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A novel actinobacterial strain, designated DS3010T, was isolated from a Black Sea marine

sediment and characterized using a polyphasic approach. The strain was shown to have

chemotaxonomic, morphological and phylogenetic properties consistent with classification as

representing a member of the genus Micromonospora. Comparative 16S rRNA gene sequence

studies showed that the strain was most closely related to the type strains of Micromonospora

saelicesensis (99.5%), Micromonospora chokoriensis (99.4%) and Micromonospora violae

(99.3%). Similarly, a corresponding analysis based on partial gyrB gene sequences showed that

it formed a distinct phyletic branch in a subclade that included the type strains of

Micromonosporazamorensis, ‘Micromonospora zeae’, ‘Micromonospora jinlongensis’,

M. saelicesensis and Micromonospora lupini. DS3010T was distinguished from its closest

phylogenetic neighbours by low levels of DNA–DNA relatedness and by a combination of

chemotaxonomic and phenotypic properties. On the basis of these data, it is proposed that the

isolate should be assigned to the genus Micromonospora as Micromonospora profundi sp. nov.

with isolate DS3010T (=DSM 45981T=KCTC 29243T) as the type strain.

The genusMicromonospora established by Ørskov (1923) and

emended by Gao et al. (2014) is the type genus of the family

Micromonosporaceae (Genilloud, 2012b) which is classified in

the order Micromonosporales (Genilloud, 2012a). This taxon

can be distinguished from other genera assigned to the family

Micromonosporaceae using a battery of chemotaxonomic,

morphological and phylogenetic markers (Genilloud, 2012c;

Matsumoto et al., 2014), especially by an ability to form non-

motile spores on branched substrate hyphae and to synthesize

complex mixtures of fatty acids, menaquinones and sugars

(Genilloud, 2012c; Gao et al., 2014; Thawai, 2015). Micromo-

nosporae are widely distributed in the environment, as illus-

trated by the isolation of Micromonospora nickelidurans from

a nickel mining site (Lin et al., 2015), ‘Micromonospora soli’

from rhizosphere soil (Thawai et al., 2016) and Micromono-

spora zhanjiangensis from mangrove forest soil (Zhang et al.,

2015).

The genus Micromonospora currently comprises 63 species

with validly published names (http://www.bacterio.net/

micromonospora.html), the members of which can be sep-

arated using a combination of chemotaxonomic, morpho-

logical and phenotypic properties (Genilloud, 2012c;

Thawai et al., 2016). Members of the genusMicromonospora
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Abbreviation: A2pm, diaminopimelic acid.

The GenBank/EMBL/DDBJ accession numbers for the 16S rRNA and
gyrB gene sequences of Micromonospora profundi DS3010T (=DSM
45981T=KCTC 29243T) are KF494813 and KF818375, respectively.

One supplementary table and three supplementary figures are available
with the online Supplementary Material.
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tend to feature in bioprospecting campaigns as they are a
rich source of novel bioactive compounds of therapeutic
value, such as aminoglycoside antibiotics (Kasai et al., 2000;
B�erdy, 2005; Genilloud, 2012c). As part of an ongoing pro-
gramme to discover actinobacteria able to produce novel
antibiotics, a strain of a member of the genus Micromono-
spora from a Black Sea sediment was the subject of a poly-
phasic study designed to establish its taxonomic status. The
resultant data showed that the strain, isolate DS3010T,
formed a novel centre of taxonomic variation within the
genus Micromonospora for which the nameMicromonospora
profundi sp. nov. is proposed.

DS3010T was isolated from a marine sediment collected at a
depth of 45 m using a dredge offshore of the estuary of the
river Melet (GPS coordinates 41

�
00.353¢ N 37

�
57.489¢ E).

The sediment sample was stored at �20
�
C until examined

using a standard dilution plate method, as described previ-
ously (Veyisoglu et al., 2016). Isolate DS3010T, Micromono-
spora chokoriensis DSM 45160T, Micromonospora lupini
DSM 44874T, Micromonospora saelicesensis DSM 44871T

and Micromonospora zamorensis DSM 45600T were main-
tained on yeast extract–malt extract agar [International
Streptomyces Project medium 2 (ISP 2); (Shirling &
Gottlieb, 1966)] slopes at room temperature and preserved
as suspensions of mycelial fragments and spores in glycerol
(20%, v/v) at �20 and �80

�
C.

