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We definitively characterized Mycobacterium angelicum,
an aquatic zoonotic opportunistic pathogen of the M.
szulgai complex, using a polyphasic approach that in-
cluded whole-genome sequencing. The sequence was
obtained on the island of Tahiti, French Polynesia, from
a urine specimen collected from a patient experiencing a
urinary tract infection.

ycobacterium angelicum, a slow-growing my-

cobacterium associated with animals living in
freshwater environments, was delineated within the
M. szulgai complex by 165 rRNA gene sequencing after
its initial isolation from a freshwater angelfish (Ptero-
phyllum scalare) in 2003 (1). In line with international
recommendations (2), M. angelicum was formally de-
scribed in 2015 as a new species including the seminal
2003 isolate, 2 additional isolates from freshwater fish,
and a fourth isolate recovered from a freshwater tank
containing tortoises (1). Meanwhile, another isolate
was identified in Benin from the rodent Crocidura oliv-
ieri (3). A clinical isolate recovered from a respiratory
tract sample taken from a patient in Northern Ireland
was also tentatively identified as M. angelicum on the
basis of 165 rRNA gene sequencing (4). We report an-
other clinical isolate identified as M. angelicum on the
basis of a polyphasic identification approach including
whole-genome sequencing (WGS).

A middle-aged patient sought care for active
struvite urolithiasis in the left kidney at the main
hospital in Papeete, French Polynesia, 18 years after
a right nephrectomy for obstructive pyonephrosis.
We were unable to follow up with the patient beyond
this medical episode. Of 3 successive urine samples
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collected over 3 consecutive days, which all lacked
acid-fast bacilli after Ziehl-Neelsen staining, we suc-
cessfully cultured 1 urine sample on MGIT (Becton,
Dickinson and Company, https://www.bd.com)
in 11 days. Culture on Lowenstein Jensen medium
(Becton Dickinson) at 37°C under aerobic conditions
remained negative after 3 months” incubation. This
isolate positively stained by Ziehl-Neelsen staining;
it exhibited rod-shaped, pink-stained bacteria mea-
suring 3.225 + 0.858 pm by 0.717 + 0.048 pm under
electron microscopy observation using a SU5000
SEM electron microscope (Hitachi, https:/ /www hi-
tachi.com). Matrix-assisted laser desorption/ioniza-
tion time-of-flight mass spectrometry using a Micro-
flex spectrometer and software (Bruker Daltonics,
https:/ /www .bruker.com), as previously described
(), yielded a noninformative score of 1.31; a derived
dendrogram clustered the isolate within the M. szul-
gai group. We conducted WGS concatenating Illu-
mina (https://www.illumina.com) and Nanopore
(https:/ /nanoporetech.com) reads using Spades
software version 3.15.4, as previously described (6);
this process yielded 66.4% guanine-cytosine content,
0.23% gap ratio, and a 6,673,592-bp sequence distrib-
uted into 51 contigs encoding for 5,707 proteins, 56
tRNA, 3 rRNA, and 2 CRISPRs with a 90.5% total
coding ratio. We deposited the sequence into Gen-
Bank (submission identification no. 2639860). As a
first step, BLAST analysis (https://blast.ncbi.nlm.
nih.gov/Blast.cgi) of the 1,326,459-bp longest contig
yielded 98% coverage and 99.3% similarity with an
environmental M. angelicum isolate strain DSM 45057
WGS (GenBank accession no. NZ_MVHE(01000100)
(1) and a 98.6% DNA-DNA hybridization using the
Type Strain Genome Server (Leibniz Institute DSMZ,
https:/ /www.dsmz.de). As a second step, we used
the Orthologous Average Nucleotide Identity tool
version 0.93.1 (7); the isolate clustered with the best
BLAST hit M. angelicum isolate with 99.73% genome
similarity, whereas further genome sequence simi-
larity values were 93.25% with M. szulgai, 93.01%
with M. riyadhense, and >85% with other mycobac-
teria (Figure). Those data identified our isolate as
the M. angelicum Tahiti strain; we deposited it into
the Collection de Souches de 1’Unité des Rickettsies
(CSUR Q5816). No antimicrobial resistance-encod-
ing sequences were predicted in the M. angelicum
Tahiti strain genome. In agreement with the quali-
fication of M. angelicum as a human pathogen by
the Center for Genomic Epidemiology online plat-
form (http://www.genomicepidemiology.org), 24
pathogenicity-associated genes were identified in
the M. angelicum Tabhiti strain, all highly conserved in
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Mycobacterium species (Appendix, https://wwwnc.
cdc.gov/EID/ article/29/7/22-1864-Appl.pdf). The
location of the ClpS gene in 74,165-74,377, its 97.14%
sequence similarity with the homologous gene in
Mycobacterium, and encoding an ATP-dependent Clp
protease were predicted as nonpathogenicity factors
affecting antimicrobial metabolism and rifampin re-
sistance to protect the Mycobacterium cell wall against
various stresses (8,9).

We identified the Tahiti strain as M. angelicum by
combining WGS with phenotypic data in the presence
of controls. The identification pathway was an oppor-
tunity to make a clinical M. angelicumn WGS available;
1 M. angelicum partial genome sequence (GenBank
NZ_MVHE01000100.1) derived from a freshwater
angelfish isolate had been described previously (1).
We did not find reports of M. angelicum as a contami-
nant in that study, in a urine collection device, or as
a laboratory contaminant. Furthermore, we did not
find previous reports of M. angelicum analysis in ei-
ther of the 2 laboratories that handled this patient’s
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urine or the strain itself; we concluded that this M.
angelicum isolate was not a contaminant. This isolate
was the only microorganism we were able to isolate
by culture from a urine sample; however, its role in
the complex urinary tract pathology of this patient re-
mained putative.

Previously, an isolate of M. angelicum was identi-
fied from a bronchoalveolar sample collected from a
patient with chronic obstructive pulmonary disease
in Northern Ireland; identification was based on 100%
partial identity (817-bp) 16S rRNA gene sequencing
with the reference (3). Our study underscores the
need for WGS sequencing of bacterial pathogens not
identified by first-line phenotypic schemes, including
appropriate matrix-assisted laser desorption/ioniza-
tion time-of-flight mass spectrometry (5).
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We found that nasal and alimentary experimental exposure
of pigs to highly pathogenic avian influenza virus H5N1
clade 2.3.4.4b was associated with marginal viral replica-
tion, without inducing any clinical manifestation or patho-
logical changes. Only 1 of 8 pigs seroconverted, pointing to
high resistance of pigs to clade 2.3.4.4b infection.

Spread of highly pathogenic avian influenza (HPAI)
virus H5N1 clade 2.3.4.4b of the goose/Guang-
dong (gs/GD) lineage, has exacerbated since early
2022 into a panzootic (1). Regional enzootic status in
wild bird populations in Europe and North America,
with lethal courses of HPAI virus infection in some
species, produced large numbers of wild bird carcass-
es, easy prey for raptors and scavengers. Exposure of
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