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Abstract: Microalgae host varied microbial consortium harboring cross-kingdom interactions with
fundamental ecological significance in aquatic ecosystems. Revealing the complex biofunctions of
the cultivable bacteria of phycosphere microbiota is one vital basis for deeply understanding the
mechanisms governing these dynamic associations. In this study, a new light-yellow pigmented bac-
terial strain LZ-28 was isolated from the highly-toxic and harmful algal bloom-forming dinoflagellate
Alexandrium catenella LZT09. Collective phenotypic and genotypic profiles were obtained to confi-
dently identify this strain as a new Mameliella alba member. Comparative genomic analysis showed
that strain LZ-28 shared highly similar functional features with other four marine algae-derived M.
alba strains in spite of their distinctive isolation sources. Based on the bioactivity assaying, the mutual
growth-promoting effects between bacterial strain LZ-28 and algal strain LZT09 were observed. After
the culture conditions were optimized, strain LZ-28 demonstrated an extraordinary production ability
for its bioflocculanting exopolysaccharides (EPS). Moreover, the portions of two monosaccharides
glucose and fucose of the EPS were found to positively contribute to the bioflocculanting capacity.
Therefore, the present study sheds light on the similar genomic features among the selected M.
alba strains, and it also reveals the potential pharmaceutical, environmental and biotechnological
implications of active EPS produced by this new Mameliella alba strain LZ-28 recovered from toxic
bloom-forming marine dinoflagellate.

Keywords: bacterial exopolysaccharides; bioflocculanting activity; microalgae growth-promoting
bacterium; harmful algal bloom-forming dinoflagellate; Alexandrium catenella; Mameliella alba

1. Introduction

The term “phycosphere” was initially coined in 1972 to describe the region imme-
diately surrounding an individual algal cell that is enriched in organic matters, which
are exuded by the cell into its surroundings [1]. It is known as the aquatic analogue of
the rhizosphere in the soil ecosystem [2]. The aquatic phycosphere niche is regarded as
the boundary of phytoplankton holobionts and the ecological interface for algae–bacteria
interactions (ABI) [3]. The relationships that usually span mutualism, commensalism,
antagonism, parasitism, and competition, usually involve cross-kingdom exchanges of
nutrients, secondary metabolites, infochemicals, and gene-transfer agents (GTA) [4]. It
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has subsequently become apparent that these microscale interactions are far more sophis-
ticated than previously thought. It usually requires the close spatial proximity of two
sides involved in the interactions, which are usually facilitated by bacterial colonization in
the phycosphere niches [5]. Within this microscopic interface, the exopolysaccharides or
extracellular polysaccharides (EPS) contributed by both partners are the main components
of the matrix, which embeds the proliferating cells and promotes colony formation [5].
It is also the essential chemical intermedia connecting the microscale interactions [1,2,6].
Presently, it is becoming increasingly clear that these complex inter-species or intra-species
associations usually exert further ecosystem-scale influences on fundamental processes
including primary production, phycotoxin biosynthesis, biogeochemical cycles and the
microbial loop in the oceans [7].

Currently, the rapidly increasing observations show that phytoplankton-associated
bacterial communities are often limited to a small handful of taxa groups, including spe-
cific members of the Roseobacter group (Rhodobacteraceae), Flavobacteraceae, and Alteromon-
adaceae [8–10]. These observations also provide emerging evidence for the species-specific
associations between the phytoplanktons and their closely-associated bacterial consor-
tium [2–6]. Rhodobacteraceae usually accounts for an overwhelming proportion of the
bacterioplankton communities in marine environments [8,9]. Within this family, the genus
Mameliella has become one key and representative member in the Roseobacter group, al-
though it was initially established one decade ago with Mameliella alba JLT354-WT as
the type species [11]. Moreover, Mameliella members widely contributed to the marine
environments in aromatic compound degradation, biogeochemical cycles of carbon and sul-
fur, dimethylsulfoniopropionate demethylation, and the production of diverse secondary
metabolites [12]. In recent decades, four type species, Mameliella phaeodactyli, Mameliella
atlantica, Ponticoccus lacteus, and Alkalimicrobium pacificum, were reclassified later as het-
erotypic synonyms of M. alba based on their phylogenomic characterizations [13]. Nowa-
days, the genus Mameliella contains only two type species with correctly published names,
including M. alba and M. sediminis (https://lpsn.dsmz.de/genus/mameliella, accessed on
10 May 2022). Currently, over 1500 species of free-living dinoflagellates have been described,
and the harmful algal blooms (HABs)-causing group occupies over 300 species [14]. Among
them, over one quarter are toxic species that produce diverse types of phycotoxins, such as
paralytic shellfish-poisoning (PSP) toxins [15,16]. Within the toxic dinoflagellate species,
the globally distributed genus Alexandrium, in which the members were widely found in
sub-polar, temperate and tropical coastal water environments, is a particularly well-known
bloom-forming group due to its large and widespread threat to seafood production and
human health [17,18].

The importance of the phycosphere has been postulated for four decades, yet only
recent new technological progress in high-throughput pyrosequencing made it possible
to start teasing apart the complex nature of the microbial composition within this unique
microbial habitat [3–6,19–24]. The culture-independent isolation of the cultivable strains
is still the first critical step for exploring the dynamics of algae–bacteria interactions [3–6].
Previously, we conducted the Phycosphere Microbiome Project (PMP) to convey the com-
positions of varied microbial consortiums that were closely-associated with diverse HAB-
forming dinoflagellates [25–30]. During our investigation, the genus Mameliella was found
to be one predominant group and was widely distributed in the bacterial communities asso-
ciated with various marine dinoflagellates [10,19–23]. Consequently, a new red-pigmented
bacterial strain, LZ-28, was isolated from the highly toxic Alexandrium catenella LZT09.
Strain LZ-28 produced active bioflocculanting exopolysaccharides, which were also dis-
covered in other cultivable bacterial strains isolated from marine dinoflagellates [27–31].
Additionally, it demonstrated the obvious growth-promoting ability of the algal strain
LZT09, as previously verified by other marine bacteria strains derived from the same algal
host [21,30]. Thus, the present work aims to characterize the taxonomic status of this new
bacterial strain using combined taxonomic and phylogenomic approaches. Moreover, com-
parative genomic analysis is then emphatically performed for the five marine algae-derived
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strains among the ten selected M. alba strains to reveal their shared functional nature. Based
on bioactivity assaying after culture condition optimization, the contribution of the individ-
ual monosaccharide portion of the EPS produced by strain LZ-28 to the bioflocculanting
bioactivity is also characterized.

2. Results and Discussion
2.1. Characterization of the Composition of the Bacterial Community of Algal Strain LZT09

To reveal the microbial composition of the bacterial community associated with LZT09,
the high-throughput sequencing of the V3–V4 variable region of bacterial 16S rRNA was
performed. Based on the obtained result, the phylum Pseudomonadota represented the
overwhelming dominant bacterial fraction (53.9%) of the total bacterial community of
LZT09, followed by Bacteroidota (26.7%) and Cyanobacteria (15.2%). Other lineages,
including Actinomycetota, Bacillota, and Spirochaetota, were also present, but each con-
stituted less than 1.0% of the total (Figure 1). Similarly, previous studies showed that two
phyla, Pseudomonadota and Bacteroidota, were the most major bacterial groups affiliated
with the investigated bacterial community associated with marine dinoflagellates [20,21].
Moreover, members of Rhodobacteraceae were reported to be frequently present during
various stages of HABs [32,33], and also regarded as a major taxa associated with some
diatom cultures [34,35].
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variable region of bacterial 16S rRNA gene. Bar: 0.05 substitutions per nucleotide position in the
phylogenetic tree.

In this study, Rhodobacteraceae was found to occupy only 8.7% of the total bacterial
community of LZT09, which held the fifth dominant group following the family Cryomor-
phaceae (22.9%), one unidentified Cyanobacteria (16.8%), Saccharospirillaceae (14.7%), and
the Hyphomonadaceae (9.7%). Cryomorphaceae is a member of the order Flavobacteriales
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within the phylum Bacteroidota, and has been found to distribute in a wide range of
marine and terrestrial systems from tropical to polar regions [36]. Moreover, molecular
phylogenetic studies show that the phylotypes related to the family Cryomorphaceae belong
to the abundant coastal phytoplankton bloom-responding flavobacterial group [37]. In
addition, at the genus level, five dominant bacterial groups, including one unidentified
Cryomorphaceae (22.9%), one unidentified Cyanobacteria (16.8%), Saccharospirillum (14.6%),
Maricaulis (5.6%), and Mameliella (5.1%), were identified, and totally accounted for 65.0% of
the total bacterial community of LZT09 (Figure 1). It is worth noting that only one genus,
Microcystis, was found in the Cyanobacteria group, which indicated that some cryptic
cyanobacterial lineages were potentially hidden by the dinoflagellate host [37].

