viruses showed high nucleotide identi-
ties, which suggested that the outbreak
viruses in domestic ducks and Baikal
teals might have an identical origin.
Although research on the epidemio-
logic features of this outbreak is cur-
rently underway, it seems likely that
on the basis of reassortant sequence
features of the 8 genome segments,
these 3 distinct viruses originated in
eastern China. These influenza viruses
are a potential threat to the poultry
population in South Korea, including
gallinaceous birds during movement
of domestic ducks through the distri-
bution network of live bird markets.
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Possible
Misidentification
of Mycobacterium
yongonense

To the Editor: Tortoli et al. (/)
reported pulmonary disease caused
by M. yongonense strains isolated
from patients in Italy; these strains
were identified by sequencing the 16S
rRNA, Asp65, rpoB, and sodA genes
and the internal transcribed spacer 1
(ITS1) region. The 16S rRNA gene
sequence of these isolates showed
100% similarity with those of M. yon-
gonense and M. marseillense. The
isolates were more closely related to
M. yongonense than to M. marseil-
lense in terms of the Asp65 gene and
ITS1 region; however, the rpoB gene
sequence showed a higher degree of
similarity to that of M. intracellulare
(99.4%) than to that of M. marseil-
lense (97.4%). The authors did not
mention the similarity of the isolates
with M. intracellulare in these se-
quences except for the rpoB gene.
However, because these sequences
showed high similarity to M. yongo-
nense, a high degree of similarity to
M. intracellulare could be inferred.

The initial description of M. yon-
gonense highlighted its unique mo-
lecular character (2). The 16S rRNA
and hsp65 genes and ITS1 region are
closely related to those of M. intracel-
lulare ATCC 139507, however, the
rpoB gene is closely related to that of
M. parascrofulaceum ATCC BAA-
6147 (99.4%). No consensus guide-
lines are available for mycobacterial
identification, but the rpoB gene has
been used widely as a target gene;
multilocus sequence analysis also has
been used recently (3,4). Although the
authors suggest that a variant of M.
yongonense preceded the acquisition
of the rpoB gene from M. parascrofu-
laceum by a lateral gene transfer event
(3), the isolates described are more
similar to M. intracellulare than to M.
yongonense on the basis of the rpoB
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gene sequence and multilocus se-
quence analysis. It is also possible that
the isolates are a M. yongonense strain
that preceded the acquisition of the
rpoB gene but that are not the same as
the initially described M. yongonense.

Sung Kuk Hong
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Author affiliation: Seoul National University
Hospital, Seoul, South Korea

DOI: http://dx.doi.org/10.3201/eid2006.131508

References

1. Tortoli E, Mariottini A, Pierotti P,
Simonetti TM, Rossolini GM. Myco-

bacterium yongomense in pulmonary
disease, Italy [letter]. Emerg Infect
Dis. 2013;19:1902—-4. http://dx.doi.org/

10.3201/eid1911.130911
2. Kim BJ, Math RK, Jeon CO, Yu HK,
Park YG, Kook YH, et al. Mycobacterium

yongonense sp. nov., a slow-growing
non-chromogenic species closely related
to Mycobacterium intracellulare. Int J
Syst Evol Microbiol. 2013;63:192-9.
http://dx.doi.org/10.1099/ijs.0.037465-0

3. Kim BJ, Hong SH, Kook YH, Kim BJ.
Molecular evidence of lateral gene trans-
fer in rpoB gene of Mycobacterium yon-
gonense strains via multilocus sequence
analysis. PLoS ONE. 2013;8:e51846.
http://dx.doi.org/10.1371/journal.
pone.0051846

4. Macheras E, Roux AL, Bastian S,
Leao SC, Palaci M, Sivadon-Tardy V,
et al. Multilocus sequence analysis and
rpoB  sequencing of Mpycobacterium
abscessus (sensu lato) strains. J Clin Mi-
crobiol. 2011;49:491-9. http://dx.doi.
org/10.1128/JCM.01274-10

Address for correspondence: Sung Kuk Hong,
Department of Laboratory Medicine, Seoul
National University College of Medicine, 101
Daehak-ro, Jongno-gu, Seoul 110-744, South
Korea; email: trust99@snu.ac.kr

How to Correctly
Remove a Tick

Grasp the tick firmly and as closely
to the skin as possible. With a steady
motion, pull the tick's body away from
the skin. Do not be alarmed if the tick's
mouthparts remain in the skin.
(leanse the area with an antiseptic.

.
A4

J

/l_x_‘?\
For more information please contact:
Centers for Disease Control and Prevention
1600 Clifton Road NE, Atlanta, GA 30333
Telephone: 1-800-CDC-INFO (232-4636)
TTY: 1-888-232-63548
Web: www.cde.gov/Lyme

Zika Virus

Zika [zek’ 9] Virus
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Zika virus is a mosquito-borne positive-sense,
single-stranded RNA virus in the family Flavi-
viridae, genus Flavivirus that causes a mild, acute
febrile illness similar to dengue. In 1947, scientists
researching yellow fever placed a rhesus macaque
in a cage in the Zika Forest (zika meaning “over-
grown” in the Luganda language), near the East Af-
rican Virus Research Institute in Entebbe, Uganda.
A fever developed in the monkey, and researchers
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