (Burke 
et  al. 2011; Campbell et  al. 2015). Therefore, the settled 
community would not necessarily be phylogenetically 
related, instead it would constitute a so-called “func-
tional guild” of members containing the suitable genes 
for the existing conditions (Roth-Schulze et  al. 2016). It 
should be noted that, as a response to physiological and 
defense processes, macroalgae can indeed modify the 
surrounding environment. For example, changes and 
limitations in light and temperature in mesocosms’ tri-
als have affected antifouling compounds’ production by 
the brown alga Fucus vesiculosus, with consequent modi-
fication of the composition and richness of its epiphytic 
microbial communities (Saha et  al. 2014). Among the 
several compounds released, marine micro- and mac-
roalgae (Rhodophyceae and A. taxiformis in particular; 
Kladi et al. 2004) produce halogenated metabolites, e.g., 
terpenes, halomethanes, phenols and short-chain hydro-
carbons (Gschwend et  al. 1985a, b; Paul and Pohnert 
2011). In the present work, the use of 1,2-DCA and 1,2-
DBE supplemented enrichment media was intended to 
mimic the algal surface environment, providing a strong 
selection factor for algae associated bacteria (Gschwend 
et  al. 1985a, b). We choose, moreover, to increase this 
selection driver by using a much higher concentration 
of halogenated compounds than the physiological one 
with the aim to bring into culture novel microbial strains 
with potential industrial interest, able to survive in the 
harsh industrial conditions. Furthermore, we used as 
inoculum decaying macroalgae to enrich isolates with 
hydrolytic metabolism, responsible for carbon recycling 
in the marine milieu (Imran et al. 2017). Previous stud-
ies reported changes in macroalgal associated bacterial 
populations following conditions related to algal degra-
dation (Ihua et al. 2019; Chun et al. 2017). The diversity 
of the bacterial community associated with the green alga 
Cladophora varied during decomposition, with a pecu-
liar increase of genera adapted to increased ammonium-
nitrogen levels (Acinetobacter, Enterobacter, Kluyvera, 
Cedecea) (Chun et  al. 2017). A marked change in com-
munities of the brown macroalga Ascophyllum nodosum 
upon decay was observed; in particular, a switch from 
Bacteroidetes to Firmicutes phyla in healthy and decaying 

tissues, respectively, and the presence of Proteobacteria 
in all the conditions tested was highlighted (Ihua et  al. 
2019). Interestingly, the authors reported that none of 
the isolates obtained from the intact macroalga showed 
polysaccharide-degrading activities, differently from 
the isolates retrieved from decaying samples (Ihua et al. 
2019). In our work a lower number of isolates belonging 
to Bacteroidetes and Actinobacteria was recovered com-
pared to Firmicutes and Proteobacteria. However, we 
adopted a different methodology than the work of Ihua 
and colleagues (2019): in the latter the decaying process 
was induced by incubation with higher temperatures 
and times, although no remarkable influence of tem-
perature was reported on the isolate hydrolytic activity. 
In A. nodosum, the active isolates participating to the 
algal biomass recycling belonged to Bacillus, Vibrio and 
Micrococcus genera, which resulted in isolates capable 
of producing cell-wall degrading enzymes in conditions 
of limiting nutrients, e.g., decaying algae, in order to 
let algal polymers to be the primary source of nutrition 
(hydroxyethyl (HE)-cellulalse, lichenase, pectinase; Ihua 
et al. 2019).

The collection of polysaccharide-degrading (PD) bac-
teria that we established from decaying algae comprised 
more than 600 isolates, the majority of which (65%) 
positive for at least one of the tested hydrolyzing activi-
ties. This result is of considerable interest, in compari-
son to those reported by previous works aiming at the 
isolation of algae-associated PD bacteria. For example, 
Martin et  al. (2015) obtained a collection of 324 bacte-
rial isolates associated with the brown alga Ascophyllum 
nodosum, but solely the 24% of them showed PD activ-
ity. Sànchez Hinojosa and colleagues (Sánchez Hinojosa 
et  al. 2018) found that only 12% of their 172 isolates, 
from three Antarctic macroalgae (Himantothallus gran-
difolius, Phaeophyta; Himantothallus grandifolius and 
Plocamium cartilaginoum, Rhodophyta), showed aga-
rolytic activity. In contrast, a study performed on 207 
bacterial isolates obtained from the green alga Ulva lac-
tuca, 58% of the isolates produced amylases and/or aga-
rases (Comba González et  al. 2018). Low prevalence of 
PD isolates could depend on the utilization of healthy 
algal specimens, where the presence of bacteria capable 
of degrading cell wall components, dangerous for algal 
well-being and maintenance, is controlled and limited 
by the presence of other macroalga-associated bacteria 
(Hollants et  al. 2013 and references therein). However, 
it is noteworthy that among the over 800 bacterial iso-
lates obtained from decaying A. nodosum (brown mac-
roalga) by Ihua et al. (2019), with a similar methodology 
as the one used here, only 7% showed PD activity. This 
difference with our results could be due to the type of 
activities tested since Ihua and colleagues (2019) tested 
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HE-cellulase, lichenase and pectinase. This is confirmed 
by focusing only on pectinase activity (common in both 
studies), which resulted in a similar PD detection rate. In 
conclusion, differences in the prevalence of PD isolates 
obtained from healthy and decaying algae, as well as in 
different macroalgal species, highlight the importance of 
choosing the correct starting environmental conditions, 
specimens and isolation strategies when looking for spe-
cific enzymatic activities (Adam et  al. 2018; Kato et  al. 
2018, 2020; Zheng et  al. 2018; Barbato et  al. 2019; Ishii 
et al. 2020), as also corroborated by the statistical analysis 
presented in this work. The use of different algal species 
and isolation conditions allowed to obtain a collection of 
bacterial isolates with different taxonomy and PD activ-
ity, which statistically correlated.

