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Table 1. List of participating medical facilities and representative officials

Prefectures Representative persons Name of medical facilities

Hokkaido Hiroshi Sakata Asahikawa-Kosei General Hospital

Hokkaido Nobubhisa Ishiguro Hokkaido University Hospital

Hokkaido Masanori Matsukawa Takikawa Municipal Hospital

Hokkaido Hiroshi Hotta Japanese Red Cross Asahikawa Hospital

Iwate Chihiro Tohno Iwate Prefectural Kuji Hospital

Miyagi Mitsuo Kaku Tohoku University Hospital

Gunma Yutaka Tokue Gunma University Hospital

Gunma Nobuyuki Uchida Haramachi Red Cross Hospital

Ibaraki Takefumi Saito National Hospital Organization Ibarakihigashi National Hospital
Saitama Kotaro Mitsutake Saitama Medical University International Medical Center
Saitama Hiroshi Okada Koshigaya Municipal Hospital

Saitama Akihiko Kawana National Defense Medical College Hospital

Tokyo Toshimi Oda Showa General Hospital

Tokyo Yoshihito Niki Showa University Hospital

Tokyo Tomohiko Koibuchi IMSUT Hospital The Institute of Medical Science, The University of Tokyo
Tokyo Taito Miyazaki Toho University Omori Hospital

Kanagawa Hiromu Takemura St. Marianna University School of Medicine Hospital

Kanagawa Yuko Komase St. Marianna University School of Medicine, Yokohama City Seibu Hospital
Kanagawa Hiroyuki Kunishima Kawasaki Municipal Tama Hospital

Niigata Hiroki Tsukada Niigata City General Hospital

Fukui Hiromichi Iwasaki University of Fukui Hospital

Shizuoka Shoichi Onodera Fuji City General Hospital

Gifu Nobuo Murakami Gifu University Hospital

Aichi Hiroshige Mikamo Aichi Medical University Hospital

Aichi Chihiro Hasegawa Nagoya City East Medical Center

Osaka Hiroshi Kakeya Osaka City University Hospital

Osaka Akira Ukimura Osaka Medical College Hospital

Okayama Tadashi Ishida Kurashiki Central Hospital

Yamaguchi Junichi Yoshida Shimonoseki City Hospital

Hiroshima Shinji Akagi Mazda Hospital

Shimane Tsukasa Nakamura Shimane Prefectural Central Hospital

Fukuoka Kazuhiro Yatera Hospital of University of Occupational and Environmental Health, Japan
Fukuoka Toru Takada Fukuoka University Hospital

Fukuoka Kouichi Mashiba Kitakyushu Municipal Medical Center

Nagasaki Katsunori Yanagihara Nagasaki University Hospital

Nagasaki Yuichi Fukuda Sasebo City General Hospital

Nagasaki Toyomitsu Sawai Nagasaki Harbor Medical Center

Oita Jun-ichi Kadota Oita University Hospital

Table 2. Breakdown of the recovered

organisms from selective agar

plates including duplicate pa-

tients
Organisms No. of strain

Escherichia coli 46
Klebsiella pneumoniae 19
Klebsiella oxytoca 3
Enterobacter cloacae 31
Enterobacter aerogenes 11
Citrobacter spp. 24
Proteus mirabilis 1
Hafnia alvei 2

Total 137

D, ANWNRAI—¥ % a— VY bEEFR>BEING» o7, 707 45— ESBL ¥4 FIZ38H L7 110 #RISH L
C, Clinical and Laboratory Standards Institute ® K& 2 X ¥ MIEEHEEI TS ESBL Mz FEhia L 7= & 2
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Table 3. Results of detected ESBL encoding genes and sequence types of Escherichia coli by multilocus se-
quence typing excluding of isolates from same patients

ST blacrx-w2 blacrx-w3 blacrx-ms blacrx-vi-14 blacrx-ms blacrx-wiz Total
ST38 0 0 0 6 0 0 6
ST73 0 0 0 0 0 1 1
ST95 0 0 0 1 0 0 1
ST131 0 1 0 4 2 8 15
ST357 0 0 0 1 0 0 1
ST443 0 0 0 0 0 1 1
ST648 0 0 0 1 0 0 1
ST1049 1 0 0 0 0 0 1
Novel ST 0 0 1 0 0 0 1

Total 1 1 1 13 2 10 28
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