2.2. Phenotypic and Biochemical Characteristics of Bacterial Strain LZ-28

Previously, nine cultivable bacterial strains, including strain LZ-28, were isolated from
the cultivable PM of LZT09 [10]. However, no strain was found to belong to the dominant
group Cryomorphaceae. Previous studies have shown that the most cultured Cryomorphaceae
species were mainly isolated from the low-temperature ecosystems, although the family
Cryomorphaceae was widespread in a wide range of non-extreme ecosystems. These findings
indicate the resistance of the Cryomorphaceae members towards be cultivation [36]. Thus,
the constant optimization of the isolation procedure for the cultivable bacteria strains
isolated from marine dinoflagellates still needs to be performed, especially by means of the
emergence and prevalence of modern multi-omics data [38,39]. Based on the phenotypic
characterization, the cellular colonies of strain LZ-28 grown on marine agar (MA) were
circular, smooth, and convex with light-yellow colors. Cells of strain LZ-28 were Gram-
stain-negative, rod shaped, and non-motile with the sizes of 0.7–1.0 µm for the width and
2.0–2.9 µm for the length (Figure 2).
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Figure 2. Transmission electron micrograph of the cell of the bacterial strain LZ-28 after being grown
on MA at 28 ◦C for 2 days. Bar: 1 µm.

The physiological characterization revealed that strain LZ-28 grew at the pH ranging
from 5.0 to 10.0 with the optimum growth at pH 7.0. The growth temperature ranged
from 15 ◦C to 40 ◦C with the optimum value of 25–28 ◦C, at the presence of 1–10% (w/v)
NaCl with the optimum value of 2.5%. No bacterial growth was observed under anaerobic
conditions when grown on MA, even after three week-long incubations. The hydrolysis
of starch, L-tyrosine, and gelatin were observed. Nitrate was reduced to nitrite, but the
reduction of nitrite to nitrogen was not observed. Chemotaxonomic analysis showed that
the major cellular fatty acids of strain LZ-28 consisted of C18:0, C18:1ω7c 11-methyl, and
C19:0 cyclo. Detailed comparisons of the morphological, biochemical, and physiological
characteristics of strain LZ-28 and the other five M. alba strains are summarized in Table 1.
The differential characteristics between strain LZ-28 and other M. alba members can be easily
found, even though they share very high 16S rRNA gene-sequence similarities, for example,
the distinguished colony color, the ability for citrate utilization, the presence/absence of a
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minor fatty acid of C17:1ω8c, as well as the apparently varied polar lipid profiles among
the six compared M. alba strains.

Table 1. Phenotypic and genotypic characteristics of the bacterial strain LZ-28 and the other five M.
alba strains.

Characteristic LZ-28 JLT354-WT KD53 L6M1-5 JL351 F15

Isolation source Marine
dinoflagellate Seawater Marine diatom Deep-sea sediment Surface seawater Deep-sea sediment

Colony color Light-Yellow White Yellow Yellow–white Yellow Cream–yellow
Cell size (µm) (0.7–1.0) × (2.0–2.9) (0.7–0.9) × (2.0–3.2) (0.5–1.0) × (2.2–2.9) (0.7–0.8) × (1.0–2.0) (0.5–0.8) × (0.7–1.5) (0.7–1.2) × (1.6–3.4)

NaCl range
(optimum, w/v, %) 1.0–10.0 (2.5) 1.0–10.0 (1.0–3.0) 1.0–6.0 (3.0) 0.5–15.0 (3.0–5.0) 0.5–9.0 (1.0–4.0) 0–10.0 (3.5)

pH range
(optimum) 5.0–10.0 (7.0) 6.0–9.0 (8.0) 6.0–9.5 (7.5–8.0) 5.0–10.5 (7.0) 7.0–10.0 (8.0) 6.0–11.0 (7.0–8.0)

Temperature range
(optimum, ◦C) 15–40 (25–28) 10–30 (25) 16–37 (28) 10–41 (28–30) 15–40 (30) 4–50 (35–37)

Oxidase activity + + + − + +
Catalase activity + + − + + +

Poly-β-
hydroxybutyrate + + − − + −

API 20E test
Citrate utilization − − − w w +

Gelatinase + + − + + +
API 20NE test

Reduction of nitrite + + + + − +
Gelatin hydrolysis + + − + + +
Phenylacetic acid

utilization − + + + + −

Polar lipid profile a PC, DPG, PE AL PC, PE, AL PE, AL PC, DPG, PE, AL,
GL PC, PE, GL

Fatty acid profile b

C16:0 3.2 5.7 5.3 4.8 5.3 4.5
C17:0 1.1 tr 1.0 tr tr ND
C18:0 7 9.2 11.1 10 8.6 8.5

C12:1 3OH 4.7 3.3 2.8 3.1 3.2 3.1
C17:1ω8c − tr tr tr tr 1

C18:1ω7c 11-methyl 10.8 6.6 7.9 7.5 6.1 5.4
C19:0 cycloω8c 3.2 5.7 5.3 4.8 5.3 4.5

Summed feature 8 65.5 70.8 69.5 70.7 72.5 74.3
16S rRNA gene
similarity (%) − 99.70 99.77 99.92 99.62 99.40

DNA G+C content
(mol%) c 64.9 65.2 65.0 65.0 65.1 65.0

ANI value of LZ-28
(%) − 98.0 98.2 98.0 98.0 97.9

AAI value of LZ-28
(%) − 98.4 98.1 98.1 98.5 98.2

dDDH value of
LZ-28 (%) − 84.3 83.5 83.9 84.3 83.1

All data were obtained from this study unless otherwise indicated. +, positive; W, weakly positive; −, negative.
a PC, phosphatidylcholine; DPG, diphosphatidylglycerol; PE, phosphatidylethanolamine; AL, aminolipids; GL,
glycolipid. b Values represent percentage (%) of total fatty acid contents. tr, trace amount (less than 1.0%). ND,
not detected. Summed feature 8 comprises C18:1ω7c and/or C18:1ω6c. c Data were calculated from the respective
genome sequences.

2.3. Phylogenetic Analysis Based on 16S rRNA Gene Sequences

In the phylogenetic tree constructed by the maximum-likelihood (ML) algorithm us-
ing the 16S rRNA gene sequences, strain LZ-28 formed a monophyletic branch together
with the type and other non-type strains of M. alba, as well as the selected representative
Rhodobacteraceae members (Figure 3). Previously, M. phaeodactyli (type-strain KD53) [12], M.
atlantica (type-strain L6M1-5) [40], Ponticoccus lacteus (type-strain JL351) [41], and Alkalimi-
crobium pacificum (type-strain F15) [42] were later reclassified as heterotypic synonyms for
M. alba based on the phylogenomic characterizations [13]. In this study, the phylogenetic
analysis showed that strain LZ-28 shared high 16S rRNA gene similarity values of 99.70,
99.77, 99.92, 99.60, and 99.40% with five other M. alba strains, JLT354-WT; KD53; L6M1-5;
JL351; and F15, respectively, although they were obviously isolated from different sources
(Table 1). These values were all exceeding the threshold values (98.65%) generally accepted
for species delineation [43]. Thus, it collectively indicated that strain LZ-28 was affiliated
with the genus Mameliella, and was probably a new member of M. alba.
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Figure 3. Phylogenetic tree using the maximum-likelihood (ML) algorithm constructed based on 16S
rRNA gene sequences showing the relationship between Mameliella strains and other representative
type species in the family Rhodobacteraceae. Bootstrap values (≥50%) based on 1000 replications are
shown at the branch points. The five selected M. alba strains isolated from marine algae are marked in
green. Rhodococcus imtechensis RKJ300T (AY525785) was used as an outgroup. Bar, 0.02 substitutions
per site.

2.4. Genomic Features of the Selected M. alba Strains

Due to the high-similarity values of the 16S rRNA gene sequence between strain LZ-28
and its phylogenetic neighbors in the family Rhodobacteraceae, the extra phylogenomic
characterization was performed to ensure its taxonomic status. The genome sequence of
strain LZ-28 was obtained by our previous study [10], and the other nine M. alba strains with
available genomes were obtained from the NCBI database (https://www.ncbi.nlm.nih.gov,
accessed on 2 April 2022). The isolation sources and the general genomic characteristics
of the ten selected M. alba strains are summarized in Table 2. Among the ten selected M.
alba strains, only strain KU6B has a complete genome containing a 5.386 Mbp circular
chromosome and three circular plasmids of 256, 112, and 76 Kbp, respectively [44]. The
genomic size of strain LZ-28 was 5.66 Mb with a G+C content of 64.94%. It contained 5497
protein-coding DNA sequences (CDSs) and 61 RNA genes, including 8 rRNA, 50 tRNA,
and 3 other RNA genes, respectively, as well as 86 pseudogenes. The genome of strain
LZ-28 was the fifth largest, with a genome range of 5.26–5.90 Mb. However, the genomic
DNA G+C content of strain LZ-28 was the lowest (64.94 mol%) among the ten selected
M. alba strains.

https://www.ncbi.nlm.nih.gov


Mar. Drugs 2022, 20, 321 7 of 19

Table 2. The isolation sources and general genomic features of the ten selected Mameliella alba strains
in this study.

