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%£246 753 VTOHE L YR

B order #} family B 1 (= HE
Chlamydiales ~ Chlamydiaceae*  Chlamydia trachomatis A TV a—r VBEOEAE, YT 7

Bk, trachoma (14 OIMER) B&
U lymphogranuloma venereum (4 D1
B ¥R 575, STD BLUIRESR,
MRORERE. 5T2ky / LEERTINH
ENTV3,

suis 23 MV a—r VRO AR, FeAL
WYL T FEIBZEIES, WEREH 5,
C. trachomatis MOMP & ZEFIRMERRT,
muridarum TIAE MTO) a—7 VO AR, Y77
FUNLA  FIEEME, MoPn (¥ A) 8K U SFPD (N
o LAZ—) DO2DIHIMHENSD, MoPn
BROFEREYT /) LEERIIPH SN T3,
C. trachomatis & ZETEMZRT .

Chlamydophila  psittaci BYE, Wil ZCACRTORBEICREL, T
| B WIETEE U THEBICBIEED 2SR

B MEEAHB, NIBEREE. ADC
psittaci BEMEGH < B A Y LR & UTH
5N b,
abortus BEBXU  C psittaci ICIEEICER. BWEREGELIT S
WEEY P ¥, EBLULERSUIE, YYE,
EVEY b, RURBIUBRICRERS[E
g,
felis It BICREER S L U LKA T [ ER T
T, BEHOSFORENSDEE NS,
MERZ 7RV ANOBRIIN S %, M
BEINCE A~/ =V ADEDN T B,
caviae EVEY b HARBEROERE, ChETICO#E
NEERETE—D ompA BETFZET %,

preumoniae N, 37 Z, C psittaci TWAR & LTHEE Nz, BE
BLEY N BT/ LEERFIDMONG, AR
REBIUERSERERZS EECT, a7
TSR R S K W RE TSR 5 &
R T, Bh D DOEEE —H TIRIREED
LOBEE NI,
pecorum WAL S ZREREERRT, KEYTIITEE
vars B —fRAY, 375 Tl C pneumoniae
& FIBRIC BRI s L QISR TEER R B2 5 |
X7,
Waddliaceae Waddlia chondrophila ~ # (?) S OFRERTFOORIOV Ty FT LT
1986 FEIC57 8. 16S rDNA 1REES M6 7
Z 2T RN,
Parachlamydiaceae Parachlamydia acanthamoebae B8  Acanthamoeba % Hartmanella \J&%, &R
(TA=1)  BHOKPLRIHENS, BHK & ORENE
3T,
Neochlamydia  hartmannellae
Simkaniaceae Simkania negevensis HA HEEMENOEAME & LT ol miE
BN IE AN DI & DRIEMENNDNT
VAN, EEITIEH,

* 75 LEt, BUFENY RSHEAET Y M —7 o Kdo- (2-8) - a Kdo- (2-4) - o Kdo (LIHTDBREMNFIRTY F—7)
%% %D, Chlamyidaceae EB ORI£IE 40 kDa FENRERE, BKETATAY - Uy FEHEBLTEDFVAT
A2V F)REHEEEEY AT 4 FiEET /N0 —TEABICL 5,
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@ HAME

bk
hEHE

2-65 75 2V7 DIEFER

52 V7 Chlamydia |8 2 &8, 753IF747
Chlamydophila J& 6 B X U7 KU 7 Waddlia
B1EETHD,

»SIVTIRERFICLLHEL, HCRET
A LEEET 18 H 45 B LMEINT
Wh, FEOXYL, AVIFCBIBITIY
7 DRERIIH 5% Vb TW5D, HAET
R, BBXUBERLC T IVTIEND B,

(2) B i

S5 2VT IR RS EERER
T2, BLME S BARAOETENDHZHRKES
0.2 ~ 0.4 p m DEA/Mk elementary body (EB)
15 X ORI RO A EWRETE S K U0HEE
154 % {BRE(K reticulate body (RB) @D 2 DD
Waew v % (X 2-66 BRUK2-67), MEEE
7S LB OBEE L B L) REREE S,
S\ & OB ED 5 75 5 S EDY DNA B X
GV RY—LESCHEEZDA TV %, B4
JMEH D DNA IRTEL TV 5, BHRETMRRE
WIS AR L EEN 5 EEEORICFEL TV
Do

