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The DPP test can provide up to 84% sensitiv-
ity for detecting TPE PCR-positive ulcers with the 
naked eye when using the NT line, although the 
specificity of this strategy is low (61%). The auto-
matic reader did not increase sensitivity. Our results 
should be interpreted by bearing in mind that the 
reference and index tests provide information re-
garding different features or manifestations of yaws: 
skin ulcers with TPE DNA and serologic activity of 
the host. Therefore, different disease phases such as 
incubation period or latency, or other confounders 
such as syphilis infections, may contribute to con-
flicting PCR and DPP results.

Overall, the DPP test showed a reasonably 
high capacity to identify yaws in persons with  
TPE PCR-confirmed ulcers. That level of perfor-
mance is suitable for qualitatively identifying on-
going transmission of yaws in the community dur-
ing the late phases of eradication. However, for 
individual diagnoses, PCR confirmation of suspi-
cious ulcers remains necessary; new point-of-care 
tests with higher sensitivity and specificity would 
be valuable.
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Cats are major reservoirs of zoonotic infections. 
Their long, sharp teeth predispose to deep-

tissue bite injuries, and direct inoculation of feline 
saliva gives high risk for secondary infection. In-
fecting pathogens usually reflect colonizing oral 
microbiota; Pasteurella and Streptococcus species are 
the most common (1). Bacteria of the genus Globi-
catella are small, gram-positive cocci that resemble 
viridans-group streptococci. Globicatella sanguinis is 
the only known species to cause human infection, 
having been implicated in small numbers of blood-
stream, heart, central nervous system and urinary 
tract infections (2). G. sulfidifaciens is the only other 
known Globicatella species, but human infection has 
not been described (3). We report a novel Globicatella 
species causing extensive soft tissue infection and 
tenosynovitis in an immunocompetent man after cat 
bite injuries.

A 48-year-old obese man came to the emer-
gency department in 2020 because of painful bi-
lateral hand swelling, 8 hours after sustaining sev-
eral bites from a single feral cat. He had multiple 

puncture wounds and abrasions, without evidence 
of surrounding cellulitis. His wounds were bathed 
in povidone–iodine solution and dressed, and a 
booster dose of tetanus vaccine was administered. 
He was discharged and given oral doxycycline, cip-
rofloxacin, and metronidazole treatment because 
of history of penicillin allergy. He returned to the 
emergency department 24 hours later because of 
evolving flexor sheath infection in his left little and 
right middle fingers and cellulitis of both forearms 
(Figure). He was given intravenous vancomycin, 
ciprofloxacin, and metronidazole, then under-
went debridement and washout. He was given 5 
days of oral doxycycline and metronidazole post-
operatively and made a full recovery. The patient 
provided fully informed, written consent for this  
case to be published, with accompanying clinical 
photographs.

 We obtained tissue samples from debridement 
sites and a swab specimen from the right middle 
finger for microbiological analysis with Gram stain 
and bacterial culture on blood, chocolate, cystine-
lactose-electrolyte—deficient, and fastidious anaer-
obe agars. No organisms were seen on Gram stain. 
A scant growth of Staphylococcus epidermidis was iso-
lated from the right middle finger tissue sample, as 
well as a Streptococcus-like organism that grew best 
on chocolate agar. Culture yield may have been af-
fected by previous antimicrobial drug treatment. 

We report a novel Globicatella species causing exten-
sive soft tissue infection in a man bitten by a stray do-
mestic cat in the United Kingdom. We identified this bac-
terium by 16S rRNA gene sequencing, whole-genome 
sequencing, and biochemical profiling and determined 
antimicrobial drug susceptibility.

Figure. Clinically apparent 
areas of infection with 
Globicatella species in patient 
with soft tissue ianfection after 
cat bite, United Kingdom: A) 
left little finger, B) right forearm, 
C) right middle finger, and D) 
right hand.
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Matrix-assisted laser desorption/ionization time-
of-flight mass spectrometry (Bruker, https://www.
bruker.com) of the Streptococcus-like organism gave 
no reliable identification (score 1.31). We referred 
this isolate (designated G1610988) to the UK Health 
Security Agency Reference Laboratory for further 
characterization.

We obtained partial 16S rRNA gene sequence 
data after block-based PCR as described (4). Those 
data did not match any named species in the Gen-
Bank database. The closest sequence database match 
was to Globicatella sp. feline oral taxon 122 (99%–100% 
identity) (5).