Strain Isolation Source and Year Genome
Size (Mb)

G+C Content
(mol%) a Protein CDS b GenBank

Accession No.

LZ-28 Toxic marine dinoflagellate Alexandrium
catenella LZT09, East China Sea, 2018 5.66 64.94 5502 5497 JAANYX000000000

KD53 Marine diatom Phaeodactylum tricornutum,
Xiamen, China, 2013 5.42 65.10 5278 5223 NIWC00000000

Ep20 Marine dinoflagellate, Symbiodinium sp., 2015 5.51 65.04 5345 5343 QAEF00000000

PBVC088 Toxic marine dinoflagellate, Pyrodinium
bahamense var. Compressum, 2012 5.51 64.96 5689 5632 LZNT00000000

UMTAT08 Marine dinoflagellate Alexandrium
tamiyavanichii AcMS01, 1997 5.84 65.01 5761 5719 JSUQ00000000

JLT354-WT Seawater, South China Sea, 2006 5.26 65.21 5126 5132 FMZI00000000

JL351 Surface seawater (111◦00′ E, 20◦59′ N), South
China Sea, 2006 5.42 65.15 5290 5275 NIWA00000000

KU6B c Surface seawater, Boso Peninsula, Japan
(34.9◦ N, 134.89◦ E), 2011 5.83 64.95 6009 4886 AP022337-022340

L6M1-5 Deep-sea sediment (2835 m), South Atlantic
Ocean (15.18◦ S, 13.88◦ W), 2011 5.90 64.96 5821 5783 NIVZ00000000

F15 Deep-sea sediment (7118 m, 141◦59.7′ E,
10◦59.7′ N), Western Pacific Ocean, 2015 5.79 64.95 5694 5589 NIWB00000000

a Data were calculated based on the respective genome sequences. b CDS, coding DNA sequence.
c The complete genome contained a circular chromosome (AP022337) and three circular plasmids
(AP022338/AP022339/AP022340) [34].

2.5. Phylogenomic Characterization of Bacterial Strain LZ-28

To further infer the phylogenetic relationship among the ten selected M. alba strains
with available genome sequences, the phylogenomic tree using an up-to-date bacterial
core gene set (UBCG) consisting of 92 bacterial core genes was also performed. The
constructed phylogenetic tree is shown in Figure 4. It clearly shows that, among the
five marine algae-derived M. alba strains, strain LZ-28 clusters together with strain KD53,
which is isolated from marine diatom Phaeodactylum tricornutum [12]. The other three
strains, PBVC088, UMTAT08, and Ep20, were also clustered together in the UBCG tree.
Two clusters were also observed in the phylogenomic tree. One cluster was composed of
strains JLT354-WT, JL-351, and KU6B, which were all isolated from the surface seawater,
and the second cluster included two strains, L6M1-5 and F15, which were both isolated
from the deep-sea sediment. It indicated that the genome-based phylogeny plays a more
definitive role in the construction of a natural and objective taxonomy [43]. Additionally,
the comparison of the three key phylogenomic parameters, including average nucleotide
identity (ANI, Figure S1A), average amino acid identity (AAI, Figure S1B), and digital
DNA–DNA hybridization (dDDH, Figure S1C) values of strain LZ-28 and the type strain of
M. alba JLT354-WT were 98.0%, 98.4%, and 84.3%, respectively. All the values were higher
than the thresholds (95–96% for ANI, 97% for AAI, and 70% for dDDH) generally accepted
for new species delineations [43]. Accordingly, it clearly confirmed that strain LZ-28 was a
new member of M. alba, based on the obtained taxogenomic evidences.

2.6. Comparison of the Core- and Pan-Genomic Profiles among the Selected M. alba Strains

The genome sequences of the other nine selected M. alba strains were retrieved from the
NCBI database in addition to strain LZ-28. The numbers of accessory and unique genes of
the ten M. alba strains were created and shown in Figure 5A. It shows that 4472 core genes
are shared by the ten selected M. alba strains, which account for 80.8% to 90.3% of the
genome repertoire of each strain. Additionally, only 0.1% to 5.1% of the unique genes were
distributed in individual strains, depending on the varied genomic sizes. Two functional
accumulation curves were constructed according to the core- and pan-genome analyses,
respectively. The pan genome of the ten M. alba strains was fitted into a power law
function with an exponent γ = 0.15 [Fp(x) = 5160.29 × x0.15], and did not appear to reach
saturation even with the increasing genome number. Thus, it indicated that the pan
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genome was in an open state. This kind of open pan genome often exists in bacterial species
residing in multiple ecological environments, and has multiple ways of exchanging genetic
material through horizontal gene transfer (HGT) [45]. The core genome was fitted into an
exponential regression [Fc(x) = 4965.15 + e−0.01x]. Based on the two constructed functional
curves, the gene number of the pan genome increased when the species number of the
M. alba strain accumulated. Meanwhile, the tendency of the core genome, on the contrary,
implied that more strains tended to result in additional numbers of unique genes.
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Figure 4. Phylogenomic tree constructed by up-to-date bacterial core gene (UBCG) set among the ten
selected M. alba strains, as well as representative type species in the family Rhodobacteraceae, and a
comparison of the five general genomic characteristics, including the genomic size, DNA G+C content
(%), and numbers of predicted protein-coding genes (CDS, rRNA, and tRNA). The gene-support
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and bootstrap values (right) were presented at the nodes of the phylogenomic tree. The five selected
M. alba strains isolated from marine algae are marked with green, and the genome parameters for
strain LZ-28 were marked with yellow. Bar: 0.1 nt substitutions per site.

The phylogenetic trees of the core and pan genomes of the ten selected M. alba were
constructed and shown in Figure 6. It indicates the highly conservative evolution among
the M. alba members investigated in this study. The obvious difference of the number of
unique genes among the ten selected M. alba strains may be explained by their adaptions to
the growth conditions and possible horizontal gene-transfer events [45]. Moreover, strain
LZ-28 showed a close phylogenetic relationship with the marine algae-derived strains,
either with strains KD53 and UMTAT08 in the core-genome phylogenetic tree (Figure 6A),
or with strains KD53 and Ep20 in the pan-genome phylogenetic tree (Figure 6B). Thus,
it indicates the genome-based phylogenetic analysis provides robust evidence for the
evolutionary history of the individual M. alba strain [46].

2.7. Comparison of the Functional Classes of Predicted Genes among the Selected M. alba Strains

The functions of gene families in the genomes of the ten selected M. alba strains were
evaluated by performing the COG and KEGG categories analyses. The COG distribution
profile showed that most core (Figure S2A) and unique (Figure S2B) genes were both mainly
related to five functional groups, including carbohydrate transport and metabolism [G],
transcription [K], replication, recombination and repair [L], general function prediction
only [R], and unknown function [S]. Three strains, including strain KU6B isolated from
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surface seawater, strain KD53 from marine diatom Phaeodactylum tricornutum [12], and
strain UMTAT08 from marine dinoflagellate Alexandrium tamiyavanichii [47], harbored the
largest core gene number among the ten selected M. alba strains during COG analysis
(Figure S2A). Moreover, most unique genes were found in strains KU6B and UMTAT08
(Figure S2B). With respect to the KEGG assignment, based on the characterization of the
core and unique genomes, the genes related to general function, amino acid metabolism,
and carbohydrate metabolism, accounted for the major types of KEGG categories. In
addition, two strains, UMTAT08 and F15, harbored the largest unique gene number among
the ten selected M. alba strains during COG analysis (Figure S2D). Additionally, no unique
gene sorted in COG and KEGG categories was observed in strain JL351 isolated from the
surface seawater [41].
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Figure 5. Core–pan-genome comparison of the ten selected M. alba strains based on the bacterial
pan-genome analysis (BPGA) pipeline. (A) Petal diagram of the core, accessory, and unique genes of
the pan genome. The number of core genes is displayed in the central circle. Overlapping regions
represent the number of accessory genes. Strain names are marked outside each petal, along with
the strain-specific gene number shown in the brackets. The five selected M. alba strains isolated
from marine algae are marked with green. (B) Accumulation curves for the pan and core genomes
of the ten M. alba strains. The purple and blue dots represent the number of pan- and core genes,
respectively. The equations are illustrated in each curve.