DNA extraction and 16S rRNA gene amplification and
sequencing were achieved following the methods of Chun
& Goodfellow (1995). The almost-complete 16S rRNA gene
sequence (1460 bp) of DS3010T was determined and identi-
fication of its closest phylogenetic neighbours, using the
EzTaxon-e server (Kim et al., 2012), indicated that it repre-
sented a member of the genus Micromonospora. The
sequence of the isolate was aligned and analysed with
CLUSTAL W in MEGA6 (Tamura et al., 2013) together with the
corresponding sequences of representative type strains of
species of the genus Micromonospora. Phylogenetic analyses
were carried out using the neighbour-joining (Saitou & Nei,
1987), maximum-likelihood (Felsenstein, 1981) and
maximum-parsimony (Kluge & Farris, 1969) algorithms
drawn from MEGA version 6.0 software. Evolutionary distan-
ces were calculated using the Kimura two-parameter
method (Kimura, 1980) and the topologies of the resultant
trees were evaluated by bootstrap analyses (Felsenstein,
1985) based on 1000 resamplings. The isolate was found to
form a subclade in the Micromonospora 16S rRNA neigh-
bour-joining gene tree together with the type strain of M.
saelicesensis, a relationship that was supported by the corre-
sponding maximum-likelihood and maximum-parsimony
analyses (Figs 1 and S1, available in the online Supplemen-
tary Material). DS3010T was most closely related toM. saeli-
cesensis Lupac 09T; these strains shared a 16S rRNA gene
sequence similarity of 99.5%, a value which corresponds to
eight nucleotide differences among 1460 locations. Levels of
16S rRNA gene sequence similarity between DS3010T and
M. chokoriensis 2–19/6T, ‘Micromonospora lycii’ NEAU-
gq11, Micromonospora violae NEAU-zh8T, ‘Micromonospora

zeae’ NEAU-gq9, Micromonospora taraxaci NEAU-P5T,
‘Micromonospora luteifusca’ GUI2T, ‘Micromonospora
jinlongensis’ NEAU-GRX11, M. zamorensis CR38T,
‘Micromonospora maoerensis’ NEAU-MES19, Micromono-
spora coxensis 2-30-b/28T, Micromonospora marina JSM1-1T

and M. lupini Lupac14NT were 99.4% (nine nucleotide dif-
ferences among 1459), 99.3% (10 nucleotide differences
among 1460), 99.3% (11 nucleotide differences among
1459), 98.9% (15 nucleotide differences among 1460),
98.9% (16 nucleotide differences among 1460), 98.8% (17
nucleotide differences among 1434), 98.8% (18 nucleotide
differences among 1460), 98.7% (19 nucleotide differences
among 1434), 98.6% (20 nucleotide differences among
1460), 98.6% (20 nucleotide differences among 1459),
98.6% (20 nucleotide differences among 1437) and 98.6%
(20 nucleotide differences among 1434), respectively. 16S
rRNA gene sequence similarities with the type strains of all
of the other species of the genus Micromonospora were
below 98.50%.

The partial gyrB gene sequence of DS3010T was amplified
and sequenced using primers GYF1 and GYR3B as
described by Garcia et al. (2010) and the resultant sequence
(1124 nt) deposited in the GenBank/EMBL/DDBJ databases
as KF818375. Comparative phylogenetic analysis based
upon the partial gyrB gene sequence of strain DS3010T and
corresponding sequences of type strains of species of the
genus Micromonospora were found to fall within the range
88.2–96.2%, similarity values well below those found
between strains of members of the genus Micromonospora
known to belong to distinct genomic species (Carro et al.,
2012b). The gyrB sequence analysis showed that DS3010T

formed a subclade together with M. zamorensis CR38T, ‘M.
zeae’ NEAU-pq9T, ‘M. jinlongensis’ NEAU-GRX11T, M. sae-
licesensis DSM 44871T, ‘M. lycii’ NEAU-gq11T and M. lupini
DSM 44874T a relationship that was supported by the corre-
sponding maximum-likelihood and maximum-parsimony
analyses (Fig. 2). DS3010T was shown to be most closely
related to the validly described type strains of M. zamorensis
(96.0% similarity; 45 nucleotide differences among 1111
locations), M. saelicesensis (95.9% similarity; 44 nucleotide
differences among 1080 locations) and M. lupini (95.6%
similarity; 47 nucleotide differences among 1056 locations).
In general, good congruence was found between the partial
gyrB and 16S rRNA gene sequence data though the topolo-
gies of the respective trees differed, a result consistent with
those of previous studies (Kasai et al., 2000; Kirby &
Meyers, 2010; Carro et al., 2012b; Li et al., 2014; Jia et al.,
2015).