Within our collection, the genus Bacillus comprised 
the highest number of PD isolates, with the highest activ-
ity levels. Bacillus comprises well-known polysacchari-
dase producers and it has been estimated that about 50% 
of the enzymes commercially available are obtained from 
this genus (Schallmey et  al. 2004). Isolates belonging to 
this genus could have an important role in the macroal-
gal decomposition process, also reported as the main PD 
genus isolated from decaying (A) nodosum (Ihua et  al. 
2019). Amylase activity is, in particular, well spread in 
this genus and (B) amyloliquefaciens, B. licheniformis and 
B. stearothermophylus are already exploited at the indus-
trial level (Elyasi Far et al. 2020). In this work amylase was 
the PD activity detected with higher prevalence among 
the Bacillus isolates: in particular, B. hwajinpoensis 
CA2-8 showed an amylase activity five times higher than 
all the other tested isolates. B. hwajinpoensis, first iso-
lated in 2004 from seawater (Yoon et al. 2004), has been 
proved to be able to degrade starch, but, to the best of 
our knowledge, no further investigations have been car-
ried out regarding the amylase activity of this species. In 
addition, isolate CA2-8 showed degrading activity on all 
the other tested polysaccharides, indicating that it might 
be a good candidate for further investigations for indus-
trial applications. Two isolates of B. hwajinpoensis, CA15 
and CA28, showed also high pectinase and alginate lyase 
activity, respectively, further demonstrating the potential 
of this species. Pectinolytic activity of Bacillus strains has 
been well known since decades (Chesson 1980) and many 
studies reported Bacillus species, among which Bacillus 
subtilis in particular, as the best pectinase producers (Jay-
ani et al. 2010; Rehman et al. 2012; Kavuthodi et al. 2015; 
Sohail et al. 2015; Kavuthodi and Sebastian 2018).

Alginate is one of the main components of seaweed 
cell wall, and alginate lyase activity of bacteria isolated 
from macroalgae has been already reported (Martin et al. 
2015). Although alginate lyase has an important role in 
alginate degradation under mild condition, at present 

no efficient or specific enzymes are available to ease the 
industrial process of alginate monomerization. So far, 
few Bacillus isolates have been reported as good pro-
ducers of alginate lyases (Chen et  al. 2018; Wang et  al. 
2017), together with Zobellia spp. strains which are well 
known to degrade also other algal polysaccharides (Mar-
tin et al. 2014). Hence the isolation of novel strains hav-
ing this activity is of particular interest for industrial 
biotechnology.

Together with alginate, agar is the other main constitu-
ent of seaweed cell wall and 58% of our isolates showed 
the capability to degrade it. Again, the highest number of 
isolates showing this activity were identified as Bacillus 
spp., even though the best performer, Halobacillus truep-
eri CA35, belonged to a related genus.

Among Gram negatives, Shewanella and Vibrio are 
the genera showing the highest numbers of PD isolates. 
Shewanella algidipiscicola isolates obtained from S. cor-
onopifolius are among the best pectin degraders, together 
with Photobacterium and Vibrio isolates. Shewanella has a 
primary role in fish and seafood spoilage and S. algidipis-
cicola was first isolated from iced fish (Satomi et al. 2007), 
but its role in macroalgal decomposition has not yet been 
recorded. Previous works reported Shewanella capabil-
ity to degrade pectin (Jain and Krishnan 2017) and starch 
(Yu et al. 2009; Selman et al. 2020) and two different novel 
alginate lyases were characterized in this genus (Yagi et al. 
2018; Wang et al. 2015].

The observation that 177 isolates (28% of the overall 
collection) belonging to different genera such as Bacil-
lus, Vibrio, Halobacillus, Photobacterium and Shewanella, 
showed degradation potential on all the different tested 
polysaccharide substrates might indicate their important 
role in macroalgal decomposition process and interesting 
potential for biotechnological exploitation. Vibrio jashidia, 
for example, has been previously proposed as a promising 
microorganism for macroalgal industrial pre-treatment to 
produce volatile fatty acids (Pham et al. 2013).

In conclusion, data here presented showed that decay-
ing red and brown macroalgae can be a source of a high 
number of phylogenetically diverse cultivable epiphytic 
bacteria. Our results highlight the essential role played by 
the host algal species in defining the associated cultiva-
ble bacteria community and underlines the primary role 
of macroalgal species as ecological niche in shaping the 
associated microbiota. Moreover, this massive functional 
screening allowed to detect a remarkably high percent-
age of PD isolates belonging to divergent phylogenetic 
groups, several of which exhibiting substrate promiscuity. 
Statistical analyses demonstrated that, besides the origi-
nal algal host, even the enrichment and isolation meth-
ods had a role in obtaining cultured strains with specific 
degrading activities targeting different macroalgal cell 



Page 14 of 16Barbato et al. AMB Express           (2022) 12:98 

wall polysaccharides with potential for algae biomass 
exploitation. This work contributes to highlight that the 
epiphytic bacterial community associated to decaying 
macroalgae possesses a promising functional potential 
for blue biotechnologies (Ferrer et al. 2019). Future work 
should be devoted to investigate the novelty and/or rel-
evance of the detected activities, specifically the related 
enzyme properties and their genetic determinants.
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Additional file 1: FigureS1 Schematic representation of the enrich-
ment andisolation process of bacterial strains from decaying algae. The 
procedure wasapplied to the 3 different macroalgal species with the 
addition (separately) ofthe 2 different halogenated compounds (1,2-DBE 
and 1,2-DCA). ASW: artificialseawater. FigureS2 Non-metric MDS distribu-
tion of the isolates onthe basis of the tested polysaccharidase activities. 
Isolates are distinguishedon the basis of the A) alga, B) class, and type 
of activity, i.e.C) amylase, D) pectinase, E) alginate lyase and F)agarase, 
considering the class level. In C-F) the size of the bubblesindicates the 
level of the enzymatic activity. Isolates negative for theactivity test are not 
represented.

