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Abstract
Human infections associated with Corynebacterium kroppenstedtii are rarely reported, and this organism is usually described as antibiotic
sensitive. Almost all published cases of C. kroppenstedtii infections have been associated with breast pathology in women and have been
described in New Zealand, France, Canada, India and Japan. Here we describe the microbiologic characteristics of two strains isolated
from two women diagnosed of granulomatous mastitis in Spain. One C. kroppenstedtii isolate was antibiotic sensitive while the other was
multidrug resistant. Biochemical identiﬁcation was possible using a wide battery of methods including API Coryne V2.0, API Strep, API
NH, API NE, matrix-assisted laser desorption/ionization time-of-ﬂight mass spectrometry and 16S rRNA gene ampliﬁcation and
sequencing. Antimicrobial susceptibility to 28 antibiotics as determined by Etest showed one isolate being sensitive to benzylpenicillin,
ciproﬂoxacin, moxiﬂoxacin, gentamicin, vancomycin, clindamycin, tetracycline, linezolid and rifampin. The second isolate showed
resistance to ciproﬂoxacin, moxiﬂoxacin, clindamycin, tetracycline and rifampin. The multidrug-resistant isolate contained the erm(X),
tet(W), cmx, aphA1-IAB, strAB and sul1 resistance genes known from the R plasmid pJA144188 of Corynebacterium resistens. These genes
were absent in the genome of the antibiotic-sensitive isolate. This report conﬁrms the tropism of this microorganism for women’s
breasts and presents the ﬁrst description of a multidrug-resistant C. kroppenstedtii strain.
© 2016 The Author(s). Published by Elsevier Ltd on behalf of European Society of Clinical Microbiology and Infectious Diseases.
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Introduction
Corynebacterium kroppenstedtii was ﬁrst described in 1998 as a
lipophilic species of the genus Corynebacterium lacking the

characteristic mycolic acids of the corynebacterial cell envelope
[1]. The description of this new species was based on one strain
isolated from the sputum of an 82-year-old woman with chest
infection and was deposited in the Culture Collection of the
University of Göteborg (CCUG, Sweden). Genome sequencing
of the type strain C. kroppenstedtii CCUG 35717 (DSM 44385)
revealed a contiguous genomic sequence with a total size of
2 446 804 bp and 2122 protein-coding regions [2]. The lack of
corynemycolic acids and the lipophilic lifestyle of
C. kroppenstedtii are caused by several events of gene loss,
including a condensate gene cluster and a mycolate reductase
gene, both involved in mycolic acid biosynthesis and a microbial
type I fatty acid synthase gene, resulting in a fatty acid
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auxotrophy [2]. According to metadata from the Human
Microbiome Project, C. kroppenstedtii is an abundant species in
the retroauricular crease [3], and it preferentially colonizes the
anterior nares and other distinct skin sites [4].
Since the description of the clinical isolate from Sweden,
which was used to characterize this new corynebacterial species taxonomically, additional isolates of this organism from
human clinical sources have been reported in New Zealand
[5,6], France [7–10], Canada [11], India [12], Japan [13–15] and
Germany [16]. Eighty-eight percent of isolates have been obtained from women’s breasts; the rest of the isolates came from
sputum [1,11], lung biopsy sample [11], blood [11] and endocardiac valve [16]. From animal sources, a case of external otitis
associated with this organism was reported in a peach-faced
lovebird [17]. A comprehensive microbiologic and clinical review of this organism has been published recently [18].
The aims of this work were to present the microbiologic
proﬁle of two C. kroppenstedtii strains, including their identiﬁcation by matrix-assisted laser desorption/ionization time-ofﬂight mass spectrometry (MALDI-TOF MS) and 16S rRNA
gene sequencing, and to provide information on their antimicrobial susceptibility to 28 antibiotics. This analysis led to the
ﬁrst detection of a multidrug-resistant C. kroppenstedtii strain.

Material and Methods
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covered with 1 μL of formic acid (100%) and 1 μL of matrix was
used as previously described [20]. Scores of 1.5 and 1.7
were used for genus and species identiﬁcation, respectively
[21].
Genotypic identiﬁcation and 16S rRNA gene sequences
Ampliﬁcation of the 16S rRNA genes and sequencing of the
PCR products were performed according to previously
described methods [22]. The 16S rRNA gene sequences of the
studied strains CNM632/14 and CNM633/14 were assigned the
GenBank accession numbers KP230546 and KP230545.
Antimicrobial susceptibility testing according to
EUCAST criteria
Antimicrobial susceptibility testing to 28 antimicrobials was
determined by Etest on Mueller-Hinton agar with 5% sheep’s
blood, incubated in air at 35°C and read after 48 hours. Susceptibility to antibiotics was interpreted following recommended criteria by the European Committee on Antimicrobial
Susceptibility Testing (EUCAST) for coryneform organisms
(http://www.eucast.org/).