(3) & R

752 V7 BHOMEMIRIERRATEEEZ
HEYT, RaOEERRE LT3V F—RERE
R, —IBIEICH D NS K S HEMFEERE
KW, 75 IVT7DEEICIE 6~ 7 AREBHI

FoE . MEFSH

2-66 C. psittaci © L fIRIC F51F % HETEE
MRBERBEAEKD Y SIVT

EB : HAvIMA, RB: #EkkE, IF @ AR
(faA  PAELHRED

£ AKIE

2-67 C. psittaci Btk & D =BT % =— FILIR
DfEE (KR8

WREk (RB) LK 0ERMLZ=— FIVROWEE
BV AR L B LTV B EDTD B0
(a4 BATELTIRED

GBS EEPIEE, 1929, Hela 71> L McCoy #lifd
fr P OEEME, YA, ELVEY MR EDRER
Yy (ERERERE) HEVHN5S. C trachomatis
W MERI AT E N TV, OB BNTE
MEROEENREEN TS EDODHEILEN
TWIEW, &/ LERDEATED, 2011 £4]
SEDEMET, C trachomatis, C. pneumoniae % &
e LT, BEZEBICBOTRICERZC
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abortus, C. psittaci, C. felis Z &% 9 WREICE W
TEEERYINRETN T WS, C trachomatis, C.
pneumoniae, C. abortus lc BW\TIE, EERkOfE
MIDEE SN TV 5, KEXIE 1,042~ 1,230kbp
T, ORFiZ 900~ 1,LIOO AL #EEEIN TV 5,
GCEBE (BEV®% & 793V97RHDIIIY
T, VIIFRT7 4 TRBETRETENTEL
30~ 41 THBH, 7RI TRTE 44, 7 A—
NZIEEELT BT ITIVTRTIE36% TH
%o HBHEICHETRFROZ < 2B MK
TBTLTHD, 7/ LY A G MEFREIC A THE
NLTWE, EELHFIRTH B RKEEH) 40kDa
O F EFEE H'E major outer membrane protein,
MOMP | IZBREE MM D O, MERFNCE AW
ENTW3, KT RSEECHNBEICEEL, 7
IVIHOLEIRE TS, 7 IIVTICET
FoVA TV VFR, Za—F /0 ryRBXUTY
oA RRFEFIDEN TH S, =V VR
FRNI 2B 2 AT 20, FEMTHo, X
=V VRPAERINEL 55 LIBENF UGS
N5, BERICAVTIZRS A,

a. AFAAIENEME

7o IVTERICBI 5 EIER, MRNEhEE
ICDVTEREZENR,, BRERFTHS
BEA/MENEEMEANICEA L, BAEANTHREH
EMN 2B T B AN L W UIEFIC 2 3
BT B, MARRARIEHFREGERE TERMENEBE
W%, CORRTHAKIEEMEEZEES
BHIRICHEREL, MfIEEEIND, BEHICELD
HBR U 7z BAMALE, MBS & R E N Lw
RIS T 2 (K 2-65, X 2-66), HEkxa
CEAGEICIE, BUNET Y FY =LY —h—
PREENT, 7SIVTHROEAZ (IncE
HEE) MDREEN, BEMEOREE X D IREt
ENTVBT ENDH B, BAKELZZ AV YV —
L& DRETE 81T K B HEIEATEED 5 D[RR 1%
U>TW5be BAVIME, kAL EICEFRRIC
(SEFEROBEDRD S, B A & #f
LT3 (K2-67), TOREIZIEINESR T
HBHLEN, DWENZT T Z-ICkD IS
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SUTIIEF MBI Z BT L, fHIINIENER
ARBRICL TV B EEZONT WS, H AR,

VIR S Oy NE ERRAERDH O, T
& O IBIRICHE IR IEE 75 & DRE S 2 1E Tl
CEBELTVWEEEZILNT VS,

(3 & ®E

a. BEOV I IV 7 EEIE avian chla-

mydiosis

AU LIRY 2T C psittaci DTEEBIZIE .
BETEAYLEZEE 18 H 145 @M OIMEE
NTWa, BT, AV L, AAX, FRUBXU
A2 HEEDRENZ L, 75 IVTRREDIE
ERERTHERRTHD, MRNICEET 5,
RLENHM T 2EBICIE T T 2 V7 OREE R
FTHLERNMEDNZHEEND, BAMEIZE
falcm <, REPTREEZR> TV, RO
PR TIE—ERDRBABBIIFIELIET T 5,
BREE L5, REBR#E, FEHWEZEDA
FLR, REARGEDOERNG|EE LD REIE
T

HIERDERIEE, HEICKIOEZD, BIE
MOBEXTERETXTHD, KL LTIETT %,
BE, TTRIHK, BEE, SISO ORIREL
WUIERESFRL D5, RIKETHIE, RIRED
HhonbTlbHBb, BEFITHERCKMAD
WERET TR LEHB,

BEMICEBIT 57537 ORI,
WA, RECNC KB KHEIRTH D MMIMmZE IRV,
BARIIREB X UREROIREY, 7w, T
Fix EORGR, BRI NIHEISECEE, K R
BRI RIE LIcELZETHD, Th
SOITOYVIVDORAR, BREEDDDEDE
CICEBEONLERTHLEEZALNT NS, K
NEIOBEICBIT S 77 IV 7RERITH20%
ThHarLEZILNS,

EHIZWNIEERIRE RS & CH A & DIRIR
FREIC K DTS, BIELBERBEKRERB X
UEIRFTADN O AT LFZEES . VI NEIEEDS
BHSRERAED BTN LURETH B, 4T LED
REONERIEATZDICERT 2NETREV, i

f
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FEHEBRBLOY S IVT7BEFRERER TR
BOIOTADAT T RMEE T, FIEEDA
BERNCERAI LW ERHEIEREETH 2D, HE%
7~ 10 HEZEEFZRETESHELDH 5,
Xz, FEEMERTEERICRRAEZEE LT
WABDT, BEMBEICHRERER T Z0END