DNA–DNA hybridization experiments were carried out, in
triplicate, between DS3010T and its closest phylogenetic
neighbours, namely the type strains of M. saelicesensis DSM
44871T, M. chokoriensis DSM 45160T and M. zamorensis
DSM 45600T. The strains were selected according to the
relationships between the isolate and the first two type
strains based on 16S rRNA gene phylogeny and the relation-
ship with the last strain based on gyrB gene phylogeny. To
this end, DNA was extracted from the strains using a French
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pressure cell (Thermo Spectronic) and purified by chroma-
tography on hydroxyapatite, as described by Cashion et al.
(1977). DNA–DNA hybridization was carried out as

described by De Ley et al. (1970) using the modifications
introduced by Huss et al. (1983) on a model Cary 100
Bio UV/VIS-spectrophotometer equipped with a Peltier-
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Fig. 1. Neighbour-joining tree (Saitou & Nei, 1987) based on almost complete 16S rRNA gene sequences showing the rela-

tionship between strain DS3010T and its closest phylogenetic neighbours. Asterisks (*) indicate branches of the tree that were
also recovered using the maximum-likelihood (Felsenstein, 1981) and maximum-parsimony (Kluge & Farris, 1969) tree-making
algorithms. Numbers at the nodes indicate the levels of bootstrap support (%); only values �50% are shown. Catellatospora

citrea NBRC 14495T (D85477) was used as the outgroup. GenBank accession numbers are given in parentheses. Bar, 0.005
substitutions per site.
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Fig. 2. Neighbour-joining phylogenetic tree (Saitou & Nei, 1987) based on partial gyrB gene sequences showing relationships
between DS3010T and its closest phylogenetic neighbours. Asterisks (*) indicate branches of the tree that were also
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thermostat-regulated 6�6 multicell changer and a tempera-
ture controller with an in situ temperature probe (Varian).
DNA–DNA relatedness values between DS3010T and M.
saelicesensis DSM 44871T, M. chokoriensis DSM 45160T and
M. zamorensis DSM 45600T were found to be 28.4±2.9%,
36.7±6.6% and 42.0±1.1%, respectively, values well below
the 70% cut-off recommended for assigning bacterial
strains to the same genomic species (Wayne et al., 1987).

The G+C content of the genomic DNA of DS3010T was
determined, in triplicate, using the thermal denaturation
(Tm) procedure described by Mandel & Marmur (1968);
DNA extracted from Escherichia coli JM109 DNA was used
as the control. The DNA G+C value of DS3010T was found
to be 73.3±0.5mol%.

DS3010T was examined for chemotaxonomic makers con-
sidered to be characteristic of strains of members of the
genus Micromonospora (Genilloud, 2012c). To this end,
biomass was obtained by growing the strain in N-Z-Amine
broth (DSMZ Medium 554) in shake flasks (160 r.p.m.) for
14 days at 30

�
C; cells were harvested by centrifugation,

washed twice in distilled water and freeze dried. Isomers of
diaminopimelic acid (A2pm) and sugars in whole-cell
hydrolysates prepared after the methods of Lechevalier &
Lechevalier (1970) were analyzed by TLC (Staneck &
Roberts, 1974). Isoprenoid quinones were prepared and
purified using the methods of Collins et al. (1977) and ana-
lysed by HPLC (Kroppenstedt, 1982) while polar lipids
were extracted and analysed as recommended by Minnikin
et al. (1984) using the modifications of Kroppenstedt &
Goodfellow (2006). Fatty acids from DS3010T and the most
closely related type strains were extracted, methylated and
analysed by gas chromatography using a 6890N gas chro-
matography system (Agilent Technologies), fitted with an
autosampler and 6783 injector, according to the standard
protocol of the Sherlock Microbial identification (MIDI)
system (Sasser, 1990; K€ampfer & Kroppenstedt, 1996), the
fatty acid methyl esters were quantified using the TSBA
database. The muramic acid type was determined according
to the protocol of Uchida et al. (1999). It is clear from the
results that the isolate has chemotaxonomic properties
consistent with its classification as a member of the genus
Micromonospora (Genilloud, 2012c). It contains meso-A2pm
in the cell wall peptidoglycan, galactose, glucose, mannose,
ribose and xylose in whole-organism hydrolysates, a polar
lipid pattern containing diphosphatidylglycerol, phosphati-
dylethanolamine, phosphatidylinositol and two unidentified
phospholipids (Fig. S2); phospholipid type 2 sensu Lecheva-
lier et al. (1977) and major proportions of tetrahydrogen-
ated menaquinones with ten isoprene units [MK-10(H4)]
(38.0%) with lesser proportions of MK-10(H6) (18.0%),
MK-8(H4) (9.0%), MK-10(H8) (5.0%), MK-9(H4)

