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II. RROBE (RIEMZEHRE)

MEIBRAS IR & 7 2 EYE X R BRI 58 ) 12 RB W CORE Sz TERAIMHE(AMR) %R 7
7 var 77 2016-2020) Ol 2.5 & b B, B, RESICETOIMARRY
SV ABNAIFRAE O FERE O BHAIZ . TBEPNEESE IR —X A T 2 A EFE(JANIS) ), 8% H KA
MPEEE =4 Y 7 (JVARM) | FOEHEOEMFHHE - EHAHG Lot b, BEOHIR L
#8 & T SR T OBGRIZ X 2 Ehmdi A (U o~ v 2B mFA A AS]) OMNZAITETH Y |
AWFFRHEE OFRAE TN TR - F&E - BEIZBIT 5V U~ VAT 7T a—FIT&T 5 F— MK
B LT,

AfEDR L Z 3EITHY TS 7,619 77 AfFEHR (2,029 #RO Bk DNA 6 LU 5,490 i >~
7 A X K DNA & %) o W/ % 2 ik L ., (& B Y% A4 b
https:/gph.niid.go.jp/gs_app/genepid-j_release/amr/world) . &7 7 v AR YU MPERIGHE
RO A VSR SRS PNAR B BHI 12DV C L B IRS X OF & I RINEER D 7 ) AN T — &
% GenEpid-J (Genomics Epidemiology) ~%&k% 3k L7-,

FEHITHME DK ARZEARD 7T A I REHIOENTY 7 & (GeoGSA, GPAT, iPAT) %BA¥E L.
FEANTHIER 2 DT ~EH 21T o 72,

B A7 v 77 I (GeoGSA, GPAT, iPAT) % A819IZ GenEpid-J ~ & #A L, 2015 4 11
RiIcgEFEEINTHFERO 2 U ATF UiHEBA T mer-1 OaEMRHIZED L, JANIS/JVARM
TREICHHE STV A EAIERER  “W\2” “LZT” “Lo k) RRE" "oz
NEBH c HIETEDHZ L EZFEFEL (Suzuki S, et . al.,, Lancet Infect Dis. 2016
Mar;16(3):284-5),

ENOWREZ S DB LT KIBEO 1%03 2 U AF it E R L, 2 U 2T UMtk o
2.2%7° mer-1 B CTdh -7~ (Kawanishi, M., et. al., Antimicrob. Agents Chemother. 2016.
61(1)). —77. WRERPIEIERNG B 12 4 MiGE#HE 684 KR 90 Bk (18%) 725 mer-1 Btk TdHh -
72 (Kusumoto M, et . al., Emerg Infect Dis. 2016, 22, 1315-7), Z 15 mer-1 BpPEERE D42
7 ) WEE SRR A fifEE LT,

W ) DERAEIER LT RN — v TGS-TB OB LY web —E 2 &2
BA U R EZ B R GE O3 Pl A S e iy P T — & el T 5 BB i 21T o 72, & BT,
A V=TT NEICHT HHEAEZ LR~ — D — %2 HET D00 Y — L~ LiaEm LA X
v . Research Only & U CE#EH A Bills L7=, (ABH web > —/L:  https/gph.niid.go.jp/tgs-tb/)

ENIB LT A & OILFRBFED Gt ER 2 IEE L, Z2HI0HE A. baumannii D524 7 LB
57> TMB %4 MBL #1513 200-300 kb DEKRT'T A X F_LICAE L, VEEMEE 2 B &
L C Acinetobacter J&E I\ ZHLH L 7= Al BEMEDSRIB X7z, Klebsiella pneumoniae %3 BfERk 38
kD7 ) Mifde e Fha L, [6—27 0— 2 X DB O mTREMEDN RIB S iz,

B BRI B HORE R O SERIMYET 7 2, NT7F 72 A #H, FHE, YLERTRE
FIZDWTY /) MR ATV, HORICEA OFAIMEEE . 77 A3 FERESIO KT 7 k
BlA A BAS L7z,