% BIL LB B MRS K OMEE R ET 5,

BEROU I FViEEV, SIBREOHEBLU
THEERRBEOMAEB I BEICLOIER, T
BB NEBHLHLVWEREA T 5BEI3H0E
MOER X UREREREZTTOINETH S,

BEOBEICE RFoHA 7V, Za)bT b
SYA ) rvkonyayaFy Y UARENS
NB, BIEETICMERIZREENTWEY, B
BIC K OREFENEL S, BERICIT 45 B
DEFIZSHS/HEREINTVED, Blc k> TIEE!
TERADNHENB T, RGBT ROREIRE
ZBICEZZY VT L, BRICK o Td@iFHEe
TaeAt T I ERET B,

77 LsJ@ psittacosis &, C. psittaci B AT BREE
THILICKD, AV TNV TRROMILERAEIR
FEL, Bt EBEZEER T EH B, AN
DREEDARERDE, RESOH LcEkz A
TBHILICK D, BEEETIE 4 BREEICTE
FEENTEBO, BHETIIFEM 20 FIEDOHRED
HHM, BYESBMEMRG SICBIT SRR
FEFE DB,

b. JED Y T 2 VT IE feline chlamydiosis

Chlamydophila felis i< X B #EREZ 3 K U L ERRE
WIRETH B, B & LTHRIEE S, < Lod,
21, BEIMIBXCRRNALNS, SPFIE
DRRAREERTIE 2 ARIZE TIHRET %5, LML,
BRRTIMOMEO —RERZ5 R L, B
b I 5 LEZONS, BOEDE TIEEFEWIET
10 ~20%, TR TIZHK 60%H bIUANRH
ENTED, MEALDHESNTWVS, M, K
ETREBIUONELY 7FBMERE AT,
B BNETENE T 7FVMERENT VA,
FANIVRAT A JVABRGHEA Y 20 A ) ARG
iE L BERERIZELIL TV 5%, BEMMOAREIC /2

B2E . MEZSH

WITBTARERE—MRALOERTHD, ABR
HEFRETH BN RRENT WS, T
FHA 7)) VRAERICEDIBETE %,
c. 7T VT HRITHIRE enzootic abortion
of ovine enzootic abortion
Chlamdophila abortus (FRATHEFRERE) I
KOFlERIENDZIMET, F, F, LFEEL
HoNB, FTITHEIE 6~ 8 H Al TR
EriERC T, MERTE, ZEOEMEERR
B, REREHIM, WEE - [EORURELM, RO
fER & IRBD/NMEEIDHEN D, BOETLIH
EhB 5, REDFE, LFICBTLREE,
7% £ enzootic abortion of ewews (ovine
enzootic abortion) &FEHIN, FKELIR T
FICBOWTEHEERBICEEENT VS, HiR
EICRRERSS, ERE, BB TOHERET
T, FEIRERFICIIFE L AHIAAL NS,
ek, B, —a—Y—I Y REETHRELT
B, BEXEICBIARENRSHPEEL Z o
TV, BOETIERED R FOKTIEHRE
FEOIDRE LT 7 F MERENT N5,
d. D2 5 2 Y 7IE swine chlamydiosis
Chlamydophila pecorum IZ X %, B, WRIR,
PR, MR ERFIEEI T, £% 2~ 3HiR
DERTHITFHEACBRDBEL 5 RERE i
T DERCHER, MRS TREASNS,
RPN TRIHEICRET %, BAETE, 3E
TREPREERDIE EN TV D,
e. ZFMEAETH bovine polyarthritis
Chlamydophila pecorum i £ %o FBITHIC
FEN, BT, BEEIR, MERZEZECT, Hk
TIEBAENOSERRE - MERTERRIR A, BIRIAE D
LSO, R>RREMLAENS, 0K
DY TRE, BOETOREIZ,
f. 8 ¥ ¥ 4 B4 B B & sporadic bovine
encephalomyelitis
Chlamydophila pecorum DBRIC X 5, FHM
ZHRDFEENR, TR, BROREIE, 8, %, W
W, Bk, RERERRL, TRELES), FS5EE,
R Z RS IER TH b0 BIEHRIT 30~50% T
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H5o L UERIIHMCRERS E BBIERD  BEEICZ AOND, EIEFMD SRR
HoENB. JKPEMTHRE, BOETIEALY PEHSHBERITIEIE, TVETORER

i 1 BEREND B, 72\, C. trachomatis BHDEEH NS N DR X
g. BIVE Y M OFEEESR chlamydial infection in =~ D AEDORBENREETNTED, ADMHRREL
guinea pigs DEEEMNEEEN TV 5,

Chlamydophila caviae \c & %, 4 ~ 8 BE D%
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Chlamydophila psittaci \Z X % A 7 LJ& & PO RS E I

i%?é?h FE 30 BIRTEROFENR SN2 T Ex ABRH
BYIETdH %, C. psittaci DFEFEIEMRNT I K O HE#ERIZ

Iﬁ*f*ﬁ-ﬁ%ﬁfé LEHe S SRR DR s BT S Tz i, C
psittaci HAR DB D27/ LY RE 23 P Teo XWHRE
T ARk, 2001 4 RBEIRMIEIC 1) B ANDEMBEGE
ICBEE N Mat116 #7258 IR U7z, Mat116 #RiE, Rt
B, ikt & LLE S B ETFEERZ D8 DD, Hixo
TVWAEHGEHERWE S N e, TUHER, B3 EHH%D
WARF S TR TH D, TNEOFMALLARTIC K D,
REOZHIREFEOREBOISE, HRZWRHAFRICKET
DiFfen,
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[E XL BRGMERR IR A IV A E— BB A=