For the core-gene groups of the COG category, the five marine algae-derived M. alba
strains demonstrated a more scattered distribution pattern (Figure S2A). However, for
the unique gene groups of COG, the principal components analysis (PCA) showed two
obviously separated groups among the five marine algae-derived M. alba strains. One
group consisted of strains Ep20 and KD53, and the second group included strains LZ-28
and PBVC088. For strain UMTAT08, isolated from A. tamiyavanichii [47], it was far away
from the two clustered groups (Figure S2B). In addition, based on the two PCA analyses of
the core- (Figure S2C) and unique-KEGG (Figure S2D) profiles, it was highly noteworthy
that strain LZ-28 both showed a functional relationship similar to the other three marine
algae-derived M. alba strains, except for strain UMTAT08. Thus, it indicated that the four
selected marine algae-derived M. alba strains shared similar functional destinations in spite
of their distinctive isolation sources.

2.8. Growth-Promoting Effects of Bacterial Strain LZ-28 and Algal Strain LZT09

Based on the microalgae growth-promoting (MGP) assay [21], strain LZ-28 demonstrated
obvious growth-promoting activity when co-cultured with algal host LZT09 (Figure 7A).
Interestingly, the mutual promoting effect of the algal culture extract from LZT09 on the
bacterial growth of strain LZ-28 was also observed (Figure 7B). It indicated that the potential
association between bacterial strain LZ-28 and algal strain LZT09 in spite of the detailed
nature of action mechanism was still unclear. Furthermore, deeply unearthing the multi-



Mar. Drugs 2022, 20, 321 10 of 19

omics information for both sides in co-culture circumstances is believed to offer substantial
insights into the detailed mechanism governing these dynamic interactions [48–52].
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2.9. Optimization of Bacterial Growth and EPS Accumulation

Bacterial exopolysaccharides (EPSs) were revealed to serve as one essential chemical
intermedia within the microscopic phycosphere niches and mediate host–microbe interac-
tions [2–5,53]. During our previous investigations, several novel bacterial species, which
produce bioactive EPSs, were also recovered from the freshwater [26] and marine phyco-
sphere [27–31], as well as the gut microbiota of Antarctic emperor penguin [48,54,55]. In
this study, the preliminary experiment showed that temperature and carbon sources were
the main two factors influencing the bacterial growth and EPS accumulation. Therefore, ten
carbon sources, including cellbiose, fructose, galactose, glucose, glycerol, lactose, maltose,
mannose, sucrose, and trehalose, and the pH range of 5.0–9.0 were further used for the
optimization of the culture conditions. Based on the obtained result, bacterial incubation
at 37 ◦C promoted bacterial growth and shortened the incubation period of strain LZ-28,
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although the general trends of bacterial growth that were cultured at 28 ◦C and 37 ◦C
demonstrated a similar pattern. For the pH tests, strain LZ-28 grew better in the pH values
ranging from 6.0 to 9.0. Additionally, strain LZ-28 was found to achieve the fastest growth
rate when the cellobiose was used as a carbon source, and cultured at 28◦C or at 37 ◦C and
at pH 7.0 (Figure 8). Based on the EPS accumulation measurements, when cultured at 28 ◦C,
the higher EPS yield of strain LZ-28 was achieved both at pH 5.0 and pH 6.0. However,
when the culture temperature was changed to 37 ◦C, the EPS yields were observed to
gradually enhance with the increasing pH values, and reached the maximum at pH 9.0.
Under the optimized conditions, the highest EPS yield of 47.7 µg/mL was obtained when
sucrose (10 g/L) was used as a carbon source and cultured at 37 ◦C and at pH 9.0 (Figure 8).
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2.10. Bioflocculanting-Activity Evaluation and Correlation Analysis

Based on the bacterial bioflocculanting assaying, EPS extracted from strain LZ-28
demonstrated obvious bioflocculanting activity, which showed a concentration-dependent
manner (Figure 9A). The highest efficiency of the bioflocculanting rate of 95.7 ± 8.5%
was achieved when 0.60 g·L−1 of EPS was applied. It exhibited a higher bioflocculanting
capacity compared to the other bacterial strains, which were also recovered from the
marine dinoflagellates previously reported [27–30,56–59]. To further infer whether the
type and abundance of the monosaccharides of the polymer EPSs were related to the
bioflocculanting activity, the characterizations of the monosaccharide compositions of the
EPSs and their correlations with the bioflocculanting activity were then performed. Base
on the obtained result, the relative portions of two monosaccharides, glucose and fucose, in
the crude polysaccharides demonstrated significantly positive highly strong correlations
(both p < 0.05) with the bioflocculanting capacities with the correlation coefficients of 0.9
(p = 0.03734) and 0.8 (p = 0.03101), respectively, whereas the other four monosaccharides
were found to be negatively contributed without statistical significance (Figure 9B). Despite
these findings, the detailed chemical structures of the EPSs produced by strain LZ-28
remain to be further elucidated. Moreover, more experimental data are still needed to
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dig out reliable clues to explore the structure–activity relationship of the bacterial EPSs
as promising and natural microbial bioflocculants. In addition, the genomic mining also
revealed the presence of several typical biosynthesis genes (wzx, exo, and muc) for bacterial
EPS biosynthesis in strain LZ-28. Thus, the present study indicated that strain LZ-28
could serve as a new, fresh bacterial candidate with natural potential for the production of
versatile EPS bioflocculants derived from marine microalgae with potential pharmaceutical,
environmental, and biotechnological implications [27–30,55–61].
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3. Materials and Methods
3.1. Algal and Bacterial Strains and Culture

Alexandrium catenella LZT09 was sampled in the Zhoushan Archipelago area in the East
China Sea during an algal bloom occurrence in July 2018, and then routinely cultured in
our ABI laboratory [10]. LZT09 produced high levels of paralytic shellfish-poisoning (PSP)
toxins [21]. LZT09 cells were cultured for 21 days in 50 mL of F/2-enriched seawater [21],
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and were exposed to a 12 h light–dark cycle at 25 ◦C (ca. 125 µmol photons m−2 s−1). Algal
cells were obtained by centrifugation (4000× g for 20 min) and the resultant cell pellet
was stored at −20 ◦C until used. The axenic LZT09 was obtained by repeated washing,
lysozyme/SDS and antibiotic treatment according to the procedure previously reported [62].
For comparative purposes, five strains, including Mameliella phaeodactyli KD53 (MCCC
1K00273), Mameliella atlantica L6M1-5 (MCCC 1A07531), and Alkalimicrobium pacificum F15
(MCCC 1A09948), purchased from the Marine Culture Collection of China (MCCC), and
strains Ponticoccus lacteus JL351 (CGMCC 1.12986) and Mameliella alba JLT354-WT (CGMCC
1.7290T) purchased from the China General Microbiological Culture Collection Center
(CGMCC) were used. All the tested strains were grown in the same conditions for the
experiments.

3.2. PCR Amplification, 16S rRNA Sequencing, and Data Analysis

Total genomic DNA (gDNA) was extracted using a Fast Bacterial Genomic DNA
Extraction Kit (Sangon Biotech Co., Ltd., Shanghai, China) according to the manufacturer’s
instructions. A general bacterial primer pair 338F/806R was used to amplify the V3–V4
variable region of the bacterial 16S rRNA gene [19,20]. The 16S rRNA sequencing libraries
for Illumina library was constructed using the TruSeq® DNA PCR-Free Sample Prepara-
tion Kit (Illumina, San Diego, CA, USA), then sequenced using a NovaSeq 6000 PE250
platform utilized at BioMajor (Shanghai, China). To analyze the microbial community
using the obtained Illumina sequencing data, the script from QIIME2 (https://qiime2.org,
accessed on 10 May 2022) was used [63]. The paired-end reads were joined using the multi-
ple_join_paired_ends.py script and quality filtered by the multiple_split_libraries_fastq.py
script. The obtained OTUs were clustered using UCLUST with a default threshold of
0.97 [64]. The OTU phylotypes were assigned using the closed-reference OTU picking
method against the QIIME modified version of the SILVA database, v128 [65]. The parame-
ters used in the above analysis were all default settings.