Additional file 2: Table S1. Taxonomical identification of the isolates. 
The 16S rRNA gene for at least one representative of each ITS group was 
sequenced and taxonomic identification was attributed using Blastn 
against the NCBI public database. Table S2. Activity levels of all the 
isolates expressed as the ratio between the degradation halo diameter 
and the strain growth diameter. This table also contains information about 
the host species, the enrichment procedure, clustering in ITS groups and 
taxonomical identification of each isolate. Table S3. Activity levels of the 
strains showing the highest performance in at least one of the tested 
activities. Activity level is reported as the ratio between the degradation 
halo diameter and the strain growth diameter. Highest activity levels 
are highlighted in grey. Table S4. Summary of the functional potential 
of the collection on the basis of the isolate phylogeny. We reported the 
number of isolates (“N. Isol.”) belonging to each genus and the percent-
age of isolates active for each tested activity. In violet are highlighted the 
taxonomical groups that include more than 15 isolates. Table S5. PER-
MANOVA and Monte Carlo test performed on the whole isolate collection 
activity level. A) Main and B) pairwise comparisons. Pseudo F = pseudo-F 
ratio. P = permutation P-value. Unique perms = unique values of the 
test statistic. Pmc = P Monte Carlo value. Asterisk (*) indicates significant 
differences between samples (P < 0.05). Table S6. PERMANOVA and 
Monte Carlo test performed on A. taxiformis sub-collection activity level. 
A) Main test and B) pairwise comparisons. Pseudo F = pseudo-F ratio. P = 
permutation P-value. 3 Unique perms = unique values of the test statistic. 
Pmc = P Monte Carlo value. Asterisk (*) indicates significant differences 
between samples (P < 0.05). Table S7. PERMANOVA and Monte Carlo test 
performed on H. scoparia sub-collection activity level. A) Main test and 
B-C) pairwise comparisons according to B) classes and C) orders. Pseudo F 
= pseudo-F ratio. P = permutation P-value. Unique perms = unique val-
ues of the test statistic. Pmc = P Monte Carlo value. Asterisk (*) indicates 
significant differences between samples (P < 0.05). Table S8. PERMANOVA 
and Monte Carlo test performed on S. coronopifolius sub-collection 
activity level. A) Main test and B-C) pairwise comparisons according to B) 
phyla and C) orders. Pseudo F = pseudo-F ratio. P = permutation P-value. 
Unique perms = unique values of the test statistic. Pmc = P Monte Carlo 
value. Asterisk (*) indicates significant differences between samples (P < 
0.05).

Acknowledgements
Not applicable.

Author contributions
The study was conceived and supported by SB. AHE collected samples. MB, 
GP and EC contributed to data collection and laboratory analyses. MB, VV, FM, 
AHE, SB and EC analyzed and interpreted the data. MB, VV and EC wrote the 
original draft of the manuscript. All authors critically reviewed and edited the 
manuscript and have approved its publication. All authors read and approved 
the final manuscript.

Funding
This work was granted by the EU Horizon 2020 Project INMARE (G.A. No. 
634486). AHE thanks support by FCT through UIDB/04326/2020 and 
CEECINST/00114/2018.

Availability of data and materials
All data generated or analyzed during this study are included in the manu-
script and additional information.

Declarations

Ethics approval and consent to participate
This article does not contain any studies with animals or with human partici-
pants performed by any of the authors.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Dipartimento di Scienze per gli Alimenti, la Nutrizione e l’Ambiente (DeFENS), 
Università degli Studi di Milano, via Celoria 2, 20133 Milano, Italy. 2 Centro de 
Ciências do Mar (CCMAR), Universidade do Algarve, Campus de Gambelas, 
8005-139 Faro, Portugal. 3 Present Address: Department of Biology, Sec-
tion for Microbiology, Aarhus University, Ny Munkegade 116, 8000 Aarhus, 
Denmark. 

Received: 20 June 2022   Accepted: 13 July 2022

References
Adam D, Maciejewska M, Naômé A, Martinet L, Coppieters W, Karim L, Baurain 

D, Rigali S (2018) Isolation, characterization, and antibacterial activity of 
hard-to-culture actinobacteria from cave moonmilk deposits. Antibiotics 
7:1–20. https:// doi. org/ 10. 3390/ antib iotic s7020 028

Aires T, Moalic Y, Serrao EA, Arnaud-Haond S (2015) Hologenome theory sup-
ported by cooccurrence networks of species-specific bacterial communi-
ties in siphonous algae (Caulerpa). FEMS Microbiol Ecol 91:fiv067. https:// 
doi. org/ 10. 1093/ femsec/ fiv067

Aires T, Serrão EA, Engelen AH (2016) Host and environmental specificity in 
bacterial communities associated to two highly invasive marine species 
(genus Asparagopsis). Front Microbiol 7:1–14. https:// doi. org/ 10. 3389/ 
fmicb. 2016. 00559

Anderson MJ, Gorley RN, Clarke KR (2008) +for PRIMER: guide to software and 
statistical methods. PRIMER-E, Plymouth

Barbato M, Mapelli F, Magagnini M, Chouaia B, Armeni M, Marasco R, Crotti 
E, Daffonchio D, Borin S (2016) Hydrocarbon pollutants shape bacterial 
community assembly of harbor sediments. Mar Pollut Bull 104:211–220. 
https:// doi. org/ 10. 1016/j. marpo lbul. 2016. 01. 029

Barbato M, Mapelli F, Crotti E, Daffonchio D, Borin S (2019) Cultivable hydrocar-
bon degrading bacteria have low phylogenetic diversity but highly versa-
tile functional potential. Int Biodeterior Biodegrad 142:43–51. https:// doi. 
org/ 10. 1016/j. ibiod. 2019. 04. 012

