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Helcococcus sp. is a catalase-negative, Gram-positive
coccus that has been recently recognized (1,2) and iso-
lated from clinical specimens including a breast
abscess (3), an infected sebaceous cyst (4), as a co-iso-
late in skin and soft tissue infection, and as a skin col-
onizer (5,6). It has been identified using 16S rRNA
gene sequencing techniques, and to date two species
have been characterized: Helcococcus kunzii (5) from
humans, and Helcococcus ovis (7) from sheep. Herein is
reported a novel Helcococcus-like organism, identified
using 16S rRNA gene sequencing, isolated in pure cul-
ture from the blood of a patient with infective endo-
carditis.

Case report

A 48-year-old female injecting drug user was admit-
ted through the Emergency Department with a two-
week history of exertional dyspnea, ankle edema,
fatigue and feeling generally unwell. She was known
to be infected with the human immunodeficiency
(HIV) virus and was Hepatitis C virus (HCV) antibody
positive. She had been treated three years previously
for tricuspid valve endocarditis; at that time,
Staphylococcus aureus and Group G streptococcus were
isolated from blood cultures. In the intervening years,
she was also treated for septic arthritis of the left knee,
retroperitoneal abscess, extensive left ileofemoral deep
venous thrombosis and methicillin-resistant

Staphylococcus aureus (MRSA) pneumonia. The patient
gave a history of skin popping and intravenous drug
injecting (six to eight times) during the month before
admission, having not injected drugs for a year prior to
that.

On examination, the patient was afebrile and hemo-
dynamically stable. The jugular venous pressure was
elevated and there was an apical systolic murmur con-
sistent with mitral regurgitation. Auscultation of the
chest revealed bilateral basal crepitations. There was
moderate splenomegaly. Ankle edema was present to
mid-calf. The white cell count was normal, hemoglo-
bin was reduced at 10.7 mg/dl, the erythrocyte sedi-
mentation rate was elevated at 46 mm/h, and
C-reactive protein was raised at 32 mg/l. Renal and
liver function tests were within normal limits. The CD4
count was 622 cells/mm3 and HIV viral load was 316
copies/ml. Hepatitis C virus RNA was not detected.
Chest X-radiography showed moderate cardiomegaly
and bilateral interstitial infiltrates consistent with pul-
monary edema. Blood cultures were drawn. The
admitting diagnosis was of probable infective endo-
carditis with associated pulmonary edema. Trans-
thoracic echocardiography showed mitral and
tricuspid valvular regurgitation with moderate left
ventricular function. Multiple mobile vegetations were
demonstrated on the atrial side of the mitral valve on
the transesophageal echocardiogram. Ultrasound of
the abdomen revealed moderate splenomegaly.

The patient was started on flucloxacillin, ben-
zylpenicillin and gentamicin intravenously pending
blood culture results. Four out of four sets of blood cul-
tures yielded a Gram-positive, catalase-negative coc-
cus which was slow-growing. The organism failed to
be identified using the API20 Strep system
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A case is presented of infective endocarditis caused
by a previously undescribed Helcococcus-like organ-
ism, in a patient with human immunodeficiency
virus infection. The organism, which could not be
identified phenotypically in the routine laboratory,

was identified using partial 16S rRNA gene sequenc-
ing.
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(bioMerieux) and was forwarded for molecular identi-
fication employing partial sequencing of the 16S rRNA
gene. Sensitivity testing was performed using E-test
methodology on Mueller-Hinton agar supplemented
with 5% (v/v) sheep blood. The minimum inhibitory
concentrations (MICs) of penicillin, methicillin, gen-
tamicin, vancomycin and teicoplanin were 0.064, 1.0,
3.0, 3.0 and 0.5 mg/l, respectively. Antibiotic treatment
was changed to benzylpenicillin (i.v., high dose) for six
weeks and gentamicin (i.v.) for four weeks. The patient
made a good recovery and was discharged home. At
present, she is being followed at the cardiology out-
patient unit and was free of recurrence of infection at
nine months post-discharge.

Discussion

Given the relatively poor phenotypic identification
obtained, molecular identification through polymerase
chain reaction amplification and direct sequencing of a
large but partial region of the 16S rRNA gene, corre-
sponding to base position of approximately 257-1304
of Stenotrophomonas maltophilia 16S rRNA (GenBank
Accession number A Y169434) was undertaken. As the
isolated organism’s closest phylogenetic neighbors
were two species within the genus Helcococcus, which
lay at 91-92% similarity, it was concluded that the iso-
lated organism was a novel Helcococcus-like organism.

Helcococcus sp. is one of the many recently described
catalase-negative, Gram-positive cocci (2), arranged as
Gram-positive pairs and tetrads. It is facultatively
anaerobic, and grows on blood agar producing pin-
point colonies which are usually non- or slightly
alpha-hemolytic. The genus Helcococcus is identified
using 16S rRNA gene sequencing techniques, and to
date two species have been described: Helcococcus kun-
zii (5) and Helcococcus ovis (7). Helcococcus kunzii, first
described in 1993 by Collins et al. (1), is an opportunist
pathogen and is also recognized as part of the normal
skin flora. Helcococcus ovis, described by Collins et al. in
1999 as a novel species, to date however has only been

described in sheep and its pathogenic potential is
unclear (7).

In conclusion, we describe the case of an active inject-
ing drug user with HIV infection who presented with
endocarditis caused by a novel Helcococcus-like organ-
ism. As Helcococcus kunzii has been recognized previ-
ously as part of the normal flora of the skin, and the
infection occurred in an active injecting drug user, the
bacterium may have been endogenously acquired
from the patient’s own skin or normal oral flora.
Molecular methods are an essential tool in the labora-
tory investigation of difficult cases of infective endo-
carditis.
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