Strategy of "National Action Plan on Antimicrobial Resistance (AMR) action plan 2016-2020"
was formulated at " Meeting of Strengthening Measures on Emerging Infectious Diseases ".
Among those, strategy 2.5 “Implement Integrated One Health Surveillance Including
Humans, Animals, Food, and the Environment” is listed as an effort to conduct integrated
One-Health trend surveys include human, animal, etc. who integrated multiple trend

surveys and surveillance such as " Japan Nosocomial Infections Surveillance (JANIS)",
Japanese Veterinary Antimicrobial Resistance Monitoring System (JVARM). The



establishment of a trend surveillance system (global health trend survey system) that is
beyond the boundaries of the global scale and a team that contributes to a One-Health
approach in clinical, livestock and the environment with the comprehensive strength of this
research group member.
Acquisition of 7,519 genome information (2,029 strains of chromosomal DNA and 5,490
plasmid DNA sequences) corresponding to approximately 3 times the target of world public
database (geographical viewer for the sequenced data:
https://gph.niid.go.jp/gs_app/genepid-j_release/amr/world), genome analysis data from
clinical and collective stocks derived from livestock was registered in GenEpid-J (Genomics
Epidemiology).
Development of plasmid sequence analysis software (GcoGSA, GPAT, iPAT) related to
horizontal gene transfer of AMR, and for. Those developed software are integrated into
GenEpid-J database to perform further genome analysis of AMR bacteria with seamless
manner.
We succeeded in quickly detecting the colistin resistance gene mcr-1 announced from China
in November 2015 (Lancet Infect Dis. 2016 Mar.), it has confirmed that those corresponding
AMR bacteria that have already been sequenced and registered in GenEpid-J database,
suggesting that GenEpid-J can be utilized anytime for AMR tracing when, where, and what
kind of isolates. By registering analysis data of clinical and domestic animal-derived strains
in GenEpid-J, comparative analysis of strains derived from JANIS (human) and JVARM
(animal) by detailed genomic information as well as phenotype resistant rate was conducted,
it has become possible to build a foundation for conducting a survey on the trend of one
health by genome analysis.
In Japan, rates of isolation of colistin-resistant and mecr-I-positive E. coli strains from
healthy animals are low, 1.00% and 0.02% of 9,308 strains examined, respectively
(Antimicrob. Agents Chemother. 2016. 61(1)). Among 684 swine-pathogenic E. coli strains
isolated from farm animals, the gene mcr-1 was detected in 90 (13%) strains, and the MICs
for these mer-I—positive strains ranged from 8 to 128 png/mL (Emerg Infect Dis. 2016, 22,
1315-17).
Developed a molecular epidemiology analysis tool TGS-TB utilizing Mycobacterium
tuberculosis genome information, and developed infrastructure to provide advanced
molecular epidemiological data for epidemiological investigation of M. tuberculosis infection.
Furthermore, we improved the function to a tool for prediction of AMR genetic markers
against isoniazid etc. (research use only). Web site: https:/gph.niid.go.jp/tgs-tb/
AMR Acinetobacter baumannii isolates were collected from Japan and Thai. Those complete
genome sequences suggested that a TMB type metallo-B-lactamase is located on the 200-300
kb large plasmid, the gene could be originated from marine bacteria. Genome sequence
analysis of thirty-eight isolates of Klebsiella pneumoniae were performed, suggesting that
those are nosocomial clonal outbreak in hospital.
Genome sequencing of food-borne bacteria including AMR Typhi, Paratyhi A, Shigella,
Salmonella spp. were performed, resulting that strain-specific AMR genes and plasmids
were identified.
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JIPEE - TJVARM (8 RERIMEE T =4 U ) OBV A B ARKRIFESS ],
2016 4+, 68 7, pl12-18.
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A, B, 64 B A A LFEEIEE SRS, 2016/6/11, [EHA.
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Staphylococcus saprophyticus, causative agent of uncomplicated urinary tract
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M. 17th International Symposium on Staphylococci and Staphylococcal Infections (ISSSI),
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BT F 7 AREOEERRIEC T 5558, NEE, A R, BRI, BEEK, A,
RTHER, PEPIFR, D7, BREEIEA, 5 159 [l B ABRE 2, 2016/09/06, [EA.
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AR T B S A7 mer—1 BRI STA5T DA ) MFHTIZEE S SHERREE OHEE, KA X
-, ,%n@'%@\ BRGNS, (L FBAsE, s, BEE, JIVER . KREEDH, mHFEH
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LA Acinetobacter baumannii DMEAE T 5 HH 1 L3~k < —F GES-24 OfEAT, 1HEE,
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Tracing the transmission pathway of plasmid carrying mer—1 in Escherichia coli isolated
from livestock in Japan, Poster, Shima A, Onishi M, Kawanishi M, Sekizuka T, Yamashita
A, Kuroda M, Shibayama K, Suzuki S, The 4th International One Health Congress & 6th
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