Barott KL, Rodriguez-Brito B, Janouškovec J, Marhaver KL, Smith JE, Keeling 
P, Rohwer FL (2011) Microbial diversity associated with four functional 
groups of benthic reef algae and the reef-building coral Montastraea 

https://doi.org/10.1186/s13568-022-01440-8
https://doi.org/10.1186/s13568-022-01440-8
https://doi.org/10.3390/antibiotics7020028
https://doi.org/10.1093/femsec/fiv067
https://doi.org/10.1093/femsec/fiv067
https://doi.org/10.3389/fmicb.2016.00559
https://doi.org/10.3389/fmicb.2016.00559
https://doi.org/10.1016/j.marpolbul.2016.01.029
https://doi.org/10.1016/j.ibiod.2019.04.012
https://doi.org/10.1016/j.ibiod.2019.04.012


Page 15 of 16Barbato et al. AMB Express           (2022) 12:98  

annularis. Environ Microbiol 13:1192–1204. https:// doi. org/ 10. 1111/j. 
1462- 2920. 2010. 02419.x

Behringer G, Ochsenkühn MA, Fei C, Fanning J, Koester JA, Amin SA (2018) 
Bacterial communities of diatoms display strong conservation across 
strains and time. Front Microbiol 9:1–15. https:// doi. org/ 10. 3389/ fmicb. 
2018. 00659

Burke C, Steinberg P, Rusch D, Kjelleberg S, Thomas T (2011) Bacterial commu-
nity assembly based on functional genes rather than species. Proc Natl 
Acad Sci 108:14288–14293. https:// doi. org/ 10. 1073/ pnas. 11015 91108

Campbell AH, Marzinelli EM, Gelber J, Steinberg PD (2015) Spatial variability 
of microbial assemblages associated with a dominant habitat-forming 
seaweed. Front Microbiol. https:// doi. org/ 10. 3389/ fmicb. 2015. 00230

Chen P, Zhu Y, Men Y, Zeng Y, Sun Y (2018) Purification and characterization of 
a novel alginate lyase from the marine bacterium Bacillus sp. Alg07. Mar 
Drugs 16:1–13. https:// doi. org/ 10. 3390/ md160 30086

Chesson A (1980) A review: maceration in relation to the post-harvest han-
dling and processing of plant material. J Appl Bacteriol 48:1–45. https:// 
doi. org/ 10. 1111/j. 1365- 2672. 1980. tb052 04.x

Chun CL, Peller JR, Shively D, Byappanahalli MN, Whitman RL, Staley C, Zhang 
Q, Ishii S, Sadowsky MJ (2017) Virulence and biodegradation potential of 
dynamic microbial communities associated with decaying Cladophora in 
Great Lakes. Sci Total Environ 574:872–880. https:// doi. org/ 10. 1016/j. scito 
tenv. 2016. 09. 107

Cirri E, Pohnert G (2019) Algae–bacteria interactions that balance the plank-
tonic microbiome. New Phytol 223:100–106. https:// doi. org/ 10. 1111/ nph. 
15765

Zheng J, Feng JQ, Zhou L, Mbadinga SM, Gu JD, Mu BZ (2018) Characterization 
of bacterial composition and diversity in a long-term petroleum contami-
nated soil and isolation of high-efficiency alkane-degrading strains using 
an improved medium. World J Microbiol Biotechnol 34:1–11. https:// doi. 
org/ 10. 1007/ s11274- 018- 2417-8

Clarke KR, Gorley RN (2015) PRIMER v7. Prim Ltd Regist, pp 296
Comba González N, Ramírez Hoyos ML, López Kleine L, Montoya Castaño D 

(2018) Production of enzymes and siderophores by epiphytic bacteria 
isolated from the marine macroalga Ulva lactuca. Aquat Biol 27:107–118. 
https:// doi. org/ 10. 3354/ ab007 00

Crenn K, Duffieux D, Jeanthon C (2018) Bacterial epibiotic communities of 
ubiquitous and abundant marine diatoms are distinct in short- and long-
term associations. Front Microbiol 9:1–12. https:// doi. org/ 10. 3389/ fmicb. 
2018. 02879

Egan S, Thomas T, Kjelleberg S (2008) Unlocking the diversity and biotechno-
logical potential of marine surface associated microbial communities. 
Curr Opin Microbiol 11:219–225. doi: https:// doi. org/ 10. 1016/j. mib. 2008. 
04. 001

Egan S, Harder T, Burke C, Steinberg P, Kjelleberg S, Thomas T (2013) The 
seaweed holobiont: understanding seaweed–bacteria interactions. FEMS 
Microbiol Rev 37:462–476. https:// doi. org/ 10. 1111/ 1574- 6976. 12011

Elyasi Far B, Ahmadi Y, Yari Khosroshahi A, Dilmaghani A (2020) Microbial alpha-
amylase production: progress, challenges and perspectives. Adv Pharm 
Bull 10:350–358. https:// doi. org/ 10. 34172/ apb. 2020. 043

Ferdouse F, Løvstad Holdt S, Smith R, Murúa P, Yang Z (2018) FAO, the global 
status of seaweed production, trade and utilization. FAO Globefish Res 
Program 124:120

Ferjani R, Marasco R, Rolli E, Cherif H, Cherif A, Gtari M, Boudabous A, Daf-
fonchio D, Ouzari HI (2015) The date palm tree rhizosphere is a niche for 
plant growth promoting bacteria in the oasis ecosystem. Biomed Res Int. 
https:// doi. org/ 10. 1155/ 2015/ 153851

Ferrer M, Méndez-García C, Bargiela R, Chow J, Alonso S, García-Moyano A, 
Bjerga GEK, Steen IH, Schwabe T, Blom C, Vester J, Weckbecker A, Shahgal-
dian P, de Carvalho CCCR, Meskys R, Zanaroli G, Glöckner FO, Fernández-
Guerra A, Thambisetty S, de la Calle F, Golyshina OV, Yakimov MM, Jaeger 
KE, Yakunin AF, Streit WR, McMeel O, Calewaert JB, Tonné N, Golyshin PN 
(2019) The INMARE consortium, decoding the ocean’s microbiological 
secrets for marine enzyme biodiscovery. FEMS Microbiol Lett 366:fny285. 
https:// doi. org/ 10. 1093/ femsle/ fny285