ZARREEEETIE (1) CRRR
B, RARIERIGFAEOMRMAEYD
BILWELX LI, RERRZITEHMELTS6
&2, 7S IVT DT LMEFOBET, ®
W SIS 5N EAMRILHTEE L
By 77, BINET—SEBVOTTH, WA
S AT ANFED FEE ?) BOETA. BEF
B KEREDOBAESELTVET,
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JIIVTRREMREANGTEEZRL, 1H4R 68
13EL 542 E, T2D3H, AREWICTHKFEER
~L, E-BEX FEELEEDNSDIE Chlamydia &,
Chlamydophila B3 X U Waddlia B TH %, AV LRI 5
2 V7 (Chlamydophila psittaci) &, NERFLEBEYE T
HBAVLFROFRERERD, NTBW TR T £ ORER
BRERE 2T, BRYMELE T 4 FRREICHEEINTE
D, FEH30FRENBHENTNS, BLDIIV—TT
&, AVLRISIVTRIRH L LIEEI S I V7D
WTC, BEREOMAESCREREZIT>TWVE, LAMLED
B, AVLRI TIVTICDVTIE, RETNTVET ./

LR RS, TuYey FERTOREEL RS> TV e,
T T, C. psittaci DRI WHERFE-PREMAZ, KT
J LOBENbITH> ez BNE LT, C psittaci BN
BitkD2T / KBS IRET R A Teo

FOLBISEITDT /) LBRIREZDESR

JISIVTICELTE, NOEREAKBER (M5
O—<) RURBEDRRE L5 C. trachomatis %, C.
psittaci gD & LT, BEBERBPEDERRE L7225 & DM
2\, Lh LA, BREOEERICEEDLLT, [(F
T L% BEFRIFRNEE LRV FOEHICEKD, ¥
JVE XD B B S MR A I L TR BRI 2R DA
EBNZLV, FOX5 GEEZFET 70D, 753IV7
KB L TIE, BT/ LEEMMTONTED, BDOMh
DEICBNTIE, BEEHROENNRBENTVS (F2),
C. psittaci /B8 LT % 2011 iz 0 2 DD#k (RD1 &
6BC) DEFRREDFHRE ENTco

BADEFrORSE LizDWE, 2001 FEEEBRERICEH
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&} % B 1 | EamEE
3 ] trachomatis A
Chlamydia suis 2
muridarum Bk AE
psittaci B, WL
Chlamydiaceae abortus LR (REED
Chlamydophila felis =
caviae ELEY B
pneumoniae A, ars
pecorum MR, a7 o
Waddliaceae Waddlia chondrophila R &38R
) Parachlamydia acanthamoebae [REE
Parachlamydiaceae -
Neochlamydia hartmannellae [REE
Simkaniaceae Simkania negevensis N

BEMEYY (RILE) ICBHE it 02 —EuEE UIES

&2 7/ LENOREGRENARNGEI SV 7
a4 C. psittaci C. abortus C. felis C. caviae C. pneumoniae | C. trachomatis
Mt RD! 6BC 526/3 Fe/C56 GPIC AR39 D/UW-3
571 (kbp) | 1,156 1,172 1144 | 1,166 1173 1229 | 1042
\ A>3 * i ELEY R A A ‘
ERRR T e e mE | REE | R STD
CCEE B | 388 391 | 399 | 394 392 | 406 413
" opst | 959 967 | 961 | 1005 | 1,009 wfmﬂl,lcao 1 8oa
_ ®NA | 36 | s s | 3 . 3 | 3 | 3
| (RNA #<m> 1 1 1 1 1 1 2 !
0 S S TR S BTN S S
T EEx® | D | 2 | ®» e s e | o

* CDS : coding sequence, **P?np : polymorphic membrane protein

F B ANDGEFIEGE 2 18U 72 Mat116 #R2 IV Te,
AR S DR U 72 Ekh 57/ L DNA 2l L, X
> — 2 2% — Genome Sequencer 20 system fiihfTic
Hlic, FZ7 MERINZREFY S IV7 7/ LEF Lt
KL, V74 VDU TZHEL, YU H—EITTFy
v 71— X %47\, National Center for Biotechnology
Information (NCBD DY X7 LZFRLY /7— 3>
ZiToT. fER1E BNz C. psittaci Mat116 #k 2R ET
i 1.16 Mbp, GC & 39.1%, #EfzT 23— FFEE (CDS)
3 999 B TH > Tz,

Mat116 # % #h 8 & U iz C. psittaci 7/ I 1%, A C.
psittaci \ICJB S 5 FWE Y T 27 C. abortus £3E#% T
b, WrIIVTC felis, ENEYIZIVTC
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caviae L LIZETH B T LHRENT (K 1), C. psittaci
BRSBTS LE> TW5HE DD, Matl16 #ridth
T—TXo@mEES N2 3ELET>TVWSBT L
N, RN BRENT (K1 35K, CDS#, B&X
UTE - HREICB T 2 REEREERFEEANDOBEENRE
ENTWALZHEEAE Pmp) #hH5E Matl16 #kD
FRENICBIT2FERMES S I VT L OERRPFHAR
BTLENTES (F2), 6BCHRIF 1941 FicA/ kDb
THEE N, C. psittaci DIEHERKR & U TEBREANTE R
TNTEMTHBT L P, RDI #iZ rRNA BT DFER C.
psittaci £ ENTVWBEDD, ZFOFMTHRIETHE (C
trachomatis EERZENREHRA by 7 K0 HBEEniz) ©
B3V, BN, SFFEESEN LD 98 L Matl 16