Results

Strains characterized in this study
Two coryneform strains (CNM632/14 and CNM633/14) were
isolated in pure culture from clinical samples obtained by ﬁne
needle aspiration from the breast of two women, 38 and 45
years old, diagnosed with granulomatous mastitis and treated at
the Complejo Asistencial Universitario de León, Spain.

Isolation of C. kroppenstedtii
Two coryneform strains, CNM632/14 and CNM633/14, were
obtained from samples taken from women’s breasts in pure
culture and grown on blood agar in air at 35°C for 48 hours.
Colonies were less than 1 mm in diameter, circular, smooth,
matte, nonpigmented and nonhaemolytic. The bacterial growth
was enhanced on blood agar supplemented with 1% (v/v)
Tween 80.

Phenotypic identiﬁcation of CNM632/14 and
CNM633/14
API Coryne V2.0 reactions (bioMérieux, Marcy l’Etoile, France),
API Strep (hippurate hydrolysis), API NH (fructose fermentation) and API NE (assimilation of maltose, N-acetyl-glucosamine
and phenylacetic acid) were used for the phenotypic characterization of the corynebacterial isolates. In addition, catalase
and oxidase activity, lipophilia, Christie–Atkins–Munch–
Peterson (CAMP) reaction, glucose fermentation at 42°C,
growth on blood agar at 20°C and susceptibility to vibriostatic
factor O/129 were examined following previously described
methods [19]. MALDI-TOF MS was carried out with a Bruker
Biotyper system (Bruker Daltonics, Bremen, Germany). Software version MBT 3.1 and the BDAL 5627 library were used
for the bacterial identiﬁcation. The direct colony method
including the spotting onto a MALDI-TOF MS target plate

Species identiﬁcation by microbiologic and molecular
methods
Both strains presented the same API proﬁles after 24 hours
(2100104, maltose, sucrose and aesculin negative) and after 48
hours (2140104, maltose and sucrose negative, aesculin positive), suggesting Corynebacterium argentoratense and Corynebacterium jeikeium, respectively. Positive reaction was observed for
catalase, hippurate hydrolysis and pyrazinamidase and weak
reaction for alkaline phosphatase. Aesculin was weakly hydrolyzed after 48 hours. Acid was produced from glucose and
fructose but not from maltose, sucrose, ribose, xylose, lactose,
mannitol and glycogen. The microorganisms were negative for
oxidase, urease and nitrate reductase. Negative reactions were
also observed for gelatine hydrolysis, β-glucuronidase,
β-galactosidase, α-glucosidase, N-acetyl-β-glucosaminidase,
CAMP test and the assimilation of maltose, N-acetyl-
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glucosamine and phenylacetic acid. Both isolates were inhibited
by the O/129 factor (150 μg), showing an inhibition diameter of
30 and 42 mm, respectively.
Using MALDI-TOF MS as previously described, the two
coryneform strains gave signiﬁcant scores for C. kroppenstedtii
of 1.990 and 1.780 (data not shown). The sequenced DNA
fragments of the 16S rRNA gene were 1328 bp (CNM632/14)
and 1146 bp (CNM633/14) in length. The nucleotide sequence
similarities with GenBank sequences of C. kroppenstedtii were
99.4 and 100% to C. kroppenstedtii CIBU 090024 (JF299190)
from France [9], 99.1 and 99.7% to C. kroppenstedtii 00-0244
(AF537598) from Canada [11] and 99.0 and 99.7% to the type
strain C. kroppenstedtii DSM 44385 (CP001620) [2]. These data
clearly demonstrated that both clinical isolates obtained from
granulomatous mastitis can be assigned to the species
C. kroppenstedtii.
Antimicrobial susceptibility proﬁling of the new
C. kroppenstedtii isolates
The antimicrobial susceptibility data for the two
C. kroppenstedtii isolates tested against 28 antimicrobials are
presented in Table 1. Strain 1 (CNM632/14) showed, with the
exception of ceﬁxime, very low minimum inhibitory concentration (MIC) values for the rest of the antibiotics tested.
However, the second strain (CNM633/14) showed high MIC
values for many antibiotics tested including ceﬁxime, erythromycin, clarithromycin, azithromycin, clindamycin, quinupristin–dalfopristin, tetracycline, chloramphenicol, ciproﬂoxacin,
levoﬂoxacin, streptomycin, kanamycin and cotrimoxazole.
Applying the EUCAST recommendations for antimicrobial
susceptibility, the ﬁrst isolate can be considered sensitive to
benzylpenicillin, ciproﬂoxacin, moxiﬂoxacin, gentamicin, vancomycin, clindamycin, tetracycline, linezolid and rifampin. The
second isolate showed resistance to ciproﬂoxacin, moxiﬂoxacin, clindamycin, tetracycline and rifampin.