Florez JZ, Camus C, Hengst MB, Buschmann AH (2017) A functional perspec-
tive analysis of macroalgae and epiphytic bacterial community interac-
tion. Front Microbiol 8:1–16. https:// doi. org/ 10. 3389/ fmicb. 2017. 02561

Gschwend PM, Macfarlane JK, Newman KA (1985a) Volatile halogenated 
organic compounds released to seawater from temperate marine 

macroalgae. Science 227(4690):1033–1035. https:// doi. org/ 10. 1126/ scien 
ce. 227. 4690. 1033

Gschwend PM, Macfarlane JK, Newman KA (1985b) Volatile halogenated 
organic compounds released to seawater from temperate marine 
macroalgae. Science 80:227:1033–1035. https:// doi. org/ 10. 1126/ scien ce. 
227. 4690. 1033

Gupta V, Trivedi N, Kumar M, Reddy CRK, Jha B (2013) Purification and charac-
terization of exo-β-agarase from an endophytic marine bacterium and its 
catalytic potential in bioconversion of red algal cell wall polysaccharides 
into galactans. Biomass Bioenergy 49:290–298. https:// doi. org/ 10. 1016/j. 
biomb ioe. 2012. 12. 027

Hollants J, Leliaert F, De Clerck O, Willems A (2013) What we can learn from 
sushi: a review on seaweed-bacterial associations. FEMS Microbiol Ecol 
83:1–16. https:// doi. org/ 10. 1111/j. 1574- 6941. 2012. 01446.x

Ihua MW, Guihéneuf F, Mohammed H, Margassery LM, Jackson SA, Stengel DB, 
Clarke DJ, Dobson ADW (2019) Microbial population changes in decaying 
Ascophyllum nodosum result in macroalgal- polysaccharide-degrading 
bacteria with potential applicability in enzyme-assisted extraction tech-
nologies. Mar Drugs 17:1–20. https:// doi. org/ 10. 3390/ md170 40200

Imran M, Poduval PB, Ghadi SC (2017) Bacterial degradation of algal polysac-
charides in marine ecosystem. In: Naik M, Dubey S (eds) Marine pollution 
and microbial remediation. Springer, Singapore, pp 189–203. https:// doi. 
org/ 10. 1007/ 978- 981- 10- 1044-6_ 12

Ishii K, Fujitani H, Sekiguchi Y, Tsuneda S (2020) Physiological and genomic 
characterization of a new ‘Candidatus Nitrotoga’ isolate. Environ Microbiol 
22:2365–2382. https:// doi. org/ 10. 1111/ 1462- 2920. 15015

Iwamoto C, Yamada T, Ito Y, Minoura K, Numata A (2001) Cytotoxic cytochalas-
ans from a Penicillium species separated from a marine alga. Tetrahedron 
57:2997–3004. https:// doi. org/ 10. 1016/ S0040- 4020(01) 00153-3

Jain A, Krishnan KP (2017) A glimpse of the diversity of complex polysaccha-
ride-degrading culturable bacteria from Kongsfjorden, Arctic Ocean. Ann 
Microbiol 67:203–214. https:// doi. org/ 10. 1007/ s13213- 016- 1252-0

Jayani RS, Shukla SK, Gupta R (2010) Screening of bacterial strains for polyga-
lacturonase activity: its production by Bacillus sphaericus (MTCC 7542). 
Enzyme Res. https:// doi. org/ 10. 4061/ 2010/ 306785

Kato S, Yamagishi A, Daimon S, Kawasaki K, Tamaki H, Kitagawa W, Abe A, 
Tanaka M, Sone T, Asano K, Kamagata Y (2018) Isolation of previously 
uncultured slow growing bacteria by using a simple modification in the 
preparation of agar media. Appl Environ Microbiol 84:1–9. https:// doi. 
org/ 10. 1128/ AEM. 00807- 18

Kato S, Terashima M, Yama A, Sato M, Kitagawa W, Kawasaki K, Kamagata 
Y (2020) Improved isolation of uncultured anaerobic bacteria using 
medium prepared with separate sterilization of agar and phosphate. 
Microbes Environ 35:2–5. https:// doi. org/ 10. 1264/ jsme2. ME190 60

Kavuthodi B, Sebastian D (2018) Review on bacterial production of alkaline 
pectinase with special emphasis on Bacillus species. Biosci Biotechnol Res 
Commun 11:18–30. https:// doi. org/ 10. 21786/ bbrc/ 11.1/4

Kavuthodi B, Thomas S, Sebastian D (2015) Co-production of pectinase and 
biosurfactant by the newly isolated strain Bacillus subtilis BKDS1. Br Micro-
biol Res J 10:1–12. https:// doi. org/ 10. 9734/ bmrj/ 2015/ 19627

Kimbrel JA, Samo TJ, Ward C, Nilson D, Thelen MP, Siccardi A, Zimba P, Lane 
TW, Mayali X (2019) Host selection and stochastic effects influence 
bacterial community assembly on the microalgal phycosphere. Algal Res 
40:101489. https:// doi. org/ 10. 1016/j. algal. 2019. 101489

Kladi M, Vagias C, Roussis V (2004) Volatile halogenated metabolites from 
marine red algae. Phytochem Rev 3:337–366. https:// doi. org/ 10. 1007/ 
s11101- 004- 4155-9

Lachnit T, Blümel M, Imhoff JF, Wahl M (2009) Specific epibacterial communi-
ties on macroalgae: phylogeny matters more than habitat. Aquat Biol 
5:181–186. https:// doi. org/ 10. 3354/ ab001 49