3.3. Morpho-Physiological and Biochemical Characterizations

The preparation of the transmission electron microscopy (TEM) sample was performed
using the negative-staining method [54,55]. Briefly, vegetative cells of strain LZ-28 were
observed from a fresh, 24 h culture inoculated in MB. The cells were fixed in 2.5% glu-
taraldehyde in a phosphate buffer (0.1 M; pH 7.2) for 2 h at 4 ◦C, then washed with the same
phosphate buffer post fixed with 1.0% OsO4. The obtained samples were dehydrated in se-
rial 30–100% ethanol, then mounted on copper grids, and observed using a JEM-1200 TEM
instrument (EOL, Tokyo, Japan). Gram-staining test was followed by the our procedures
previously described [56–58]. The hanging-drop technique was used for observing motility
during the exponential phase of the culture growth. The growth conditions of temperature
were tested using MA medium at the temperature ranges of 4, 10, 15, 20, 25, 28, 30, 33, 37,
40, 45, 50, and 55 ◦C. The optimal pH was investigated at different pH levels ranging from
4.0 to 11.0 with 0.5 unit intervals and cultured in MB at 28 ◦C for 2 days. Salt tolerance
was determined by growth in an MB medium containing various NaCl concentrations
(0–15.0%, w/v, with interval of 0.5%) while removed the original NaCl [47,48]. Catalase
and oxidase activities were detected by adding 3% (v/v) H2O2 and using oxidase reagent
(bioMérieux, Marcy-l’Étoile, France), respectively. Anaerobic growth was assessed after 1
week of cultivation in an anaerobic chamber (Bactron EZ-2; Shellab, Cornelius, OR, USA)
on MA at 28 ◦C. Tests of phenotypic and enzymatic characterizations were conducted using
API 20NE, API 20E, and API ZYM strips (bioMérieux) according to the manufacturer’s
instructions.

3.4. Analysis of Fatty Acid Profiles

For whole-cell fatty acid analysis, strain LZ-28 and the five reference strains were
grown on MA at 28 ◦C for 2 days. Sufficient cells of comparable physiological ages were
harvested from the third streak quadrant of the agar plates and cellular fatty acids were

https://qiime2.org
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saponified, methylated, and extracted using the standard protocol of the Sherlock Microbial
Identification (MIDI) System (Sherlock version 6.1, Newark, Delaware, USA). Fatty acid
methyl esters were analyzed by an Agilent 6890N gas chromatography system (GC) and
identified using the MIDI TSBA6 database [66].

3.5. Phylogenetic Analysis Based on the 16S rRNA Gene Sequences

The related 16S rRNA gene sequences of species in the genus Mameliella and type
strains in the family Rhodobacteraceae were retrieved from the NCBI database, except strains
PBVC088 and Ep20 [67], which were extracted from the genome sequences by PhyloSuite
version 1.2.1 [68]. The identification of phylogenetic neighbors and the calculation of
pairwise 16S rRNA gene sequence similarities were achieved using the EzTaxon-e server
(http://eztaxon-e.ezbiocloud.net, accessed on 2 April 2022). The sequence alignments
were performed with CLUSTAL_X (http://www.clustal.org, accessed on 2 April 2022) [69].
Phylogenetic trees were reconstructed with the maximum-likelihood (ML) algorithm [70]
by the Tamura Nei model [71] in the software package MEGA version 7.0 (https://www.
megasoftware.net, accessed on 2 April 2022) [72]. The resultant tree topologies were
evaluated by bootstrap analyses [73] based on 1000 re-samplings.

3.6. Phylogenomic Calculations and UBCG Tree Construction

The draft genome sequence of LZ-28 was obtained by our previous investigation [10].
The reference genome sequences of the Mameliella alba strains, six Rhodobacteraceae strains,
and one Rhodococcus strain were retrieved from the NCBI database. The average nucleotide
identity (ANI) and the average amino acid identity (AAI) analyses were performed us-
ing the ANI/AAIMatrix genome-based distance matrix calculator (http://enve-omics.ce.
gatech.edu/g-matrix, accessed on 19 March 19 2022) and the digital DNA–DNA hybridiza-
tion (dDDH) analysis was conducted using the Genome-to- Genome Distance Calculator
(GGDC 2.1) (http://ggdc.dsmz.de/, accessed on 19 March 2022) using Formula 2 [74].
The phylogenetic tree based on the 92 bacterial core genes was constructed by using the
UBCG pipeline [75]. Further visualization and editing of the UBCG tree were accomplished
by EvolView tool (https://www.evolgenius.info/evolview, accessed on 19 March 2022).
Phylogenetic trees based on pan genes and 4472 bacterial core genes were conducted by
the bacterial pan-genome analysis (BPGA) pipeline v.1.3 [76] using USEARCH with the
default settings [77].

3.7. Pan-Genome Analysis

The BPGA pipeline was used to automate the complete pan-genome study and down-
stream analysis of the prokaryotic sequences [69]. All 11 protein sequences annotated by
Prokka [78] were used for the BPGA (sequence identity ≥50%; and E value ≤1.0 × 10−5)
tool to perform the core–pan-genome analysis. The genomic accumulation curve was
generated by the BPGA’s result via gnuplot. The core, accessory, and unique genes were
classified from the orthologous groups through the USEARCH clustering algorithm [77].

3.8. Comparative Analysis of Functional Genes

The online COG and KEGG databases accessed via BPGA were used to analyze the
functions of the genes. The core, accessory, and unique genes were sorted, and the major
concerns related to the core and the unique genes. The gene clusters were identified by
using anti-SMASH 6.0.0 [79] from the reference genome sequences of M. alba KD53. All
11 protein sequences produced by Prokka were used for the eggnog mapper to obtain an
overview of the functional genes [80]. All results were manually checked. The principal
component analysis (PCA) was performed by using CANOCO 5 (http://www.canoco5.
com/index.php/resources, accessed on 19 March 2022) to compare the correlations across
all samples based on the relative abundance of the function genes. The Spearman’s rank
correlations were determined by using the SigmaPlot program version 11.0 (Systat Software,
Inc., San Jose, CA, USA).

http://eztaxon-e.ezbiocloud.net
http://www.clustal.org
https://www.megasoftware.net
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3.9. Bacterial Growth and EPS-Accumulation Analysis

For the culture optimization experiment, 1 mL of 24 h fresh bacterial culture of strain
LZ-28 was obtained and mixed with 24 mL of fresh 2216 medium, then 150 µL of the
mixture was added into the wells of the 96-well microplate containing different carbon
sources and cultured with shaking at 60 rpm/min for 72 h. During the culture period, the
bacterial growth rate was monitored by the measurement of the optical density change
recorded at OD600nm every 3 hours. A total of 10 carbon sources, including cellobiose,
fructose, galactose, glucose, glycerol, lactose, maltose, mannose, sucrose, and trehalose,
added with the final concentration of 10 g/L, and the pH range of 5.0–9.0 with 1.0 as the
interval were used for the measurements cultured either at 28 ◦C or 37 ◦C. The extraction
and the quantification of EPSs were performed using the phenol sulfuric acid method, as
previously reported [81].

3.10. Characterization of the Monosaccharides of EPSs

The determinations of the monosaccharide of crude polysaccharides were analyzed by
the HPLC method as previously described [82]. Analytical standards (HPLC purity ≥ 9%)
of 6 monosaccharides, including arabinose (Ara), fucose (Fuc), galactose (Gal), glucose
(Glc), amino-glucose (GlcN), and mannose (Man) were purchased from Merck (Shanghai,
China). Qualitative analysis was performed by comparing the retention times and the peak
areas with those of the standards.

3.11. Evaluation of Bioflocculanting and MGP Bioactivities

Bioflocculating activity evaluations of the EPSs were performed according to the
procedures previously reported [27–30]. The prepared EPSs were dissolved in the distilled
water for furthering the bioactivity assay. The measurements using a kaolin clay suspension
flocculation assay calculated as the bioflocculation rate (%) were used and performed using
96-well microplates with at least 6 replicates [27–30]. Microalgae growth-promoting (MGP)
activity of bacterial strain LZ-28 toward algal strain LZT09 in a co-culture system was
evaluated, as previously reported [83]. The preparation of the algal culture extract [29,30]
and the effects on bacterial growth were analyzed by measuring the optical changes of
bacterial density recorded at OD600nm and performed in a SpectraMax M2 model 96-
well microplate reader (Molecular Devices, LLC, San Jose, CA, USA). All the results are
expressed as the means ± SD. The correlation coefficients of the monosaccharide portions
with the bioflocculanting activities and the statistics significance were both performed using
the Spearman’s rank order correlation analysis and plotted with the OriginPro (version 8.0)
(OriginLab Corp., Northampton, MA, USA). A p-value of less than 0.05 was considered to
be statistically significant for all analyses.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/md20050321/s1, Figure S1: Comparison of the average nucleotide identity (ANI), average
amino acid identity (AAI), and digital DNA–DNA hybridization (dDDH) values based on the
genomes of the ten M. alba strains. Figure S2: Comparison of the COG and KEGG categories among
the ten selected M. alba strains. The functional genes of the core and unique groups distributed by
COG database are shown in panes A and B, respectively. The panes C and D represent the distribution
of the core and unique genes annotated by the KEGG database, respectively. The sizes of the circles
in each pane are proportional to the numbers of the different COG or KEGG categories. The strains
isolated from marine algae are marked with green.

