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GENOME ANNOUNCEMENT

Draft Genome Sequence of Mycobacterium bolletii Strain M24, a
Rapidly Growing Mycobacterium of Contentious Taxonomic Status
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The whole-genome sequence of Mycobacterium bolletii M24, isolated from the bronchoalveolar lavage fluid of a Malaysian pa-
tient, is reported here. The circular chromosome of 5,507,730 bp helped to clarify the taxonomic position of this organism within
the M. abscessus complex and revealed the presence of proteins potentially important for pathogenicity in a human host.

mong the rapidly growing atypical mycobacteria, Mycobacte-

rium abscessus is the species most frequently associated with
human infections. It is a member of the M. chelonae-M. abscessus
complex that comprises many closely related genotypes. Since its
first description by Moore and Frerichs in 1953 (6), this species
has undergone many changes in taxonomic status owing to the
ambiguous results of molecular differentiation. Adekambi et al.
(1, 2) suggested the creation of three species to include M. absces-
sus sensu stricto, M. bolletii, and M. massiliense. Other workers
recommended the reclassification of the three species into a single
species of M. abscessus (5), and recently Ledo et al. combined M.
bolletii and M. masseliense into one subspecies named M. abscessus
subspecies bolletii comb. nov., leaving other members in a second
subspecies named M. abscessus subspecies abscessus (4). With the
availability of whole genome sequences, it is anticipated that more
members of this group of bacteria will be described that may ne-
cessitate further changes in nomenclature.

The genome of M. bolletii strain M24 was sequenced using the
Mlumina GA 2X sequencing platform and annotated with the
Rapid Annotation Subsystem Technology (RAST) pipeline (3).
The 12,215,918 Illumina sequencing reads were assembled using
the Genomics Workbench 4.9, resulting in 281 contigs with a ge-
nome size of 5,507,730 bp. Using the RAST server, 5,605 predicted
coding sequences were identified. In addition, 3 rRNAs and 86
tRNAs were predicted. A phylogenetic tree based on the RNA
polymerase beta subunit (rpoB) gene was constructed by using
MEGA (Molecular Evolutionary Genetic Analysis). In compari-
son with reference strains of M. bolletii (CIP 108541, FI-09284,
P52), M. abscessus sensu stricto (PCH-017, FI-08197, ATCC
19977), and M. massiliense (CRM642, CRM552, IAL035), M24
was identified as M. bolletii by its clustering with the three refer-
ence strains of M. bolletii. Pairwise alignments of M24 to all refer-
ence sequences using ClustalW showed that M24 is 95% identical
to all reference strains of M. abscessus sensu stricto, 98% identical
to the three reference strains of M. massiliense, and 99% to 100%
identical to the reference strains of M. bolletii.

Of the 5,605 predicted coding sequences, 1,585 (29%) are in-
volved in 377 subsystems. The highest count (425 genes) is for
sequences involved with amino acids and derivatives. The lowest
count (1 gene) is in the motility and chemotaxis subsystem cate-
gory. There are 34 genes encoding gene products that may be
involved with virulence, disease, and defense, of which 21 are
linked with resistance to antibiotics and toxic compounds and 13
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with invasion and intracellular resistance. Further analysis is on-
going to identify putative proteins associated with the pathogenic-
ity of this organism in the human host.

Nucleotide sequence accession numbers. The M. bolletii
strain M24 genome sequence and annotation data have been
deposited in NCBI GenBank under the accession number
AJLY00000000. The version described in this paper is the first
version, AJLY01000000.
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