Lachnit T, Meske D, Wahl M, Harder T, Schmitz R (2011) Epibacterial community 
patterns on marine macroalgae are host-specific but temporally variable. 
Environ Microbiol 13:655–665. https:// doi. org/ 10. 1111/j. 1462- 2920. 2010. 
02371.x

Mai Z, Su H, Zhang S (2016) Isolation and characterization of a glycosyl hydro-
lase family 16 β-agarase from a mangrove soil metagenomic library. Int J 
Mol Sci 17:1–12. https:// doi. org/ 10. 3390/ ijms1 70813 60

Mapelli F, Marasco R, Rolli E, Barbato M, Cherif H, Guesmi A, Ouzari I, Daf-
fonchio D, Borin S (2013) Potential for plant growth promotion of 

https://doi.org/10.1111/j.1462-2920.2010.02419.x
https://doi.org/10.1111/j.1462-2920.2010.02419.x
https://doi.org/10.3389/fmicb.2018.00659
https://doi.org/10.3389/fmicb.2018.00659
https://doi.org/10.1073/pnas.1101591108
https://doi.org/10.3389/fmicb.2015.00230
https://doi.org/10.3390/md16030086
https://doi.org/10.1111/j.1365-2672.1980.tb05204.x
https://doi.org/10.1111/j.1365-2672.1980.tb05204.x
https://doi.org/10.1016/j.scitotenv.2016.09.107
https://doi.org/10.1016/j.scitotenv.2016.09.107
https://doi.org/10.1111/nph.15765
https://doi.org/10.1111/nph.15765
https://doi.org/10.1007/s11274-018-2417-8
https://doi.org/10.1007/s11274-018-2417-8
https://doi.org/10.3354/ab00700
https://doi.org/10.3389/fmicb.2018.02879
https://doi.org/10.3389/fmicb.2018.02879
https://doi.org/10.1016/j.mib.2008.04.001
https://doi.org/10.1016/j.mib.2008.04.001
https://doi.org/10.1111/1574-6976.12011
https://doi.org/10.34172/apb.2020.043
https://doi.org/10.1155/2015/153851
https://doi.org/10.1093/femsle/fny285
https://doi.org/10.3389/fmicb.2017.02561
https://doi.org/10.1126/science.227.4690.1033
https://doi.org/10.1126/science.227.4690.1033
https://doi.org/10.1126/science.227.4690.1033
https://doi.org/10.1126/science.227.4690.1033
https://doi.org/10.1016/j.biombioe.2012.12.027
https://doi.org/10.1016/j.biombioe.2012.12.027
https://doi.org/10.1111/j.1574-6941.2012.01446.x
https://doi.org/10.3390/md17040200
https://doi.org/10.1007/978-981-10-1044-6_12
https://doi.org/10.1007/978-981-10-1044-6_12
https://doi.org/10.1111/1462-2920.15015
https://doi.org/10.1016/S0040-4020(01)00153-3
https://doi.org/10.1007/s13213-016-1252-0
https://doi.org/10.4061/2010/306785
https://doi.org/10.1128/AEM.00807-18
https://doi.org/10.1128/AEM.00807-18
https://doi.org/10.1264/jsme2.ME19060
https://doi.org/10.21786/bbrc/11.1/4
https://doi.org/10.9734/bmrj/2015/19627
https://doi.org/10.1016/j.algal.2019.101489
https://doi.org/10.1007/s11101-004-4155-9
https://doi.org/10.1007/s11101-004-4155-9
https://doi.org/10.3354/ab00149
https://doi.org/10.1111/j.1462-2920.2010.02371.x
https://doi.org/10.1111/j.1462-2920.2010.02371.x
https://doi.org/10.3390/ijms17081360


Page 16 of 16Barbato et al. AMB Express           (2022) 12:98 

rhizobacteria associated with Salicornia growing in Tunisian hypersaline 
soils. Biomed Res Int 2013:248078. https:// doi. org/ 10. 1155/ 2013/ 248078

Martin M, Portetelle D, Michel G, Vandenbol M (2014) Microorganisms living 
on macroalgae: diversity, interactions, and biotechnological applica-
tions. Appl Microbiol Biotechnol 98:2917–2935. https:// doi. org/ 10. 1007/ 
s00253- 014- 5557-2

Martin M, Barbeyron T, Martin R, Portetelle D, Michel G, Vandenbol M (2015) 
The cultivable surface microbiota of the brown alga Ascophyllum nodo-
sum is enriched in macroalgal-polysaccharide-degrading bacteria. Front 
Microbiol 6:1–14. https:// doi. org/ 10. 3389/ fmicb. 2015. 01487

Michel G, Czjzek M (2013) Polysaccharide-degrading enzymes from marine 
bacteria. In: Trincone A (ed) Marine enzymes for biocatalysis. Woodhead 
Publishing Series inBiomedicine. Woodhead Publishing, Sawston, pp 
429–464. https:// doi. org/ 10. 1533/ 97819 08818 355.3. 429

Michel G, Nyval-Collen P, Barbeyron T, Czjzek M, Helbert W (2006) Bioconver-
sion of red seaweed galactans: a focus on bacterial agarases and car-
rageenases. Appl Microbiol Biotechnol 71:23–33. https:// doi. org/ 10. 1007/ 
s00253- 006- 0377-7

Nedashkovskaya OI, Balabanova LA, Zhukova NV, Kim SJ, Bakunina IY, Rhee SK 
(2014) Flavobacterium ahnfeltiae sp. nov., a new marine polysaccharide-
degrading bacterium isolated from a Pacific red alga. Arch Microbiol 
196:745–752. https:// doi. org/ 10. 1007/ s00203- 014- 1010-2

