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A revisional study of the genus Aulacus Jurine

(Hymenoptera: Aulacidae) of Japan

Kuroda K, Konishi K, Turrisi G F, Yamasako J

Japanese species of the genus Aulacus Jurine are revised
and seven species are recognized. Two new species, A.
davidi sp. n. and A. shizukii sp. n. are described. In addition,
A. flavigenis Alekseev and A. sinensis He & Chen are newly
recorded from the Japanese archipelago. Male genitalia of
three species, i.e., A. davidi, A. flavigenis and A. sinensis,
are described for the first time. An identification key for
Japanese species and DNA barcoding data for A. davidi, A.
machaerophorus Kuroda, Kikuchi & Konishi and A.
sinensis are also provided.

Zootaxa, 4830 (1): 161-185. (2020)

Two observations on feeding behavior of Neoitamus
angusticornis (Loew, 1858) (Diptera: Asilidae) around

sunset in Japan.

Kuroda K
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Pan-Pacific Entomologist, 96 (3): 169-172 (2020).

Leptogaster humeralis (Hsia, 1949) (Diptera: Asilidae:

Leptogasterinae) New to Japan.
Kuroda K, Yamasako J

Leptogaster humeralis (Hsia, 1949) is newly recorde
d from Japan. DNA barcoding data is provided based
on Japanese specimens.

Japanese Journal of Systematic Entomology, 26 (2): 344—

347 (2020).
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Isolation and plasmid characterisation of Sa/monella
enterica serovar Albany harbouring mcr—5 from retail

chicken meat in Japan.

Wakabayashi Y, Sekizuka T, Yamaguchi T, Fukuda A,
Suzuki M, Kawahara R, Taguchi M, Kuroda M, Semba K,
Shinomiya H, Kawatsu.

The emergence of plasmid-mediated colistin resistance
genes (mcr), which is occurring in numerous countries, is a
worldwide concern, primarily because colistin is a last-
resort antibiotic. Compared to E. coli, prevalence of mcr
genes in Salmonella is unclear in Japan. Here we screened
for mer-1-5 genes in our collection of Salmonella strains
isolated from retail meat products collected in Japan from
2012 through 2016. We found that Salmonella Albany strain
27A-368 encodes mer-5 and that mcr genes were
undetectable among the remaining 202 isolates. The
resistance plasmid p27A-368 was transferred by
conjugation to S. Infantis and was stably retained as a
transconjugant. Whole-genome sequencing revealed that
mcr-5 resided on a 115 kb plasmid (p27A-368). The
plasmid backbone of p27A-368 is more similar to that of
pCOV27, an ESBL-encoding plasmid recovered from avian

pathogenic E. coli, rather than pSE13-SA01718 of S.
Paratyphi B that encodes mcr-5. Further, mcr-5 is located on
a transposon, and its sequence is similar to that of pSE13-
SA01718. A phylogenetic tree based on single nucleotide
variants implies a relationship between 27A-368 and S.
Albany isolated in Southeast Asian countries.

FEMS Microbiol Lett. 367 (15), fnaal27 (2019)

Single—Tube Multiplex Polymerase Chain Reaction for
the Detection of Genes Encoding Enterobacteriaceae

Carbapenemase.

Watahiki M, Kawahara R, Suzuki M, Aoki M, Uchida K,
Matsumoto Y, Kumagai Y, Noda M, Masuda K, Fukuda C,
Harada S, Senba K, Suzuki M, Matsui M, Suzuki S,
Shibayama K, Shinomiya H.

A multiplex PCR assay in a single tube was developed for
the detection of the carbapenemase genes of
Enterobacteriaceae. Primers were designed to amplify the
following six carbapenemase genes: blakpc, blanvp, blanpm,
blaviv, blaoxa-4siike, and blaggs. Of 70 blapvp variants, 67
subtypes were simulated to be PCR-positive based on in
silico simulation and the primer-design strategy. After
determining the optimal PCR conditions and performing in
vitro assays, the performance of the PCR assay was
evaluated using 51 and 91 clinical isolates with and without
carbapenemase genes, respectively. In conclusion, the
combination of multiplex PCR primers and QIAGEN
Multiplex PCR Plus Kit was used to determine the best
performance for the rapid and efficient screening of
carbapenemase genes in Enterobacteriaceae. The assay had
an overall sensitivity and specificity of 100%. This PCR
assay compensates for the limitations of phenotypic testing,
such as antimicrobial susceptibility testing and the modified
carbapenem inactivation method, in clinical and public
health settings.

Jpn J Infect Dis. 73 (2), 166-172 (2020)
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A New Species of Lathrobium from Shikoku, Japan
(Coleoptera: Staphylinidae: Paederinae)

Assing V, Kuroda K

Lathrobium sugitatense sp. nov. (Japan: Shikoku: Ehime:
Mt. Sugitate) is described, illustrated, and compared with its
close relative, L. kamezawai Watanabe, 2005. New figures
are provided for L. kamezawai. Based on several
conspicuous synapomorphies, L. sugitatense and L.
kamezawai are hypothesized to represent adelphotaxa. The
Lathrobium fauna of Japan is now composed of 134 species,
24 of which are distributed in Shikoku.

Japanese Journal of Systematic Entomology, 26 (2): 301-

304. (2020)
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