7 o4

N T



C. psittaci Mat116
C. psittaci RD1
C. psittaci 6BC

C. psittaci Mat116

C. psittaci RD1
C. psittaci 6BC

0.2

g

-

B OBHBIT LBRRITIC K O, RO ABELERAYE L L
TOERABEESOREICET ALY MMBLNE B
N, TEE, MiEY S I VT L OB OBRRE
U7z, C. psittaci {FFRAVELRFRIZEN & UziERIZ2ER
BIRETH %, FimEE DR 5 EERkORSR
HLEAHTH D, UEDXS5 BT TO—FRELUT, &
Y LEY T3 DT OEROERE, SO L TELEIRTE
NXEEZTVA,

BE
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Molecular Genetic and Pathogenic Characterization of Psittacid Herpesvirus Type 1
Isolated from a Captive Galah (Eolophus roseicapillus) in Japan
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ABSTRACT. Psittacid herpesvirus type 1 (PsHV-1) was isolated from a captive galah (Eolophus roseicapillus) in Japan that was suspected
of having Pacheco’s disease (PD), an acute fatal disease in psittacine birds. PsHV-1 has been classified into four genotypes based on
the UL16 gene sequence. In the present study, we investigated the genetic and pathogenic characteristics of the isolated virus, FOY-1,
compared with a reference strain, RSL-1. The FOY-1 strain was classified into PsHV-1 genotype 2. The FOY-1 strain was found to
be less pathogenic to budgerigars than RSL-1, which was classified as genotype 4 in an in vivo study. This is the first report regarding

the classification of originally isolated PsHV-1 in Japan and its characterization by animal infection experiment.

KEY WORDS: genotype, pathogenicity, psittacid herpesvirus.

J. Vet. Med. Sci. 73(10): 1341-1345, 2011

To date, psittacid herpesvirus (PsHV) is the only herpes-
virus in psittacine birds, and the virus has been classified as
an avian member of the Alphaherpesvirinae subfamily by
the International Committee on Taxonomy of Viruses [11].
PsHV type 1 (PsHV-1) is the causative agent of Pacheco’s
disease (PD), an acute fatal disease in psittacine birds [9].
Outbreaks of PD have resulted in massive die-offs of
infected birds. Recently, another type of psittacid herpesvi-
rus, PsHV-2, was identified in three African grey parrots
(Psittacus erithacus) [10]. The sequences of the UL16,
whose putative function is capsid assembly, and UL30,
whose putative function is DNA polymerase, regions of
PsHV-2 both differ from the most closely related PsHV-1
by more than 20%. However, the prevalence and pathoge-
nicity of PsHV-2 is unclear [10, 14].

Based on the UL16 gene sequence, PsHV-1 has been
classified into four genotypes. All four of the PsHV-1 gen-
otypes have the potential to cause PD but have distinct bio-
logical characteristics [13]. It has been reported that the
susceptibility to each PsHV-1 genotype depends on the bird
species [13]. For instance, Amazon parrots (Amazona spp.)
are the most common parrot species diagnosed with PD, and
all four genotypes of PsHV-1 have been isolated from these
species. PsHV-1s of all four genotypes were also found
among birds from the Pacific region such as cockatiels
(Nymphicus hollandicus) and cockatoos (Cacatua spp.). On
the other hand, PsHV-1s from African grey parrots with PD
have been classified as genotypes 2, 3 and 4, but not geno-
type 1. In the case of macaws (4ra spp.) and conures (4rat-
inga spp. and Pyrrhura spp.), genotype 4 has been

* CORRESPONDENCE TO: Fukusui, H., Laboratory of Veterinary
Microbiology, Faculty of Applied Biological Sciences, Gifu Uni-
versity, 1-1 Yanagido, Gifu 501-1193, Japan.
e-mail: hfukushi@gifu-v.ac jp

**PRESENT ADDRESS: Laboratory of Veterinary Hygiene, Faculty of
Agriculture, Tottori University, Tottori 680-8553, Japan.

commonly found and causes mortality, genotype 3 has
rarely been found and is less pathogenic and genotypes 1
and 2 have not caused PD at all.

PsHV-1 infections have been reported in several species
of psittacine birds in many countries including the U.S.A.
[6, 9], U.K. [2], Spain [1] and South Africa [4]; however,
genetic and pathogenic information about PsHV-1 is lim-
ited. In Japan, avian herpesvirus has been detected in psitt-
acine birds by electron microscopy [15]. However, the
virological investigation has been limited. This communi-
cation describes the genetic characteristics of PsHV-1 iso-
lated from a captive galah (Eolophus roseicapillus) in
Japan. In addition, the pathogenicity of this isolate was
evaluated by experimental infections using budgerigars
(Melopsittacus undulatus), a psittacine species that is easier
to use than other bird species.