(4.0%), MK-10(H2) (3.0%), MK-9(H6) (2.0%) and an
unidentified menaquinone (14.0%; ret T 15.197). The fatty
acid profile contained major proportions (>10%) of iso-
C15 : 0 (24.1%), iso-C16 : 0 (13.8%), C17 : 1!9c (14.3%) and
C16 : 0 9-methyl (10.3%) and lesser proportions of iso-C17 : 0

(6.3%), anteiso-C17 : 0 (5.9%), C18 : 1!9c (5.3%) anteiso-
C15 : 0 (4.2%) and C17 : 010-methyl (3.6%) (Table S1). The
muramic acid moieties were N-glycolated.

DS3010T was examined for a range of cultural and morpho-
logical properties using procedures described by Veyisoglu
et al. (2016). Growth on GPHF agar (DSMZ-medium 553)
showed that it had typical characteristics of members of the
genus Micromonospora (Genilloud, 2012c). The isolate grew
well on ISP 2, ISP 3, N-Z-Amine (DSMZ-medium 554) and
tryptic soy agar; moderately well on ISP 6 and nutrient agar;
but poorly on modified Bennett’s, Czapek’s and other ISP
media. Colony colours varied from light orange to brownish
black. Colonies growing on ISP2 were light brown, those on
ISP3 brownish black while those growing on ISP 4, ISP 5,
ISP 6, ISP 7 and Czapek’s agars and on nutrient, N-Z-
Amine and tryptic soy agars were light and strong orange,
respectively; diffusible pigments were not produced on any
of these media. DS3010T was found to grow at 28–40

�
C,

optimally at approximately 30
�
C but not at 4, 10, 20, 45, 50

or 55
�
C, from pH 6.0 to pH 11.0, optimally between pH

7.0 and pH8.0, but not at pH 4.0, 5.0 or 12.0 and was able
to tolerate up to 3% (w/v) NaCl.

The micromorphological properties of the strain were
determined by scanning electron microscopy (SEM) after
21-days growth on GPHF agar (DSMZ-medium 553) using
a JSM 6060 instrument (JEOL). The strain produced non-
motile, single elliptical to oval spores (0.6–0.9�0.8–1.2 µm)
with smooth surfaces on branched substrate hyphae, frag-
mentation was not observed (Fig. S3). DS3010T and the
type strains of its nearest phylogenetic neighbours were
examined for a broad range of phenotypic features, as
described by Veyisoglu et al. (2016). It can be seen from
Table 1 that the isolate can be distinguished from all of its
phylogenetic neighbours, notably from its closest relatives,
M. saelicesensis DSM 44871T, M. chokoriensis DSM 45160T

andM. zamorensis DSM45600T using a combination of che-
motaxonomic and phenotypic properties. It can be sepa-
rated from these strains by its ability to grow at pH 11 and
40

�
C, but not at 20

�
C and from the M. saelicesensis strain

by its use of D-mannitol as a sole carbon source and by its
inability to hydrolyse urea. The M. chokoriensis strain was
differentiated by its inability to produce a-chymotrypsin,
cystine arylamidase and trypsin and degrade starch. The
novel isolate can be distinguished from the M. zamorensis
strain by its capacity to metabolise D-galactose and D-xylose
as sole carbon sources. Furthermore, the novel isolate,

recovered using the maximum-likelihood (Felsenstein, 1981) and maximum-parsimony (Kluge & Farris, 1969) tree-making algo-
rithms. Numbers at the nodes indicate levels of bootstrap support, only values �50% are shown. Actinoplanes regularis IFO
12514T (AB014133) was used as an outgroup. Bar, 0.02 substitutions per nucleotide position.
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unlike the M. saelicesensis and M. zamorensis strains, was
characterized by the presence of galactose in whole-cell
hydrolysates and two unidentified unknown phopholipids
in its polar lipid pattern.