Discussion
Granulomatous mastitis is an inﬂammatory breast disease of
unknown aetiology that generally affects women of childbearing age, usually within a few years after they have given
birth [5,6]. The disease can become chronic and disﬁguring, and
it can be confused with a tumour. Mammary granulomas have
been associated with tuberculosis, sarcoidosis, fungal infections
and Wegener granulomatosis, but since 2002 it has also been
associated with infection by C. kroppenstedtii [5]. Our strains
were recovered from two patients with granulomatous
mastitis, representing the ﬁrst reported cases in Europe outside
of France. The breast is rich in lipids—a favourable condition
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TABLE 1. Antimicrobial susceptibility of two Corynebacterium
kroppenstedtii strains to 28 antimicrobials
Strain 1 (CNM632/14)

Strain 2 (CNM633/14)
MIC (mg/L)

Categorya

S
NA
NA
NA
NA
NA
S
NA
S
NA
S
NA
NA
S
S
NA
NA
NA
NA
S
NA

0.023
<0.016
1
>256
0.023
0.047
0.38
1
0.064
0.25
32
0.064
>256
>32
1.5
>32
>256
>256
>256
>256
>32

S
NA
NA
NA
NA
NA
S
NA
S
NA
R
NA
NA
R
R
NA
NA
NA
NA
R
NA

NA
NA
S
NA
NA
S
NA

12
>256
0.032
0.032
0.125
<0.002
>32

NA
NA
S
NA
NA
S
NA

Antimicrobial

MIC (mg/L)

Category

Benzylpenicillin
Ampicillin
Cefuroxime
Ceﬁxime
Cefotaxime
Imipenem
Vancomycin
Teicoplanin
Linezolid
Daptomycin
Tetracycline
Tigecycline
Chloramphenicol
Ciproﬂoxacin
Moxiﬂoxacin
Levoﬂoxacin
Erythromycin
Clarithromycin
Azithromycin
Clindamycin
Quinupristin–
dalfopristin
Streptomycin
Kanamycin
Gentamicin
Tobramycin
Amikacin
Rifampin
Cotrimoxazole

0.064
0.047
0.75
>256
0.047
0.016
0.75
1
0.064
0.094
1
0.032
0.75
0.094
0.064
0.094
<0.016
<0.016
0.023
0.032
0.38
0.75
0.25
0.016
0.023
0.125
<0.002
0.032

a

MIC, minimum inhibitory concentration; NA, not available; R, resistant;
S, susceptible.
a
According to European Committee on Antimicrobial Susceptibility Testing
(EUCAST) susceptibility breakpoints (http://www.eucast.org/).