Author Contributions: Conceptualization, X.-L.Z. and Q.Y.; methodology, C.-Z.R., H.-M.G., J.D.,
W.-Z.Z. and X.-L.Z.; software, J.D. and X.-L.Z.; validation, X.-L.Z. and Q.Y.; formal analysis, C.-Z.R.,
J.D., F.-F.X., Y.Y. and X.-L.Z.; investigation, X.-L.Z.; resources, Q.Y.; data curation, C.-Z.R., W.-Z.Z.
and X.-L.Z.; writing—original draft preparation, C.-Z.R., X.-L.Z. and Q.Y.; writing—review and
editing, X.-L.Z. and Q.Y.; visualization, H.-M.G. and X.-L.Z.; supervision, X.-L.Z. and Q.Y.; project
administration, Q.Y.; funding acquisition, X.-L.Z. and Q.Y. All authors have read and agreed to the
published version of the manuscript.

https://www.mdpi.com/article/10.3390/md20050321/s1
https://www.mdpi.com/article/10.3390/md20050321/s1


Mar. Drugs 2022, 20, 321 16 of 19

Funding: This research was supported by the National Natural Science Foundation of China
(41876114), Specific Project for Zhejiang Ocean University from Municipal Science and Technol-
ogy Bureau of Zhoushan (2022C41018), Zhejiang Province Natural Science Foundation Committee
(LGF18D060001), and the National Training Program of Innovation and Entrepreneurship for Under-
graduates (202110340007, 202110340015).

Data Availability Statement: All relevant data are within the manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Wayne, B.; Ralph, M. Chemotactic and growth responses of marine bacteria to algal extracellular products. Biol. Bull. 1972, 143,

265–277.
2. Samo, T.J.; Kimbrel, J.A.; Nilson, D.J.; Pett-Ridge, J.; Weber, P.K.; Mayali, X. Attachment between heterotrophic bacteria and

microalgae influences symbiotic microscale interactions. Environ. Microbiol. 2018, 20, 4385–4400. [CrossRef] [PubMed]
3. Seymour, J.R.; Amin, S.A.; Raina, J.B.; Stocker, R. Zooming in on the phycosphere: The ecological interface for phytoplankton-

bacteria relationships. Nat. Microbiol. 2017, 2, 17065. [CrossRef] [PubMed]
4. Ramanan, R.; Kang, Z.; Kim, B.H.; Cho, D.H.; Jin, L.; Oh, H.M.; Kim, H.S. Phycosphere bacterial diversity in green algae reveals

an apparent similarity across habitats. Algal Res. 2015, 8, 140–144. [CrossRef]
5. Amin, S.A.; Parker, M.S.; Armbrust, E.V. Interactions between diatoms and bacteria. Microbiol. Mol. Biol. Rev. 2012, 76, 667–684.

[CrossRef] [PubMed]
6. Kouzuma, A.; Watanabe, K. Exploring the potential of algae/bacteria interactions. Curr. Opin. Biotechnol. 2015, 33, 125–129.

[CrossRef]
7. Giovannoni, S.J.; Nemergut, D. Microbes ride the current. Science 2014, 345, 1246. [CrossRef] [PubMed]
8. Buchan, A.; González, J.M.; Moran, M.A. Overview of the marine roseobacter lineage. Appl. Environ. Microbiol. 2005, 71, 5665–5677.

[CrossRef]
9. Landry, Z.C.; Vergin, K.; Mannenbach, C.; Block, S.; Yang, Q.; Blainey, P.; Carlson, C.; Giovannoni, S. Optofluidic Single-Cell

Genome Amplification of Sub-micron Bacteria in the Ocean Subsurface. Front. Microbiol. 2018, 9, 1152. [CrossRef]
10. Zhang, X.L.; Yang, X.; Wang, S.J.; Jiang, Z.W.; Xie, Z.X.; Zhang, L. Draft Genome Sequences of Nine Cultivable Heterotrophic

Proteobacteria Isolated from Phycosphere Microbiota of Toxic Alexandrium catenella LZT09. Microbiol. Resour. Announc. 2020, 9,
e00281-20. [CrossRef]

11. Zheng, Q.; Chen, C.; Yan, X.J.; Wang, Y.N.; Zeng, Y.H.; Hao, L.K.; He, W.H.; Jiao, N.Z. Mameliella alba gen. nov., sp. nov., a marine
bacterium of the Roseobacter clade in the order Rhodobacterales. Int. J. Syst. Evol. Microbiol. 2010, 60, 953–957. [CrossRef]

12. Chen, Z.; Zhang, J.; Lei, X.; Lai, Q.; Yang, L.; Zhang, H.; Li, Y.; Zheng, W.; Tian, Y.; Yu, Z.; et al. Mameliella phaeodactyli sp. nov., a
member of the family Rhodobacteraceae isolated from the marine algae Phaeodactylum tricornutum. Int. J. Syst. Evol. Microbiol. 2015,
65, 1617–1621. [CrossRef]

13. Liu, Y.; Zhang, X.; Lai, Q.; Shao, Z. Reclassification of Mameliella phaeodactyli, Mameliella atlantica, Ponticoccus lacteus and
Alkalimicrobium pacificum as later heterotypic synonyms of Mameliella alba and an emended description of Mameliella alba. Int.
J. Syst. Evol. Microbiol. 2018, 68, 1047–1051. [CrossRef]

14. Rasmussen, S.A.; Andersen, A.J.; Andersen, N.G.; Nielsen, K.F.; Hansen, P.J.; Larsen, T.O. Chemical Diversity, Origin, and
Analysis of Phycotoxins. J. Nat. Prod. 2016, 79, 662–673. [CrossRef]

15. Brosnahan, M.L.; Fischer, A.D.; Lopez, C.B.; Moore, S.K.; Anderson, D.M. Cyst-forming dinoflagellates in a warming climate.
Harmful Algae 2020, 91, 101728. [CrossRef]

16. McKenzie, C.H.; Bates, S.S.; Martin, J.L.; Haigh, N.; Howland, K.L.; Lewis, N.I.; Locke, A.; Peña, A.; Poulin, M.; Rochon, A.; et al.
Three decades of Canadian marine harmful algal events: Phytoplankton and phycotoxins of concern to human and ecosystem
health. Harmful Algae 2021, 102, 101852. [CrossRef]

17. Lewis, A.M.; Coates, L.N.; Turner, A.D.; Percy, L.; Lewis, J. A review of the global distribution of Alexandrium minutum
(Dinophyceae) and comments on ecology and associated paralytic shellfish toxin profiles, with a focus on Northern Europe.
J. Phycol. 2018, 54, 581–598. [CrossRef]

18. Thottumkara, A.P.; Parsons, W.H.; Du, B.J. Saxitoxin. Angew. Chem. Int. Ed. Engl. 2014, 53, 5760–5784. [CrossRef]
19. Zhang, X.L.; Tian, X.Q.; Ma, L.Y.; Feng, B.; Liu, Q.H.; Yuan, L.D. Biodiversity of the symbiotic bacteria associated with toxic

marine dinoflagellate Alexandrium tamarense. J. Biosci. Med. 2015, 3, 23–28. [CrossRef]
20. Zhang, X.L.; Ma, L.Y.; Tian, X.Q.; Huang, H.L.; Yang, Q. Biodiversity study of intracellular bacteria closely associated with

paralytic shellfish poisoning dinoflagellates Alexandrium tamarense and A. minutum. Int. J. Environ. Resour. 2015, 4, 23–27.
[CrossRef]

21. Yang, Q.; Feng, Q.; Zhang, B.P.; Gao, J.J.; Sheng, Z.; Xue, Q.P.; Zhang, X.L. Marinobacter alexandrii sp. nov., a novel yellow-
pigmented and algae growth-promoting bacterium isolated from marine phycosphere microbiota. Antonie Leeuwenhoek 2021, 114,
709–718. [CrossRef] [PubMed]

http://doi.org/10.1111/1462-2920.14357
http://www.ncbi.nlm.nih.gov/pubmed/30022580
http://doi.org/10.1038/nmicrobiol.2017.65
http://www.ncbi.nlm.nih.gov/pubmed/28555622
http://doi.org/10.1016/j.algal.2015.02.003
http://doi.org/10.1128/MMBR.00007-12
http://www.ncbi.nlm.nih.gov/pubmed/22933565
http://doi.org/10.1016/j.copbio.2015.02.007
http://doi.org/10.1126/science.1259467
http://www.ncbi.nlm.nih.gov/pubmed/25214592
http://doi.org/10.1128/AEM.71.10.5665-5677.2005
http://doi.org/10.3389/fmicb.2018.01152
http://doi.org/10.1128/MRA.00281-20
http://doi.org/10.1099/ijs.0.011437-0
http://doi.org/10.1099/ijs.0.000146
http://doi.org/10.1099/ijsem.0.002617
http://doi.org/10.1021/acs.jnatprod.5b01066
http://doi.org/10.1016/j.hal.2019.101728
http://doi.org/10.1016/j.hal.2020.101852
http://doi.org/10.1111/jpy.12768
http://doi.org/10.1002/anie.201308235
http://doi.org/10.4236/jbm.2015.36004
http://doi.org/10.14355/ijer.2015.04.004
http://doi.org/10.1007/s10482-021-01551-5
http://www.ncbi.nlm.nih.gov/pubmed/33751267