Nylund GM, Persson F, Lindegarth M, Cervin G, Hermansson M, Pavia H (2010) 
The red alga Bonnemaisonia asparagoides regulates epiphytic bacterial 
abundance and community composition by chemical defence. FEMS 
Microbiol Ecol 71:84–93. https:// doi. org/ 10. 1111/j. 1574- 6941. 2009. 
00791.x

Paul C, Pohnert G (2011) Production and role of volatile halogenated com-
pounds from marine algae. Nat Prod Rep 28:186–195. https:// doi. org/ 10. 
1039/ C0NP0 0043D

Pham TN, Um Y, Yoon HH (3013) Pretreatment of macroalgae for volatile fatty 
acid production. Bioresour Technol 146:754–757. https:// doi. org/ 10. 
1016/j. biort ech. 2013. 07. 080

Popper ZA, Michel G, Hervé C, Domozych DS, Willats WGT, Tuohy MG, Kloareg 
B, Stengel DB (2011) Evolution and diversity of plant cell walls: from algae 
to flowering plants. Annu Rev Plant Biol 62:567–590. https:// doi. org/ 10. 
1146/ annur ev- arpla nt- 042110- 103809

Prakash O, Shouche Y, Jangid K, Kostka JE (2013) Microbial cultivation and 
the role of microbial resource centers in the omics era. Appl Microbiol 
Biotechnol 97:51–62. https:// doi. org/ 10. 1007/ s00253- 012- 4533-y

Rao TE, Imchen M, Kumavath R (2017) Marine enzymes production and appli-
cations for human health. In: Kim S-K, Toldrá F (eds) Advances in food and 
nutrition research, vol 80. Acad Press, Cambridge, pp 149–163. https:// 
doi. org/ 10. 1016/ bs. afnr. 2016. 11. 006

Rehman HU, Qader SAU, Aman A (2012) Polygalacturonase: Production of 
pectin depolymerising enzyme from Bacillus licheniformis KIBGE IB-21. 
Carbohydr Polym 90:387–391. doi: https:// doi. org/ 10. 1016/j. carbp ol. 2012. 
05. 055

Rodrigues CJC, Pereira RFS, Fernandes P, Cabral JMS, de Carvalho CCCR (2017) 
Cultivation-based strategies to find efficient marine biocatalysts. Biotech-
nol J 12:1700036. https:// doi. org/ 10. 1002/ biot. 20170 0036

Rosenberg E, Koren O, Reshef L, Efrony R, Zilber-Rosenberg I (2007) The role of 
microorganisms in coral health, disease and evolution. Nat Rev Microbiol 
5:355–362. https:// doi. org/ 10. 1038/ nrmic ro1635

Roth-Schulze AJ, Zozaya-Valdés E, Steinberg PD, Thomas T (2016) Partitioning 
of functional and taxonomic diversity in surface-associated microbial 
communities. Environ Microbiol 18:4391–4402. doi: https:// doi. org/ 10. 
1111/ 1462- 2920. 13325

Saha M, Rempt M, Stratil SB, Wahl M, Pohnert G, Weinberger F (2014) Defence 
chemistry modulation by light and temperature shifts and the result-
ing effects on associated epibacteria of Fucus vesiculosus. PLoS ONE 
9:e105333. https:// doi. org/ 10. 1371/ journ al. pone. 01053 33

Sánchez Hinojosa V, Asenjo J, Leiva S (2018) Agarolytic culturable bacteria 
associated with three antarctic subtidal macroalgae. World J Microbiol 
Biotechnol 34:73. https:// doi. org/ 10. 1007/ s11274- 018- 2456-1

Satomi M, Vogel BF, Venkateswaran K, Gram L (2007) Description of Shewanella 
glacialipiscicola sp. nov. and Shewanella algidipiscicola sp. nov., isolated 
from marine fish of the Danish Baltic Sea, and proposal that Shewanella 
affinis is a later heterotypic synonym of Shewanella colwelliana. Int J Syst 
Evol Microbiol 57:347–352. https:// doi. org/ 10. 1099/ ijs.0. 64708-0

Sawant SS, Salunke BK, Kim BS (2015) A rapid, sensitive, simple plate assay for 
detection of microbial alginate lyase activity. Enzyme Microb Technol 
77:8–13. https:// doi. org/ 10. 1016/j. enzmi ctec. 2015. 05. 003

Schallmey M, Singh A, Ward OP (2004) Developments in the use of Bacillus 
species for industrial production. Can J Microbiol 50:1–17. https:// doi. org/ 
10. 1139/ w03- 076

Selman M, Berna G, Mahmut A, Seyda A, Ahmet A (2020) Proteolytic, lipolytic 
and amylolytic bacteria reservoir of Turkey; cold-adaptive bacteria in 
detergent industry. J Pure Appl Microbiol 14:63–72. https:// doi. org/ 10. 
22207/ JPAM. 14.1. 09

Selvarajan R, Sibanda T, Venkatachalam S, Ogola HJO, Christopher Obieze C, 
Msagati TA (2019) Distribution, interaction and functional profiles of epi-
phytic bacterial communities from the rocky intertidal seaweeds, South 
Africa. Sci Rep 9:19835. https:// doi. org/ 10. 1038/ s41598- 019- 56269-2

Singh RP, Reddy CRK (2014) Seaweed-microbial interactions: key functions of 
seaweed-associated bacteria. FEMS Microbiol Ecol 88:213–230. https:// 
doi. org/ 10. 1111/ 1574- 6941. 12297

Sohail M, Latif Z (2015) Phylogenetic analysis of polygalacturonase-producing 
Bacillus and Pseudomonas isolated from plant waste material. Jundis-
hapur J Microbiol 9:1–6. https:// doi. org/ 10. 5812/ jjm. 28594

Sunnotel O, Nigam P (2002) Pectinolytic activity of bacteria isolated from soil 
and two fungal strains during submerged fermentation. World J Micro-
biol Biotechnol 18:835–839. https:// doi. org/ 10. 1023/A: 10212 09123 641