for the development of lipophilic corynebacteria. Moreover, in
histologic sections of breast samples, the organism has been
located in vacuoles that probably contained lipids [5]. These
ﬁndings coincide with the evaluation of the genomic data of
C. kroppenstedtii which indicate that lipophilism (i.e. the dependency of bacterial growth on the presence of lipids) is the
dominant feature involved in pathogenicity of C. kroppenstedtii
[2]. The role of this organism as a cause or complicating factor
of granulomatous mastitis has been demonstrated by several
authors [18], but such a disease seems to be a complex entity in
which the presence of C. kroppenstedtii could be just one piece
of an as-yet unsolved puzzle [18]. Further clinical and histopathologic studies are still necessary to clarify its real role in
such a disease.
The new C. kroppenstedtii isolates showed the typical
phenotypic characteristics previously described for this
microorganism [18]. Identiﬁcation of this bacterium was achieved by phenotypic methods including the API Coryne
obtaining proﬁles of 2100104 and 2140104 after 24 and 48
hours respectively, with additional tests needed for a full
phenotypic identiﬁcation. Results of biochemical tests with
lipophilic corynebacteria should be interpreted after at least 48
hours of incubation, as acid production from carbohydrates and
aesculin hydrolysis might be delayed in many of these organisms
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[18,23]. Using MALDI-TOF MS as previously described, our
two strains gave scores of 1780, which is considered reliable
to accurately identify the species [20,21]. Deﬁnitive identiﬁcation was also obtained by sequencing the 16S rRNA gene
[18,22], and our two strains presented nucleotide sequence
similarities with GenBank sequences of C. kroppenstedtii from 99
to 100%. The species identiﬁcation was furthermore corroborated by genome sequencing and the deduced genomic similarity of both strains to the type strain C. kroppenstedtii DSM
44385 [2,24].
Using the Etest method and applying the EUCAST recommendations for antimicrobial susceptibility of coryneform organisms (http://www.eucast.org/), the two C. kroppenstedtii
strains were found to be uniformly sensitive to penicillin, vancomycin, linezolid, gentamicin and rifampin. One isolate was
resistant to tetracycline, ciproﬂoxacin, moxiﬂoxacin and clindamycin. It is striking that EUCAST, unlike the recommendations established by the Clinical and Laboratory Standards
Institute [25], has not yet deﬁned breakpoints for susceptibility
to erythromycin, although high MIC values are usually reported
for corynebacteria, and even genes coding for macrolide
resistance are often found [18].
The phenotypical novel multidrug resistance of
C. kroppenstedtii CNM633/14 was conﬁrmed when the
genome sequence was analysed and several antibiotic resistance genes were annotated [24]. Interestingly, most of them
are located in a speciﬁc genomic island with similarity to the
R plasmid pJA144188, conferring multidrug resistance to
C. resistens DSM 45100 [26]. In addition, the genomic island
includes all insertion sequences previously described in
pJA144188. The gene content of the resistance island is fully
consistent with the antimicrobial susceptibility data (Table 1),
as erm(X), tet(W), cmx, aphA1-IAB, strAB and sul1 can confer
resistances to MLSb antibiotics, tetracyclines, chloramphenicol, aminoglycosides, streptomycin and sulfonamides in corynebacteria [24].

Acknowledgement
Part of this study has been supported by the Gerencia Regional
de Salud, Junta de Castilla y León, Spain, research project GRS
698/A/2011.

Conﬂict of Interest
None declared.

NMNI

References
[1] Collins MD, Falsen E, Akervall E, Sjöden B, Alvarez A. Corynebacterium
kroppenstedtii. Int J Syst Bacteriol 1998;48:1449–54.
[2] Tauch A, Schneider J, Szczepanowski R, Tilker A, Viehoever P,
Gartemann KH, et al. Ultrafast pyrosequencing of Corynebacterium
kroppenstedtii DSM44385 revealed insights into the physiology of a
lipophilic corynebacterium that lacks mycolic acids. J Biotechnol
2008;136:22–30.
[3] Human Microbiome Project Consortium. Structure, function and diversity of the healthy human microbiome. Nature 2012;486:207–14.
[4] Huse SM, Ye Y, Zhou Y, Fodor A. A core human microbiome as viewed
through 16S rRNA sequence clusters. PLoS One 2012;7:e34242.
[5] Paviour S, Musaad S, Roberts S, Taylor G, Taylor S, Shore K, et al.
Corynebacterium species isolated from patients with mastitis. Clin Infect
Dis 2002;35:1434–40.
[6] Taylor GM, Paviour SD, Musaad S, Jones WO, Holland DJ.
A clinicopathological review of 34 cases of inﬂammatory breast disease
showing an association between corynebacteria infection and granulomatous mastitis. Pathology 2003;35:109–19.
[7] Bercot B, Kannengiesser C, Oudin C, Grandchamp B, SasonLePors MJ, Mouly S, et al. First description of NOD2 variant associated
with defective neutrophil responses in a woman with granulomatous
mastitis related to corinebacteria. J Clin Microbiol 2009;47:3034–7.
[8] Kieffer P, Dukic R, Hueber M, Kieffer C, Bouhala M, Riegel P, et al. [A
young woman with granulomatous mastitis: a corynebacteria may be
involved in the pathogenesis of these disease]. Rev Med Interne
2006;27:550–4.
[9] Le Flèche-Matéos A, Berthet N, Lomprez F, Arnoux Y, Le Guern AS,
Leclercq I, et al. Corynebacterium kroppenstedtii. Case Rep Infect Dis
2012;2012:120968.
[10] Riegel P, Liégeois P, Chenard MP, Mathelin C, Monteil H. Isolations of
Corynebacterium kroppenstedtii from a breast abscess. Int J Med
Microbiol 2004;294:413–6.
[11] Bernard KA, Munro C, Wiebe D, Ongsansoy E. Characteristics of rare
or recently described corynebacterium species recovered from human
clinical material in Canada. J Clin Microbiol 2002;40:4375–81.
[12] Anusha DR. Recurrent non lactational breast abscess due to Corynebacterium kroppenstedtii in a young female patient in India. Healing
Touch 2014;1:15–7.
[13] Goto M, Morimoto T, Miura M, Toyota T, Kinoshita T, Matsuyama K.
Four cases of granulomatous mastitis. J Jpn Surg Assoc 2012;73:1331–6.
[14] Shigematsu H, Nakamura Y, Koga C, Mori E, Ohno S. A case of
granulomatous mastitis with Corynebacterium kroppenstedtii infection.
J Jpn Surg Assoc 2008;69:3069–73.
[15] Sugahara Y, Ohkusu K, Ohtsuka Y, Sakata E, Suda T, Nakae M, et al.
A case of recurrent mastitis caused by Corynebacterium kroppenstedtii.
J Jpn Soc Clin Microbiol 2012;22:161–6.
[16] Hagemann BJ, Essig A, Hermann M, Liebold A, Quader MA. Early
prosthetic valve endocarditis caused by Corynebacterium kroppenstedtii.
Int J Med Microbiol 2015;305:957–9.
[17] Martel A, Haesebrouck F, Hellebuyck T, Pasmans F. Treatment of otitis
externa associated with Corynebacterium kroppenstedtii in a peach-faced
lovebird (Agapornis roseicollis) with an acetic and boric acid commercial
solution. J Avian Med Surg 2009;23:141–4.
[18] Tauch A, Fernández-Natal I, Soriano F. A microbiological and clinical
review on Corynebacterium kroppenstedtii. Int J Infect Dis 2016;48:33–9.
[19] Fernández-Natal MI, Sáez-Nieto JA, Valdezate S, Rodríguez-Pollán RH,
Lapeña S, Cachón F, et al. Isolation of Corynebacterium ureicelerivorans
from normally sterile sites in humans. Eur J Clin Microbiol Infect Dis
2009;28:677–81.