Mar. Drugs 2022, 20, 321 17 of 19

22. Jiang, Z.; Duan, Y.; Yang, X.; Yao, B.; Zeng, T.; Wang, X.; Feng, Q.; Qi, M.; Yang, Q.; Zhang, X.L. Nitratireductor alexandrii sp. nov.,
from phycosphere microbiota of toxic marine dinoflagellate Alexandrium tamarense. Int. J. Syst. Evol. Microbiol. 2020, 70, 4390–4397.
[CrossRef]

23. Yang, Q.; Jiang, Z.; Zhou, X.; Zhang, R.; Xie, Z.; Zhang, S.; Wu, Y.; Ge, Y.; Zhang, X. Haliea alexandrii sp. nov., isolated from
phycosphere microbiota of the toxin-producing dinoflagellate Alexandrium catenella. Int. J. Syst. Evol. Microbiol. 2020, 70,
1133–1138. [CrossRef] [PubMed]

24. Yang, X.; Jiang, Z.W.; Zhang, J.; Zhou, X.; Zhang, X.L.; Wang, L.; Yu, T.; Wang, Z.; Bei, J.; Dong, B. Mesorhizobium alexandrii sp. nov.,
isolated from phycosphere microbiota of PSTs-producing marine dinoflagellate Alexandrium minutum amtk4. Antonie Leeuwenhoek
2020, 113, 907–917. [CrossRef] [PubMed]

25. Yang, Q.; Jiang, Z.W.; Huang, C.H.; Zhang, R.N.; Li, L.Z.; Yang, G.; Feng, L.J.; Yang, G.F.; Zhang, H.; Zhang, X.L. Hoeflea prorocentri
sp. nov., isolated from a culture of the marine dinoflagellate Prorocentrum mexicanum PM01. Antonie Leeuwenhoek 2018, 111,
1845–1853. [CrossRef] [PubMed]

26. Zhang, X.L.; Li, G.X.; Ge, Y.M.; Iqbal, N.M.; Yang, X.; Cui, Z.D.; Yang, Q. Sphingopyxis microcysteis sp. nov., a novel bioactive
exopolysaccharides-bearing Sphingomonadaceae isolated from the Microcystis phycosphere. Antonie Leeuwenhoek 2021, 114, 845–857.
[CrossRef] [PubMed]

27. Zhu, W.Z.; Ge, Y.M.; Dai, J.; Zhang, X.L.; Yang, Q. Alexandriicola marinus gen. nov., sp. nov., a new member of the family
Rhodobacteraceae isolated from marine phycosphere. Antonie Leeuwenhoek 2022, 115, 473–486. [CrossRef]

28. Duan, Y.; Jiang, Z.; Wu, Z.; Sheng, Z.; Yang, X.; Sun, J.; Zhang, X.; Yang, Q.; Yu, X.; Yan, J. Limnobacter alexandrii sp. nov., a
thiosulfate-oxidizing, heterotrophic and EPS-bearing Burkholderiaceae isolated from cultivable phycosphere microbiota of toxic
Alexandrium catenella LZT09. Antonie Leeuwenhoek 2020, 13, 1689–1698. [CrossRef]

29. Yang, Q.; Ge, Y.M.; Iqbal, N.M.; Yang, X.; Zhang, X.L. Sulfitobacter alexandrii sp. nov., a new microalgae growth-promoting
bacterium with exopolysaccharides bioflocculanting potential isolated from marine phycosphere. Antonie Leeuwenhoek 2021, 114,
1091–1106. [CrossRef]

30. Zhang, X.L.; Qi, M.; Li, Q.H.; Cui, Z.D.; Yang, Q. Maricaulis alexandrii sp. nov., a novel active bioflocculants-bearing and dimorphic
prosthecate bacterium isolated from marine phycosphere. Antonie Leeuwenhoek 2021, 114, 1195–1203. [CrossRef]

31. Yang, Q.; Jiang, Z.; Zhou, X.; Zhang, R.; Wu, Y.; Lou, L.; Ma, Z.; Wang, D.; Ge, Y.; Zhang, X.; et al. Nioella ostreopsis sp. nov.,
isolated from toxic dinoflagellate, Ostreopsis lenticularis. Int. J. Syst. Evol. Microbiol. 2020, 70, 759–765. [CrossRef]

32. Simon, M.; Scheuner, C.; Meier-Kolthoff, J.P.; Brinkhoff, T.; Wagner-Döbler, I.; Ulbrich, M.; Klenk, H.P.; Schomburg, D.; Petersen,
J.; Göker, M. Phylogenomics of Rhodobacteraceae reveals evolutionary adaptation to marine and non-marine habitats. ISME J. 2017,
11, 1483–1499. [CrossRef]

33. Attar, N. Marine microbiology. An interkingdom partnership. Nat. Rev. Microbiol. 2015, 13, 400. [CrossRef]
34. Zhang, H.; Wang, K.; Shen, L.; Chen, H.; Hou, F.; Zhou, X.; Zhang, D.; Zhu, X. Microbial Community Dynamics and Assembly

Follow Trajectories of an Early-Spring Diatom Bloom in a Semienclosed Bay. Appl. Environ. Microbiol. 2018, 84, e01000-18.
[CrossRef]

35. Shibl, A.A.; Isaac, A.; Ochsenkühn, M.A.; Cárdenas, A.; Fei, C.; Behringer, G.; Arnoux, M.; Drou, N.; Santos, M.P.; Gunsalus, K.C.;
et al. Diatom modulation of select bacteria through use of two unique secondary metabolites. Proc. Natl. Acad. Sci. USA 2020, 117,
27445–27455. [CrossRef]

36. Bowman, J.P. Out from the Shadows—Resolution of the Taxonomy of the Family Cryomorphaceae. Front. Microbiol. 2020, 11, 795.
[CrossRef]

37. Nakayama, T.; Nomura, M.; Takano, Y.; Tanifuji, G.; Shiba, K.; Inaba, K.; Inagaki, Y.; Kawata, M. Single-cell genomics unveiled a
cryptic cyanobacterial lineage with a worldwide distribution hidden by a dinoflagellate host. Proc. Natl. Acad. Sci. USA 2019, 116,
15973–15978. [CrossRef]

38. Giovannoni, S.J.; Stingl, U. The importance of culturing bacterioplankton in the ‘omics’ age. Nat. Rev. Microb. 2007, 5, 820–826.
[CrossRef]

39. Lewis, W.H.; Tahon, G.; Geesink, P.; Sousa, D.Z.; Ettema, T.J.G. Innovations to culturing the uncultured microbial majority. Nat.
Rev. Microbiol. 2021, 19, 225–240. [CrossRef]

40. Xu, H.; Jiang, L.; Li, S.; Zeng, X.; Shao, Z. Mameliella atlantica sp. nov., a marine bacterium of the Roseobacter clade isolated from
deep-sea sediment of the South Atlantic Ocean. Int. J. Syst. Evol. Microbiol. 2015, 65, 2255–2259. [CrossRef]

41. Yang, Y.; Sun, J.; Tang, K.; Lin, D.; Li, C.; Lin, Y. Ponticoccus lacteus sp. nov. of the family Rhodobacteraceae, isolated from surface
seawater. Int. J. Syst. Evol. Microbiol. 2015, 65, 1247–1250. [CrossRef]

42. Zhang, G.; Yang, Y.; Wang, S.; Sun, Z.; Jiao, K. Alkalimicrobium pacificum gen. nov., sp. nov., a marine bacterium in the family
Rhodobacteraceae. Int. J. Syst. Evol. Microbiol. 2015, 65, 2453–2458. [CrossRef]

43. Richter, M.; Rosselló-Móra, R. Shifting the genomic gold standard for the prokaryotic species defnition. Proc. Natl. Acad. Sci. USA
2009, 106, 19126–19131. [CrossRef]

44. Yamamoto, T.; Liu, Y.; Hasegawa, Y.; Iwaki, H. Complete Genome Sequence of Mameliella alba Strain KU6B, a Cyclohexylamine-
Utilizing Marine Bacterium. Microbiol. Resour. Announc. 2020, 9, e00273-20. [CrossRef]