API Rapid ID 32 Strep analysis (bioMérieux, 
https://www.biomerieux.com) gave an organ-
ism identification of Erysipelothrix rhusiopathiae 
(98.7%). The isolate was negative for pyrrolidonyl 
aminopeptidase and leucine aminopeptidase and 
positive for bile aesculin (Diatabs; Rosco Diag-
nostica, https://www.rosco.dk) diagnostic tablets 
for bacterial identification. Repeat matrix-assisted 
laser desorption/ionization time-of-flight mass 
spectrometry at the reference laboratory gave no 
reliable identification (score 1.41). Comparison 
with biochemical profiling of G. sanguinis and G. 
sulfidifaciens type strains showed notable differ-
ences (Appendix, https://wwwnc.cdc.gov/EID/
article/29/8/22-1770-App1.pdf). The conditions 
required for culture were not different between 
Globicatella species.

We conducted antimicrobial drug susceptibili-
ty testing by using MIC gradient strips (Liofilchem, 
https://www.liofilchem.com) and PK/PD and 
non–species-related breakpoints (6). Gentamicin 
was identified as an unsuitable treatment option, 
MIC 1.0 mg/L (breakpoint 0.5 mg/L). Treatments 
suitable for use with caution were ampicillin, MIC 
≤0.016 mg/L (2.0 mg/L); cefotaxime, MIC 0.004 
mg/L (1.0 mg/L); penicillin, MIC ≤0.016 mg/L 
(0.25 mg/L); linezolid, MIC 1.0 mg/L (2.0 mg/L); 
ciprofloxacin, MIC 0.032 mg/L (0.25 mg/L); and 
moxifloxacin, MIC 0.016 mg/L (0.25 mg/L). No 
PK/PD non–species-related breakpoints were 
available for teicoplanin, MIC 0.032 mg/L; van-
comycin, MIC 0.25 mg/L; clindamycin, MIC 1.0 
mg/L; erythromycin. MIC 0.032 mg/L; tetracy-
cline, MIC 0.064 mg/L; chloramphenicol, MIC 2.0 
mg/L; or rifampin, MIC 0.004 mg/L.

To corroborate the 16S rRNA gene sequence 
results, we conducted whole-genome sequencing 
on a HiSeq 2500 platform (Illumina, https://www.
illumina.com) at the UK Health Security Agency 
Central Sequencing Laboratory by using its stan-

dard paired-end 101-bp sequencing protocol. We 
extracted genomic DNA from lysate by using the 
QIAsymphony DSP DNA Mini Kit and automat-
ed QIAsymphony SP/AS Instruments (QIAGEN, 
https://www.qiagen.com). We trimmed and fil-
tered sequencing reads by using Trimmomatic (7) 
for quality control, then assembled by using SPAdes 
version 3.15 (8). Comparison with published Glo-
bicatella genomes by using FastANI (9) showed an 
average nucleotide divergence of 20.29% to its most 
closely related cluster (G. sulfidifaciens), suggesting 
a distinct and previously undescribed species (Ap-
pendix Figure).

Genomic sequences of isolate G1610988 have 
been deposited in the European Nucleotide Archive 
(Biosample accession no. SAMEA110751862). Partial 
sequence of the 16S rRNA gene has been deposited in 
GenBank (accession no. MW242777).

In conclusion, cat bites are common sources of 
zoonotic infection. This report highlights the role of 
cats as reservoirs of as yet undiscovered bacterial spe-
cies that have human pathogenic potential. Currently 
recommended antimicrobial drug regimens for treat-
ing cat bites can be expected to include the Globicatella 
species described.
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The seventh cholera pandemic arrived in Africa 
during 1970, and the related cholera strain, Vibrio 

cholerae O1 biotype El Tor (7PET), has since become 
endemic in many countries in Africa (1–3). As of 
March 20, 2023, at least 24 countries globally reported 
ongoing cholera cases. Several countries in southeast-
ern Africa, in particular Malawi and Mozambique, 
were experiencing outbreaks. In addition, outbreaks 
were spreading regionally, including to Tanzania, 
Zambia, Zimbabwe, and South Africa. The largest ac-
tive cholera outbreak on the continent was in Malawi: 
54,841 cases and 1,684 deaths reported during Febru-
ary 28, 2022–March 20, 2023 (4). 

South Africa is not considered endemic for chol-
era; previous outbreaks have typically been associated 
with importation events. However, cholera remains 
under active surveillance in South Africa. The Nation-
al Institute for Communicable Diseases is notified of 
all suspected cases. All V. cholerae isolates are submit-
ted to the Centre for Enteric Diseases, which provides 
further laboratory investigation, including phenotypic 
and genotypic characterization (Appendix 1, https://
wwwnc.cdc.gov/EID/article/29/8/23-0750-App1.
pdf) (5). Ethics approval was obtained from the Hu-
man Research Ethics Committee, University of the 

Since February 2022, Malawi has experienced a cholera 
outbreak of >54,000 cases. We investigated 6 cases in 
South Africa and found that isolates linked to the out-
break were Vibrio cholerae O1 serotype Ogawa from 
seventh pandemic El Tor sublineage AFR15, indicating 
a new introduction of cholera into Africa from south Asia. 