© 2016 The Author(s). Published by Elsevier Ltd on behalf of European Society of Clinical Microbiology and Infectious Diseases, NMNI, 14, 93–97
This is an open access article under the CC BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/).

NMNI

Fernández-Natal et al.

[20] Alatoom AA, Cazanave CJ, Cunningham SA, Ihde SM, Patel R. Identiﬁcation of non-diphtheriae Corynebacterium by use of matrix-assisted
laser desorption ionization–time of ﬂight mass spectrometry. J Clin
Microbiol 2012;50:160–3.
[21] Theel ES, Schmitt BH, Hall L, Hall L, Cunningham SA, Walchak RC, et al.
Formic acid–based direct, on-plate testing of yeast and Corynebacterium
species by Bruker Biotyper matrix-assisted laser desorption ionization–time of ﬂight mass spectrometry. J Clin Microbiol 2012;50:3093–5.
[22] Drancourt M, Bollet C, Carlioz A, Martelin R, Gayral JP, Raoult D. 16S
ribosomal DNA sequence analysis of a large collection of environmental and clinical unidentiﬁable bacteria isolates. J Clin Microbiol
2000;38:3623–30.
[23] Funke G, Renaud FNR, Freney J, Riegel P. Multicenter evaluation of the
updated and extended API (RAPID) Coryne database 2.0. J Clin
Microbiol 1997;35:3122–6.

[24] Fernández-Natal I, Soriano F, Ariza-Miguel J, MarrodánCiordia T, Acedo A, Hernandez M, et al. Draft genome sequences of Corynebacterium kroppenstedtii CNM633/14 and
CNM632/14, multidrug-resistant and antibiotic-sensitive isolates
from nodules of granulomatous mastitis patients. Genome
Announc 2015;3. :e00525–15.
[25] Clinical and Laboratory Standards Institute. Methods for antimicrobial
dilution and disk susceptibility testing of infrequently isolated or
fastidious bacteria. Approved guideline, 2nd ed., M45–A2. Wayne, PA:
Clinical and Laboratory Standards Institute; 2015.
[26] Schröder J, Maus I, Meyer K, Wördemann S, Blom J, Jaenicke S,
et al. Complete genome sequence, lifestyle, and multi-drug resistance of the human pathogen Corynebacterium resistens DSM 45100
isolated from blood samples of a leukemia patient. BMC Genomics
2012;13:141.

C. kroppenstedtii and mastitis

97

© 2016 The Author(s). Published by Elsevier Ltd on behalf of European Society of Clinical Microbiology and Infectious Diseases, NMNI, 14, 93–97
This is an open access article under the CC BY-NC-ND license (http://creativecommons.org/licenses/by-nc-nd/4.0/).