A galah died after exhibiting anorexia and diarrhea in a
bird sanctuary in Japan in 2002. Pathological and microbi-
ological examinations were performed in this study to inves-
tigate the cause of death. At necropsy, hepatomegaly and
splenomegaly were observed (data not shown). Histopatho-
logical examination revealed multifocal necrosis in the liver
and spleen (data not shown). Intranuclear inclusion bodies
were observed in hepatocytes in the liver (Fig. 1) and mac-
rophages in the spleen (data not shown). PCR was carried
out in order to detect common pathogens in psittacine birds
including herpesvirus [16], beak and feather disease
(BFDV) [17] and avian polyomavirus (APV) [7]. DNA was
extracted from 50 mg of liver and spleen samples with a
SepaGene nucleic acid extraction kit (Sanko Junyaku Co.,
Tokyo, Japan) according to the manufacturer’s instructions.
As a result, herpesviral DNA, but no DNA of other patho-
genic viruses, was detected in both the liver and spleen (data
not shown).

A primary culture of chicken embryo fibroblast (CEF)
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Fig. 1.
philic intranuclear inclusion bodies were found in the hepato-
cytes. The typical inclusion bodies are indicated by
arrowheads. Hematoxylin and eosin stain; bar=25 um.

Histological section of the liver of the galah. Eosino-

was used to isolate the herpesvirus. The monolayer was
inoculated with 10% (w/v) homogenate of liver or spleen in
cell culture medium at 37°C for 1 hr. The inoculated cul-
tures were washed twice with cell culture medium and incu-
bated at 37°C. The cultures were observed for cytopathic
effect (CPE) daily. CEF cells inoculated with the liver and
spleen samples showed a CPE 2 and 4 days after inocula-
tion, respectively. The CPE was characterized by balloon-
ing and detachment of the cells from the cell culture plate.
After three passages, the presence of herpesviral DNA in the
culture was confirmed by the PCR used above at 2 days pos-
tinoculation. The virus isolated was designated as FOY-1.

The PCR used above was broadly applicable to the detec-
tion of the DNA polymerase coding region of herpesviruses
in humans and animals [16]. Next, the PCR amplification
pattern was examined using five primer sets to investigate
further genetic characteristics of FOY-1 as described by
Tomaszewski [12]. The locations of primer sets 9F, 9R,
11F, 11R and 23F were UL19 (major capsid protein), UL21
(nucleocapsid protein), UL15 (DNA packaging protein),
UL9 (ori binding protein) and UL16, respectively. Ampli-
cons of FOY-1 were produced by using primer sets 9F, 11F
and 23F but not 9R and 11R (Fig. 2A). The RSL-1 strain
(ATCC VR-915) [3], which is a reference strain for PsHV-1
in this study, was detected with all five primer sets.
Tomaszewski et al. reported that ten patterns (PsHV-1 vari-
ants v1 to v10) were observed using these five primer sets
[12]. Although RSL-1 was classified into PsHV-1 variant 1
in this study, the pattern of FOY-1 has never been reported.
Since the 23F primer set was able to detect all PSHV-1 vari-
ants, FOY-1 was thought to be PsHV-1.

Since PCR amplification patterns of the PsHV-1 have
been reported to partly indicate the genotype [13], next, the
genotypes of FOY-1 and RSL-1 were identified. A 420-bp
fragment of the UL 16 gene was generated by PCR with the
23Ff5a/b primer set, which was used for genotyping of
PsHV-1 strains in a previous study [10], and sequenced.
Partial UL16 gene sequences of FOY-1 and RSL-1 were
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submitted to DDBJ (Accession numbers: AB510905 and
AB510906). A putative 140-amino acid sequence was com-
pared with each of the published PsHV-1 sequences shown
in Table 1. The FOY-1 amino acid sequence was closest
(99.2% identity) to that of the 1070/93 strain, which is
grouped into PsHV-1 genotype 2. The FOY-1 sequence was
79.2% homologous to that of RSL-1.

In a phylogenetic tree based on the UL16 amino acid
sequence and constructed by the UPGMA method with the
Genetyx-Mac version 15.0.1 computer software (Fig. 2B),
the PsHV-1 strains fell into four genotypes, in agreement
with the results of Tomaszewski [13]. FOY-1 belongs to
genotype 2, whereas RSL-1 belongs to genotype 4. Restric-
tion fragment length polymorphism (RFLP) analysis of the
entire viral genomic DNA with restriction endonucleases
EcoRl, Pstl and Bglll was performed to subdivide the geno-
types [8]. According to the migration profiles, 12 different
restriction patterns have been recognized [8]. FOY-1 was
classified as an FFF virus, whereas RSL-1 was classified as
an AA2A2 virus (Fig. 2B and 2C). The groups are named
on the basis of the cleavage patterns with the restriction
endonucleases EcoRl, Pstl and Bglll. For instance, the first
F of FFF and A of AA2A2 mean patterns obtained with
EcoRl, the second F and A mean Pstl, and the third F and A
mean Bg/lI [8].