In conclusion, it is evident from the chemotaxonomic,
genotypic and phenotypic data that DS3010T represents a
novel species of the genus Micromonospora for which the
nameMicromonospora profundi sp. nov. is proposed.

Description of Micromonospora profundi

sp. nov.

Micromonospora profundi (pro.fun¢di. L. gen. n. profundi of
the depth of the sea).

Aerobic, Gram-reaction-positive, non-motile actinobacte-
rium that forms elliptical to oval spores (0.6–0.9�0.8–1.2
µm) on well-developed branched substrate hyphae. Aerial
hyphae are absent. Growth occurs from pH 6.0 to 11, from
28 to 40

�
C and in the presence of 3% (w/v) NaCl. Optimal

growth occurs on GPHF agar (DSMZ-medium 553) and N-
Z-Amine agar (DSMZ-medium 554) at 30

�
C and pH 7.0–

8.0. Allantoin is hydrolysed, but not arbutin or urea. Nitrate
reduction is negative. Starch and Tween 80 are degraded,
but not adenine, casein, guanine, hypoxanthine, Tween 40,
xanthine or xylan. D-Cellobiose, dextrin, D-fructose, D-
galactose, D-maltose, D-mannitol, D-mannose, lactose, D-
sucrose and D-xylose are used as sole carbon sources, but
not adonitol, D-arabinose, dextran, inulin, L-sorbose, D-sor-
bitol, L-rhamnose or D-ribose. L-Alanine, L-arginine, L-cys-
teine, a-isoleucine, glycine, L-methionine, L-phenylalanine,
L-proline, L-serine, L-tyrosine and L-valine are used as sole
nitrogen sources, but not L-histidine or L-hydroxyproline.
The characteristic whole-cell sugars are galactose, glucose,
mannose, ribose and xylose, the predominant menaquinone
is MK-10(H4), the main polar lipids diphosphatidylglycerol,
phosphatidylethanolamine and phosphatidylinositol and
the major cellular fatty acids iso-C15 : 0, C17 : 1!9c, iso-C16 : 0

and C16 : 0 9-methyl.

The type strain, DS3010T (=DSM 45981T=KCTC 29243T)
was isolated from a deep Black Sea sediment sample
collected off the Yason Peninsula, near Ordu, Turkey. The
G+C content of the genomic DNA of the type strain is 73.3
±0.5mol%.

Acknowledgements

This project was supported by Ondokuz Mayis University (project
PYO. FEN. 1901.12.014) and by a postdoctoral fellowship awarded to
L. C. by Newcastle University.

References

Ara, I. & Kudo, T. (2007). Two new species of the genus Micromonospora:

Micromonospora chokoriensis sp. nov. andMicromonospora coxensis sp. nov.,

isolated from sandy soil. J Gen Appl Microbiol 53, 29–37.

B�erdy, J. (2005). Bioactive microbial metabolites. J Antibiot 58, 1–26.T
a
b
le

1
.
c
o
n
t.

C
h
a
r
a
c
te
r
is
ti
c
s

1
2

3
4

5
6

7
8

9
1
0

a
-M

an
n
o
si
d
as
e

�
�

N
D

�
�

N
D

+
N
D

�
�

b
-G

lu
co
si
d
as
e

�
+

N
D

�
+

N
D

+
N
D

�
+

b
-G

lu
cu
ro
n
id
as
e

�
+

N
D

�
+

N
D

�
N
D

�
�

C
ys
ti
n
e
ar
yl
am

id
as
e

+
�

N
D

+
+

N
D

+
N
D

+
+

E
st
er
as
e
(C

4
)

�
+

N
D

+
+

N
D

+
N
D

+
+

E
st
er
as
e
li
p
as
e
(C

8
)

�
+

N
D

+
+

N
D

+
N
D

+
+

L
eu
ci
n
e
ar
yl
am

id
as
e

�
+

N
D

+
+

N
D

+
N
D

+
+

L
ip
as
e
(C

1
4
)

�
+

N
D

+
+

N
D

+
N
D

+
+

N
-a
ce
ty
l-
b
-

gl
u
co
sa
m
in
id
as
e

+
+

N
D

�
+

N
D

+
N
D

�
+

T
ry
p
si
n

+
�

N
D

+
+

N
D

+
N
D

�
+

V
al
in
e
ar
yl
am

id
as
e

�
+

N
D

+
+

N
D

+
N
D

+
+

*D
at
a
fr
o
m

A
ra

&
K
u
d
o
(2
0
0
7
).

