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Isolation of OXA-48-like carbapenemase—producing
Escherichia coli susceptible to piperacillin/tazobactam

in a Japanese patient without a history of travel abroad.

Kaneko M, Masuda Y, Sawachika H, Shikata H, Moriyama
C, Miura M, Yamamoto H, Nakamura T, Fukumoto K,
Utsunomiya Y, Sakai K, Ito Y, Ujike A, Asano Y, Shinomiya
H.

Oxacillinase (OXA)-48-like [B-lactamases are the most
common carbapenemases in Enterobacterales in certain
regions of the world and are being introduced on a regular
basis into regions of non-endemicity. Japan has been
characterized by low rates of carbapenemase-producing
OXA-48-like

carbapenemase-producing isolates are extremely rare. Here

Enterobacterales, and among them,
we describe a Japanese medical worker, without a history of
travel abroad, who was diagnosed as having a community-
acquired urinary tract infection, and whose urine sample was
found to be positive for OXA-48-like carbapenemase-
producing Escherichia coli. None of her close contacts had a
history of foreign travel, and the same drug-resistant
organism was not observed in other patients who had been
hospitalized and undergone environmental culture tests in the
same medical institution. This isolate was resistant to
penicillins, narrow-spectrum cephalosporins,
fluoroquinolones, and cefmetazole, but was susceptible to
broad-spectrum  cephalosporins, piperacillin/tazobactam,
and meropenem and displayed reduced susceptibility to
imipenem. The modified carbapenem inactivation test
supported carbapenemase production, but inhibitor-based
synergistic tests yielded negative results of carbapenemase
production. Multiplex polymerase chain reaction revealed
the presence of the carbapenemase gene (blaoxa4s)
blarem and AmpC B-lactamase gene (blapma). Singleplex
polymerase chain reaction targeting the blapxa-4g region
amplified a product sequencing to nearly the full length (722
bp) and matching 100% with OXA-48. The present case
highlights regarding OXA-48-like

carbapenemase-producing Enterobacterales, which remain

a new concern

challenging to detect for clinical laboratories in regions of

non-endemicity, and may already be latent in Japan.

J Infect Chemother. 29(5): 530-533 (2023)

Nationwide epidemiologic and genetic surveillance of
hepatitis E in Japan, 2014-2021.

Sugiyama R, Takahara O, Yahata Y, Kanou K, Nagashima M,
Kiyohara T, Li TC, Arima Y, Shinomiya H, Ishii K,
Muramatsu M, Suzuki R.

Hepatitis E virus (HEV) is an emerging causative agent of
acute hepatitis. To clarify the epidemiology of HEV and
characterize the genetic diversity of the virus in Japan,
nationwide enhanced surveillance and molecular
characterization studies of HEV in Japan were undertaken
from 2014 to 2021. In total, 2770 hepatitis E cases were
reported, of which 88% were domestic cases, while only
4.1% represented cases following infection abroad. In
addition, 57% of domestic infections occurred in males aged
in their 40s-70s. For domestic cases, infection via pork meat
consumption continued to be the most reported route.
Analysis of the 324 sequences detected between 2016 and
2021 showed that the majority of domestic HEV strains
belong to Genotype 3a (G3a) and G3b. In contrast, six of
eight cases of G1 HEV reflected infection abroad. Our results
suggest that HEV is circulating widely in Japan, with
genotypes G3a and G3b being most prevalent. Continued
surveillance is necessary to monitor future trends and
changes in the epidemiology of HEV in Japan.

J Med Virol. 95(6): e28886 (2023)

Distribution of human sapovirus strain genotypes over

the last four decades in Japan: a global perspective.

Doan YH, Yamashita Y, Shinomiya H, Motoya T, Sakon N,
Suzuki R, Shimizu H, Shigemoto N, Harada S, Yahiro S,
Tomioka K, Sakagami A, Ueki Y, Komagome R, Saka K,
Okamoto-Nakagawa R, Shirabe K, Mizukoshi F, Arita Y,
Haga K, Katayama K, Kimura H, Muramatsu M, Oka T.

Sapovirus (SaV) infections are a public health problem
because they cause acute gastroenteritis in humans of all ages,

both sporadically and as outbreaks. However, only a limited
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amount of SaV sequence information, especially whole-
genome sequences for all the SaV genotypes, is publicly
available. Therefore, in this study, we determined the
full/near-full-length genomic sequences of 138 SaVs from
the 2001 to 2015 seasons in 13 prefectures across Japan. The
genogroup GI was predominant (67%, n = 92), followed by
genogroups GII (18%, n = 25), GIV (9%, n = 12), and GV
(6%, n = 9). Within the GI genogroup, four different
genotypes were identified: GI.1 (n = 44), GL.2 (n = 40), GL.3
(n=7), and GL5 (n = 1). We then compared these Japanese
SaV sequences with 3,119 publicly available human SaV
sequences collected from 49 countries over the last 46 years.
The results indicated that GI.1, and GI.2 have been the
predominant genotypes in Japan, as well as in other countries,
over at least four decades. The 138 newly determined
Japanese SaV sequences together with the currently available
SaV sequences, could facilitate a better understanding of the
evolutionary patterns of SaV genotypes.

Jpn J Infect Dis. 76(4):255-258 (2023)
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