45. Polz, M.F.; Alm, E.J.; Hanage, W.P. Horizontal gene transfer and the evolution of bacterial and archaeal population structure.
Trends Genet. 2013, 29, 170–175. [CrossRef]

http://doi.org/10.1099/ijsem.0.004302
http://doi.org/10.1099/ijsem.0.003890
http://www.ncbi.nlm.nih.gov/pubmed/31751199
http://doi.org/10.1007/s10482-020-01400-x
http://www.ncbi.nlm.nih.gov/pubmed/32193664
http://doi.org/10.1007/s10482-018-1074-0
http://www.ncbi.nlm.nih.gov/pubmed/29603043
http://doi.org/10.1007/s10482-021-01563-1
http://www.ncbi.nlm.nih.gov/pubmed/33770293
http://doi.org/10.1007/s10482-022-01710-2
http://doi.org/10.1007/s10482-020-01473-8
http://doi.org/10.1007/s10482-021-01580-0
http://doi.org/10.1007/s10482-021-01588-6
http://doi.org/10.1099/ijsem.0.003816
http://doi.org/10.1038/ismej.2016.198
http://doi.org/10.1038/nrmicro3515
http://doi.org/10.1128/AEM.01000-18
http://doi.org/10.1073/pnas.2012088117
http://doi.org/10.3389/fmicb.2020.00795
http://doi.org/10.1073/pnas.1902538116
http://doi.org/10.1038/nrmicro1752
http://doi.org/10.1038/s41579-020-00458-8
http://doi.org/10.1099/ijs.0.000248
http://doi.org/10.1099/ijs.0.000086
http://doi.org/10.1099/ijs.0.000282
http://doi.org/10.1073/pnas.0906412106
http://doi.org/10.1128/MRA.00273-20
http://doi.org/10.1016/j.tig.2012.12.006


Mar. Drugs 2022, 20, 321 18 of 19

46. Kumar, S.; Filipski, A.J.; Battistuzzi, F.U.; Kosakovsky Pond, S.L.; Tamura, K. Statistics and truth in phylogenomics. Mol. Biol.
Evol. 2012, 29, 457–472. [CrossRef]

47. Danish-Daniel, M.; Han, M.G.; Noor, M.E.; Yeong, Y.S.; Usup, G. Draft genome sequence of Mameliella alba strain UMTAT08
isolated from clonal culture of toxic dinoflagellate Alexandrium tamiyavanichii. Genom. Data 2016, 10, 12–14. [CrossRef]

48. Geng, H.; Belas, R. Molecular mechanisms underlying roseobacter-phytoplankton symbioses. Curr. Opin. Biotechnol. 2010, 21,
332–338. [CrossRef]

49. Gao, H.M.; Xie, P.F.; Zhang, X.L.; Yang, Q. Isolation, Phylogenetic and Gephyromycin Metabolites Characterization of New
Exopolysaccharides-Bearing Antarctic Actinobacterium from Feces of Emperor Penguin. Mar. Drugs 2021, 19, 458. [CrossRef]

50. Gutleben, J.; Chaib De Mares, M.; van Elsas, J.D.; Smidt, H.; Overmann, J.; Sipkema, D. The multi-omics promise in context: From
sequence to microbial isolate. Crit. Rev. Microbiol. 2018, 44, 212–229. [CrossRef]

51. Stingl, U.; Tripp, H.J.; Giovannoni, S.J. Improvements of high-throughput culturing yielded novel SAR11 strains and other
abundant marine bacteria from the Oregon coast and the Bermuda Atlantic Time Series study site. ISME J. 2007, 1, 361–371.
[CrossRef] [PubMed]

52. Stingl, U.; Cho, J.C.; Foo, W.; Vergin, K.L.; Lanoil, B.; Giovannoni, S.J. Dilution-to-extinction culturing of psychrotolerant
planktonic bacteria from permanently ice-covered lakes in the McMurdo Dry Valleys, Antarctica. Microb. Ecol. 2007, 55, 395–405.
[CrossRef] [PubMed]

53. Amin, S.A.; Hmelo, L.R.; van Tol, H.M.; Durham, B.P.; Carlson, L.T.; Heal, K.R.; Morales, R.L.; Berthiaume, C.T.; Parker, M.S.;
Djunaedi, B.; et al. Interaction and signalling between a cosmopolitan phytoplankton and associated bacteria. Nature 2015, 522,
98–101. [CrossRef] [PubMed]

54. Zhu, W.Z.; Ge, Y.M.; Gao, H.M.; Dai, J.; Zhang, X.L.; Yang, Q. Gephyromycinifex aptenodytis gen. nov., sp. nov., isolated from gut of
Antarctic emperor penguin. Antonie Leeuwenhoek 2021, 114, 2003–2017. [CrossRef]

55. Zhu, W.Z.; Wang, S.H.; Gao, H.M.; Ge, Y.M.; Dai, J.; Zhang, X.L.; Yang, Q. Characterization of Bioactivities and Biosynthesis of
Angucycline/angucyclinone Derivatives Derived from Gephyromycinifex aptenodytis gen. nov., sp. nov. Mar. Drugs 2022, 20, 34.
[CrossRef]

56. Yang, Q.; Jiang, Z.; Zhou, X.; Xie, Z.; Wang, Y.; Wang, D.; Feng, L.; Yang, G.; Ge, Y.; Zhang, X. Saccharospirillum alexandrii sp. nov.,
isolated from the toxigenic marine dinoflagellate Alexandrium catenella LZT09. Int. J. Syst. Evol. Microbiol. 2020, 70, 820–826.
[CrossRef]

57. Yang, X.; Xiang, R.; Iqbal, N.M.; Duan, Y.H.; Zhang, X.A.; Wang, L.; Yu, L.Z.; Li, J.Z.; Sun, M.F.; Yang, Q. Marinobacter shengliensis
subsp. alexandrii Subsp. Nov.; Isolated from Cultivable Phycosphere Microbiota of Highly Toxic Dinoflagellate Alexandrium
catenella LZT09 and Description of Marinobacter shengliensis Subsp. shengliensis Subsp. Nov. Curr. Microbiol. 2021, 78, 1648–1655.
[CrossRef]

58. Wang, X.; Ye, Y.; Xu, F.F.; Duan, Y.H.; Xie, P.F.; Yang, Q.; Zhang, X. Maritimibacter alexandrii sp. nov.; a New Member of
Rhodobacteraceae Isolated from Marine Phycosphere. Curr. Microbiol. 2021, 78, 3996–4003. [CrossRef]

59. Zhou, X.; Zhang, X.; Jiang, Z.; Yang, X.; Zhang, X.; Yang, Q. Combined characterization of a new member of Marivita cryptomonadis,
strain LZ-15-2 isolated from cultivable phycosphere microbiota of toxic HAB dinoflagellate Alexandrium catenella LZT09. Braz. J.
Microbiol. 2021, 52, 739–748. [CrossRef]

60. Siddharth, T.; Sridhar, P.; Vinila, V.; Tyagi, R.D. Environmental applications of microbial extracellular polymeric substance (EPS):
A review. J. Environ. Manag. 2021, 287, 112307. [CrossRef]

61. Lai, H.; Fang, H.; Huang, L.; He, G.; Reible, D. A review on sediment bioflocculation: Dynamics, influencing factors and modeling.
Sci. Total Environ. 2018, 642, 1184–1200. [CrossRef]

62. Su, J.; Yang, X.; Zheng, T.; Hong, H. An efficient method to obtain axenic cultures of Alexandrium tamarense-a PSP-producing
dinoflagellate. J. Microbiol. Methods 2007, 69, 425–430. [CrossRef]

63. Hall, M.; Beiko, R.G. 16S rRNA Gene Analysis with QIIME2. Methods Mol. Biol. 2018, 1849, 113–129.
64. Prasad, D.V.; Madhusudanan, S.; Jaganathan, S. uCLUST-A new algorithm for clustering unstructured data. ARPN J. Eng. Appl.

Sci. 2015, 10, 2108–2117.
65. Quast, C.; Pruesse, E.; Yilmaz, P.; Gerken, J.; Schweer, T.; Yarza, P.; Peplies, J.; Glöckner, F.O. The SILVA ribosomal RNA gene

database project: Improved data processing and web-based tools. Nucleic Acids Res. 2013, 41, D590–D596. [CrossRef]
66. Sasser, M. Identification of Bacteria by Gas Chromatography of Cellular Fatty Acids; MIDI Technical Note 101; MIDI Inc.: Newark, DE,

USA, 1990.
67. Varasteh, T.; Moreira, A.P.B.; Silva Lima, A.W.; Leomil, L.; Otsuki, K.; Tschoeke, D.; Garcia, G.; Thompson, C.; Thompson, F.

Genomic repertoire of Mameliella alba Ep20 associated with Symbiodinium from the endemic coral Mussismilia braziliensis. Symbiosis
2020, 80, 53–60. [CrossRef]
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