†
D
at
a
fr
o
m

T
ru
ji
ll
o
et
al
.
(2
0
0
7
).

‡
D
at
a
fr
o
m

C
ar
ro

et
al
.
(2
0
1
2
a)
.

§
D
at
a
fr
o
m

Sh
en

et
al
.
(2
0
1
4
).

Micromonospora profundi sp. nov.

http://ijs.microbiologyresearch.org 4741

http://dx.doi.org/10.1601/nm.11544
http://dx.doi.org/10.1601/nm.23581
http://dx.doi.org/10.1601/nm.6519


Carro, L., Pukall, R., Spröer, C., Kroppenstedt, R. M. & Trujillo, M. E.

(2012a). Micromonospora cremea sp. nov. and Micromonospora zamorensis

sp. nov., isolated from the rhizosphere of Pisum sativum. Int J Syst Evol

Microbiol 62, 2971–2977.

Carro, L., Spröer, C., Alonso, P. & Trujillo, M. E. (2012b). Diversity of

Micromonospora strains isolated from nitrogen fixing nodules and rhizo-

sphere of Pisum sativum analyzed by multilocus sequence analysis. Syst Appl

Microbiol 35, 73–80.

Carro, L., Riesco, R., Spröer, C. & Trujillo, M. E. (2016).Micromonospora

luteifusca sp. nov. isolated from cultivated Pisum sativum. Syst App Microb

39, 237–242.

Cashion, P., Holder-Franklin, M. A., McCully, J. & Franklin, M. (1977).

A rapid method for the base ratio determination of bacterial DNA. Anal

Biochem 81, 461–466.

Chun, J. & Goodfellow, M. (1995). A phylogenetic analysis of the genus

Nocardia with 16S rRNA gene sequences. Int J Syst Bacteriol 45, 240–245.

Collins, M. D., Pirouz, T., Goodfellow, M. & Minnikin, D. E. (1977). Dis-

tribution of menaquinones in actinomycetes and corynebacteria. J Gen

Microbiol 100, 221–230.

De Ley, J., Cattoir, H. & Reynaerts, A. (1970). The quantitative measure-

ment of DNA hybridization from renaturation rates. Eur J Biochem 12,

143–153.

Felsenstein, J. (1981). Evolutionary trees from DNA sequences: a maxi-

mum likelihood approach. J Mol Evol 17, 368–376.

Felsenstein, J. (1985). Confidence limits on phylogenies: an approach

using the bootstrap. Evolution 39, 783–791.

Gao, R., Liu, C., Zhao, J., Jia, F., Yu, C., Yang, L., Wang, X. & Xiang, W.

(2014). Micromonospora jinlongensis sp. nov., isolated from muddy soil in

China and emended description of the genusMicromonospora. Antonie Van

Leeuwenhoek 105, 307–315.

Garcia, L. C., Martínez-Molina, E. & Trujillo, M. E. (2010). Micromono-

spora pisi sp. nov., isolated from root nodules of Pisum sativum. Int J Syst

Evol Microbiol 60, 331–337.

Genilloud, O. (2012a). Order XI. Micromonosporales or. nov. In Bergey’s

Manual of Systematic Bacteriology, 2nd edn, vol. 5, The Actinobacteria,

Part B, pp. 1035. Edited by M. Goodfellow, P. K€ampfer, H. J. Busse,

M. E. Trujillo, K. I. Suzuki, W. Ludwig & W. B. Whitman. New York:

Springer.

Genilloud, O. (2012b). Family I. Micromonosporaceae Krasil’nikov 1938,

272AL emend. Zhi, Li and Stackebrandt 2009, 599. In Bergey’s Manual of

Systematic Bacteriology, 2nd edn, vol. 5, The Actinobacteria, Part B, pp.

1035–1038. Edited by M. Goodfellow, P. K€ampfer, H. J. Busse,

M. E. Trujillo, K. I. Suzuki, W. Ludwig & W. B. Whitman. New York:

Springer.

Genilloud, O. (2012c). Genus I. Micromonospora Ørskov 1923, 156AL. In

Bergey’s Manual of Systematic Bacteriology, 2nd edn, vol. 5, The Actinobacte-

ria, Part B, pp. 1039–1057. Edited by M. Goodfellow, P. K€ampfer,

H. J. Busse, M. E. Trujillo, K. I. Suzuki, W. Ludwig & W. B. Whitman. New

York: Springer.