The pathogenicities of FOY-1 and RSL-1 (isolated from
rosellas) were compared using budgerigars as an experimen-
tal host. All experimental infection plans were approved by
the Committee for Animal Research and Welfare of Gifu
University. Twenty-one conventional budgerigars were
divided into seven groups and kept in isolators. Before the
experiment, we checked whether the birds had been infected
with any pathogens, such as herpesvirus, BFEDV and APV,
by the PCR described above. Three groups of three budger-
igars each were orally inoculated with 0.1 m/ of the FOY-1
strain with 10¢ TCIDse/bird (Group A), 10* TCIDsy/bird
(Group B) or 10? TCIDs/bird (Group C), respectively. The
other three groups were inoculated with 0.1 m/ of the RSL-
1 strain with 106 TCIDsy/bird (Group D), 10* TCIDsy/bird
(Group E) or 10? TCIDsy/bird (Group F), respectively. The
virus titers used for inoculation were calculated by a limiting
dilution method taking into consideration the CPE as
reported in a previous study [5]. The last group was inocu-
lated with 0.1 m/ of PBS and served as the control (Group
G). The birds were observed daily for any clinical signs of
disease. At 14 days postinoculation (d.p.i.), the surviving
birds were euthanized with an intramuscular injection of
ketamine hydrochloride. Liver and spleen samples of all the
birds were collected for histopathological examination and
herpesviral DNA detection. PCR was carried out using the
five primer sets used above to confirm whether the inocu-
lated virus was detected in their tissues [12].

One bird of group A (A-1) showed piloerection at § d.p.i.,
and two birds of group D (D-1 and D-2) showed anorexia
and depression at 6 d.p.i (Table 2). No clinical signs were
observed in the other birds. At 7 or 8 d.p.i., one bird spon- .
taneously died in each RSL-1-inoculated group. The other
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A
FOY-1 RSL-1
M 9F 'OR 11F 11R 23F 9F 9R 1MF 11R 23F M
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3787194 (GGG)

SCO00 0020 (Unknown)
1070/93 (FFF)

FOY-1 (FFF)

1803/92 (BB2B2)
Genotype 2
6840/87 (BB1B1)

6899/87 (BB181)

92/0365 (Unknown)

98/0032 (Unknown)

632/96 (EEE)

SC02 0047 (Unknown)

2864/94 (DDD) Genotype 3

1622/88 (CC2C)

KS144/79 (AA1A1)
Genotype 1

SC02 0022 (Unknown)

-

8C02 0043 (Unknown)
RSL-1 (AA2A2)

132/91 (AA2A2) Genotype 4

421/80 (AA2A2)
0.01

1483/92 (AA3A3)

Genetic characteristic of the PSHV-1 FOY-1 strain. (A) PCR amplification patterns of FOY-1 and RSL-1. Primer names (9F, 9R,

H1F, 11R and 23F) according to Tomaszewski et al. are shown above each lane [12]. The M lane is a 100-bp DNA Ladder (ToYoBo,
Osaka, Japan). (B) Phylogenetic analysis of FOY-1, RSL-1 and other reference strains based on the amino acid sequence of UL16. The tree
was obtained using the UPGMA method with the Genetyx-Mac version 15.0.1 computer software. Restriction fragment length polymor-
phism (RFLP) patterns according to Schroder-Gravenduck et al. are shown in parentheses [8]. (C) RFLP patterns of FOY-1 and RSL-1
digestion with EcoRI, Psil and Bglll. Restriction patterns according to Schroder-Gravenduck et al. are shown under the photographs [8].

The M lane is a 1-kbp DNA Ladder (ToYoBo).

birds in the RSL-1-inoculated groups remained alive until
the end of the experiment. On the other hand, all the birds
in the FOY-1-inoculated groups remained alive. The over-
all mortality rate of the RSL-1-inoculated groups, i.e., total
number of dead birds in the RSL-1 groups divided by total
number of birds in the RSL-1 groups, was 33.3%, whereas
the overall mortality rate of the FOY-1 groups was 0%. The
histopathological changes in all three dead birds consisted
of typical lesions of PD as reported by other researchers [9],
such as coagulation necrosis in the liver and eosinophilic
intranuclear inclusion bodies in hepatocytes and splenic
reticular cells (data not shown). In addition, intranuclear
inclusion bodies were found in hepatocytes of the two sur-
viving birds of group D. A histopathological examination
found no lesions in the tissues of the other surviving birds.
Herpesviral DNA was detected in the liver of all the birds
inoculated with RSL-1, whereas the rates of detection of
viral DNA in the liver in the three FOY-1-inoculated groups
(A, B and C) were 33.3, 0 and 33.3%, respectively.

In conclusion, a genotype 2 strain of PsHV-1 (FOY-1)

was isolated from a captive galah that died after exhibiting
anorexia and diarrhea and was less pathogenic to budgeri-
gars than RSL-1 of genotype 4. This is the first report
regarding the classification of originally isolated PsHV-1 in
Japan and its characterization by an animal infection exper-
iment.
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Table 1. PsHV-1 strains used for sequence analysis in this study

Genotype  Virus strain Host Restriction pattern Accession no.
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Genotype as presented in Tomaszewski et al. [11] and Styles et al. [8].