Verster AJ, Borenstein E (2018) Competitive lottery-based assembly of selected 
clades in the human gut microbiome. Microbiome 6:186. https:// doi. org/ 
10. 1186/ s40168- 018- 0571-8

Wang L, Li S, Yu W, Gong Q (2015) Cloning, overexpression and characteriza-
tion of a new oligoalginate lyase from a marine bacterium, Shewanella sp. 
Biotechnol Lett 37:665–671. https:// doi. org/ 10. 1007/ s10529- 014- 1706-z

Wang M, Chen L, Zhang Z, Wang X, Qin S, Yan P (2017) Screening of alginate 
lyase-excreting microorganisms from the surface of brown algae. AMB 
Express. https:// doi. org/ 10. 1186/ s13568- 017- 0361-x

Wang M, Chen S, Zhou W, Yuan W, Wang D (2020) Algal cell lysis by bacteria: a 
review and comparison to conventional methods. Algal Res 46:101794. 
https:// doi. org/ 10. 1016/j. algal. 2020. 101794

Yagi H, Fujise A, Itabashi N, Ohshiro T (2018) Characterization of a novel 
endo-type alginate lyase derived from Shewanella sp. YH1. J Biochem 
163:341–350. https:// doi. org/ 10. 1093/ jb/ mvy001

Yoon JH, Kim IG, Kang KH, Oh TK, Park YH (2004) Bacillus hwajinpoensis sp. nov. 
and an unnamed Bacillus genomospecies, novel members of Bacillus rRNA 
group 6 isolated from sea water of the East Sea and the Yellow Sea in 
Korea. Int J Syst Evol Microbiol 54:803–808. https:// doi. org/ 10. 1099/ ijs.0. 
02678-0

Yu Y, Li H, Zeng Y, Chen B (2009) Extracellular enzymes of cold-adapted bacte-
ria from Arctic sea ice, Canada Basin. Polar Biol 32:1539–1547. https:// doi. 
org/ 10. 1007/ s00300- 009- 0654-x

Zeaiter Z, Marasco R, Booth JM, Prosdocimi EM, Mapelli F, Callegari M, Fusi M, 
Michoud G, Molinari F, Daffonchio D, Borin S, Crotti E (2019) Phenomics 
and genomics reveal adaptation of Virgibacillus dokdonensis strain 21D to 
its origin of isolation, the seawater-brine interface of the Mediterranean 
sea deep hypersaline anoxic basin discovery. Front Microbiol 10:1304. 
https:// doi. org/ 10. 3389/ fmicb. 2019. 01304

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1155/2013/248078
https://doi.org/10.1007/s00253-014-5557-2
https://doi.org/10.1007/s00253-014-5557-2
https://doi.org/10.3389/fmicb.2015.01487
https://doi.org/10.1533/9781908818355.3.429
https://doi.org/10.1007/s00253-006-0377-7
https://doi.org/10.1007/s00253-006-0377-7
https://doi.org/10.1007/s00203-014-1010-2
https://doi.org/10.1111/j.1574-6941.2009.00791.x
https://doi.org/10.1111/j.1574-6941.2009.00791.x
https://doi.org/10.1039/C0NP00043D
https://doi.org/10.1039/C0NP00043D
https://doi.org/10.1016/j.biortech.2013.07.080
https://doi.org/10.1016/j.biortech.2013.07.080
https://doi.org/10.1146/annurev-arplant-042110-103809
https://doi.org/10.1146/annurev-arplant-042110-103809
https://doi.org/10.1007/s00253-012-4533-y
https://doi.org/10.1016/bs.afnr.2016.11.006
https://doi.org/10.1016/bs.afnr.2016.11.006
https://doi.org/10.1016/j.carbpol.2012.05.055
https://doi.org/10.1016/j.carbpol.2012.05.055
https://doi.org/10.1002/biot.201700036
https://doi.org/10.1038/nrmicro1635
https://doi.org/10.1111/1462-2920.13325
https://doi.org/10.1111/1462-2920.13325
https://doi.org/10.1371/journal.pone.0105333
https://doi.org/10.1007/s11274-018-2456-1
https://doi.org/10.1099/ijs.0.64708-0
https://doi.org/10.1016/j.enzmictec.2015.05.003
https://doi.org/10.1139/w03-076
https://doi.org/10.1139/w03-076
https://doi.org/10.22207/JPAM.14.1.09
https://doi.org/10.22207/JPAM.14.1.09
https://doi.org/10.1038/s41598-019-56269-2
https://doi.org/10.1111/1574-6941.12297
https://doi.org/10.1111/1574-6941.12297
https://doi.org/10.5812/jjm.28594
https://doi.org/10.1023/A:1021209123641
https://doi.org/10.1186/s40168-018-0571-8
https://doi.org/10.1186/s40168-018-0571-8
https://doi.org/10.1007/s10529-014-1706-z
https://doi.org/10.1186/s13568-017-0361-x
https://doi.org/10.1016/j.algal.2020.101794
https://doi.org/10.1093/jb/mvy001
https://doi.org/10.1099/ijs.0.02678-0
https://doi.org/10.1099/ijs.0.02678-0
https://doi.org/10.1007/s00300-009-0654-x
https://doi.org/10.1007/s00300-009-0654-x
https://doi.org/10.3389/fmicb.2019.01304

	What lies on macroalgal surface: diversity of polysaccharide degraders in culturable epiphytic bacteria
	Abstract 
	Keypoints 
	Introduction
	Materials and methods
	Enrichment media and bacterial isolation
	Identification of bacteria associated with the macroalgae
	Screening of the bacterial hydrolytic profile
	Statistical analyses

	Results
	Bacterial collections obtained from the different macroalgae
	Bacterial isolate hydrolytic activities on starch, pectin, alginate and agar
	Correlation between strain phylogeny, isolation strategy and functional potential

	Discussion
	Acknowledgements
	References