Huss, V. A., Festl, H. & Schleifer, K. H. (1983). Studies on the spectro-

photometric determination of DNA hybridization from renaturation rates.

Syst Appl Microbiol 4, 184–192.

Jia, F., Liu, C., Zhou, S., Li, J., Shen, Y., Guan, X., Guo, S., Gao, M.,

Wang, X. & Xiang, W. (2015). Micromonospora vulcania sp. nov., isolated

from volcanic sediment. Antonie Van Leeuwenhoek 108, 1383–1390.

K€ampfer, P. & Kroppenstedt, R. M. (1996). Numerical analysis of fatty

acid patterns of coryneform bacteria and related taxa. Can J Microbiol 42,

989–1005.

Kasai, H., Tamura, T. & Harayama, S. (2000). Intrageneric relationships

among Micromonospora species deduced from gyrB-based phylogeny and

DNA relatedness. Int J Syst Evol Microbiol 50, 127–134.

Kim, O. S., Cho, Y. J., Lee, K., Yoon, S. H., Kim, M., Na, H., Park, S. C.,

Jeon, Y. S., Lee, J. H. & other authors (2012). Introducing EzTaxon-e: a

prokaryotic 16S rRNA gene sequence database with phylotypes that repre-

sent uncultured species. Int J Syst Evol Microbiol 62, 716–721.

Kimura, M. (1980). A simple method for estimating evolutionary rates of

base substitutions through comparative studies of nucleotide sequences.

J Mol Evol 16, 111–120.

Kirby, B. M. & Meyers, P. R. (2010). Micromonospora tulbaghiae sp. nov.,

isolated from the leaves of wild garlic, Tulbaghia violacea. Int J Syst Evol

Microbiol 60, 1328–1333.

Kluge, A. G. & Farris, J. S. (1969). Quantitative phyletics and the evolu-

tion of anurans. Syst Zool 18, 1–32.

Kroppenstedt, R. M. (1982). Separation of bacterial menaquinones by

HPLC using reverse phase (RP18) and a silver loaded ion exchanger.

J Liquid Chromatogr 5, 2359–2387.

Kroppenstedt, R. M. & Goodfellow, M. (2006). The family Thermomono-

sporaceae: Actinocorallia, Actinomadura, Spirillispora and Thermomonospora.

In Prokaryotes. Archaea and Bacteria: Firmicutes, Actinomycetes, 3rd edn, vol.

3, pp. 682–724. Edited by M. Dworkin, S. Falkow, K. H. Schleifer &

E. Stackebrandt. New York: Springer.

Lechevalier, M. P, Lechevalier, H. (1970). Chemical composition as a cri-

terion in the classification of aerobic actinomycetes. Int J Syst Bacteriol 20,

435–443.

Lechevalier, M. P., De Bievre, C. & Lechevalier, H. (1977). Chemotax-

onomy of aerobic actinomycetes: phospholipid composition. Biochem Syst

Ecol 5, 249–260.

Li, C., Liu, C., Zhao, J., Zhang, Y., Gao, R., Zhang, X., Yao, M., Wang, X.

& Xiang, W. (2014). Micromonospora maoerensis sp. nov., isolated from a

Chinese pine forest soil. Antonie Van Leeuwenhoek 105, 451–459.

Lin, Y. B., Fan, M. C., Guo, Y. Q., Di, X. H., Dong, D. H., Zhang, X. &

Wei, G. H. (2015). Micromonospora nickelidurans sp. nov., isolated from

soil from a nickel-mining site. Int J Syst Evol Microbiol 65, 4615–4620.

Mandel, M. & Marmur, J. (1968). Use of ultraviolet absorbance-tempera-

ture profile for determining the guanine plus cytosine content of DNA.

Meth Enzymol 12B, 195–206.

Matsumoto, A., Kawaguchi, Y., Nakashima, T., Iwatsuki, M.,
�Omura, S. & Takahashi, Y. (2014). Rhizocola hellebori gen. nov., sp. nov.,

an actinomycete of the family Micromonosporaceae containing 3,4-dihy-

droxydiaminopimelic acid in the cell-wall peptidoglycan. Int J Syst Evol

Microbiol 64, 2706–2711.

Minnikin, D. E., O’Donnell, A. G., Goodfellow, M., Alderson, G.,

Athalye, M., Schaal, A. & Parlett, J. H. (1984). An integrated procedure

for the extraction of bacterial isoprenoid quinones and polar lipids.

J Microbiol Method 2, 233–241.

Ørskov, J. (1923). Investigations Into the Morphology of the Ray Fungi.

Copenhagen: Levin and Munksgaard.

Saitou, N. & Nei, M. (1987). The neighbor-joining method: a new method

for reconstructing phylogenetic trees.Mol Biol Evol 4, 406–425.

Sasser, M. (1990). Identification of Bacteria by Gas Chromatography of

Cellular Fatty Acids. Technical Note, 101. Newark, DE: MIDI Inc.

Shen, Y., Zhang, Y., Liu, C., Wang, X., Zhao, J., Jia, F., Yang, L., Yang, D.

& Xiang, W. (2014).Micromonospora zeae sp. nov., a novel endophytic acti-

nomycete isolated from corn root (Zea mays L.). J Antibiot 67, 739–743.

Shirling, E. B. & Gottlieb, D. (1966). Methods for characterization of

Streptomyces species. Int J Syst Bacteriol 16, 313–340.

Staneck, J. L. & Roberts, G. D. (1974). Simplified approach to identifica-

tion of aerobic actinomycetes by thin-layer chromatography. Appl Microbiol

28, 226–231.

Tamura, K., Stecher, G., Peterson, D., Filipski, A. & Kumar, S. (2013).

MEGA6: molecular evolutionary genetics analysis version 6.0. Mol Biol Evol

30, 2725–2729.

A. Veyisoglu and others

4742 International Journal of Systematic and Evolutionary Microbiology 66



Thawai, C. (2015). Micromonospora costi sp. nov., isolated from a leaf of

Costus speciosus. Int J Syst Evol Microbiol 65, 1456–1461.

Thawai, C., Kittiwongwattana, C., Thanaboripat, D.,

Laosinwattana, C., Koohakan, P. & Parinthawong, N. (2016).Micromo-

nospora soli sp. nov., isolated from rice rhizosphere soil. Antonie Van

Leeuwenhoek 109, 449–456.

Trujillo, M. E., Kroppenstedt, R. M., Fern�andez-Molinero, C.,

Schumann, P. & Martínez-Molina, E. (2007). Micromonospora lupini sp.

nov. and Micromonospora saelicesensis sp. nov., isolated from root nodules

of Lupinus angustifolius. Int J Syst Evol Microbiol 57, 2799–2804.

Uchida, K., Kudo, T., Suzuki, K. I. & Nakase, T. (1999). A new rapid

method of glycolate test by diethyl ether extraction, which is applicable to a

small amount of bacterial cells of less than one milligram. J Gen Appl

Microbiol 45, 49–56.

Veyisoglu, A., Carro, L., Guven, K., Cetin, D., Spröer, C., Schumann, P.,

Klenk, H. P., Goodfellow, M. & Sahin, N. (2016). Micromonospora

yasonensis sp. nov., isolated from a Black Sea sediment. Antonie Van

Leeuwenhoek 109, 1019–1028.

Wayne, L. G., Brenner, D. J., Colwell, R. R., Grimont, P. A. D.,

Kandler, O., Krichevsky, M. I., Moore, L. H., Moore, W. E. C.,

Murray, R. G. & other authors (1987). Report of the ad hoc committee on

reconciliation of approaches to bacterial systematics. Int J Syst Evol

Microbiol 37, 463–464.

Zhang, Y., Liu, H., Zhang, X., Wang, S., Liu, C., Yu, C., Wang, X. &

Xiang, W. (2014). Micromonospora violae sp. nov., isolated from a root of

Viola philippica Car. Antonie Van Leeuwenhoek 106, 219–225.

Zhang, L., Li, L., Deng, Z. & Hong, K. (2015). Micromonospora zhanjian-

gensis sp. nov., isolated from mangrove forest soil. Int J Syst Evol Microbiol

65, 4880–4885.

Zhao, J., Guo, L., Liu, C., Zhang, Y., Guan, X., Li, J., Xu, S., Xiang, W. &

Wang, X. (2016).Micromonospora lycii sp. nov., a novel endophytic actino-

mycete isolated from wolfberry root (Lycium chinense Mill). J Antibiot 69,

153–158.

Micromonospora profundi sp. nov.

http://ijs.microbiologyresearch.org 4743