Table 2.  Summary of the experimental infection design and results

. Dose . Clinical symptoms on each day postinoculation . . Detection of viral DNA
Group Vm;s (TCIDsy/ Bird Hlstolslathologlcal in tissue sample
strain = yird) -y 23 45 6 7 8 9 10 11 1213 esion Liver _ Spleen
1 - e = = =+ - - - = = — + +
A FOY-1 10° 2 - - - - - - - - = - == - - - -
3 - - e - X - - - - — — _
T - - ~
B  FOY-1 104 2 - - - = = = - = = = = = = - - -
3 — m - - e - - - - - - _
1 . - + +
C FOY-1 107 2 - - = - - - - - - - - - - - -
3 - e = - - - oo o . _ _
1 - - - - - + X + + +
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3 - - - - - - - - - - - - - - - -

A plus sign in the “Clinical symptoms on each day postinoculation” columns indicates that the bird showed clinical symptoms such as piloerec-
tion, anorexia, and depression on the indicated day. A minus sign indicates that no clinical symptoms were observed. An “X” indicates that the
bird died on the indicated day. A plus sign in the “Histopathological lession” column indicates that typical lesions of PD, such as coagulation
necrosis in the liver and eosinophilic intranuclear inclusion bodies, were observed by histological examination. A minus sign indicates that no
lesions were observed. A plus sign in the “Detection of viral DNA in tissue sample” columns indicates that the viral DNA was detected in the
tissue samples by PCR using the five set primers to confirm the inoculated virus strain. A minus sign indicates that no viral DNAs were detected.
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FUSCATA) IN RURAL JAPAN
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ABSTRACT:  Escherichia coli was isolated from wild and captive Japanese macaques (Macaca
fuscata) to investigate the risk of zoonotic infections and the prevalence of antimicrobial-resistant
Escherichia coli in the wild macaque population in Shimokita Peninsula, a rural area of Japan. We
collected 265 fresh fecal samples from wild macaques and 20 samples from captive macaques in
2005 and 2006 for E. coli isolation. The predominant isolates were characterized by serotyping,
virulence gene profiling, plasmid profiling, pulsed-field gel electrophoresis (PFGE), and microbial
sensitivity tests. In total, 248 E. coli strains were isolated from 159 fecal samples from wild
macaques, and 42 E. coli were isolated from 17 samples from captive macaques. None of the
virulence genes eae, stx, elt, and est were detected in any of the isolates. The relatedness between
wild- and captive-derived isolates was low by serotyping, PFGE, and plasmid profiling. Serotypes
O8:H6, O8:H34, 08:H42, O8:HUT, O103:H27, O103:1INM, and OUT:H27 were found in wild
macaque feces; serotypes O157:H42 and O119:H21 were recovered from captive macaques. O-
and H-serotypes of the 26 isolates were not typed by commercial typing antisera and were named
OUT and HUT, respectively. Twenty-eight isolates had no flagellar antigen, and their H-serotypes
were named HNM. Similarity of PFGE patterns between wild-derived isolates and captive-
derived isolates was <70%. No plasmid profile was shared between wild-derived and captive-
derived isolates. The prevalence of antimicrobial-resistant E. coli was 6.5% (n=62) in wild
macaques, and these isolates were resistant to cephalothin. We conclude that wild Japanese
macaques in Shimokita Peninsula were unlikely to act as a reservoir of pathogenic E. coli for
humans and that antimicrobial-resistant E. coli in wild macaques may be derived from humans.

Key words: Antimicrobial resistance, Escherichia coli, genotyping, Japanese macaque,
Macaca fuscata, zoonosis.

INTRODUCTION Shimokita Peninsula, Aomori Prefecture,

Japan, has the northernmost distribution of

Mammals are sentinels for ecosystem Japanese macaques, the northernmost non-
health because they sit at or near the top  human primate, in the world. The Shimo-
of food chains (Delahay et al, 2009). kita macaque population is isolated and
Nonhuman primates are well suited for genetically distinct from other macaque
zoonosis research because of their genetic  populations in Japan (Kawamoto et al.,
and physiologic similarities to humans 2008). This population has been conserved
(Wolfe et al., 1998). However, zoonotic as a national natural treasure and is
pathogens are sometimes transmitted classified as a locally threatened population
from humans to nonhuman primates and by Aomori Prefecture (Aomori Prefecture,
can cause population declines in threat- 2001). However, the population of ma-
ened species (Leendertz et al., 2006). Few caques in Shimokita increased from 187 in
studies have been conducted on zoonotic  the early 1970s to >1,300 in 2005 (Aomori
pathogens of Japanese macaques (Macaca Prefecture, 2008). Seventeen of 29 macaque
fuscata), the only primate indigenous to troops monitored by the local government
Japan. caused conflicts with the local people by
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damaging crops, intimidating people, and
invading homes (Aomori Prefecture, 2008).
Such direct orindirect contact between wild
macaques and humans might lead to
pathogen transmission between them.
Escherichia coli is found naturally as
intestinal microflora of many species, in-
cluding macaques and humans. Most E. coli
strains are commensal, but some are
pathogenic to humans. In particular, Shiga
toxin-producing E. coli (STEC), such as
serotype O157:H7, is one of the most
important human pathogens in industrial-
ized countries (Beutin, 2006). Although
cattle are considered to be the most
important reservoir of STEC (Caprioli et
al., 2005), wildlife such as deer are associ-
ated with STEC (Asakura et al., 1998).
The occurrence of antimicrobial resis-
tance among pathogenic and commensal
bacteria is a significant problem affecting
medical treatment of infectious diseases.
Humans (Ishikawa et al., 2005), food
animals (Asai et al., 2005), and wildlife
(Gilliver et al., 1999) may act as reservoirs
of drug-resistant bacteria through the food
chain. Antimicrobial resistance was found
to be widespread in enterobacteria from
wild rodents in England (Gilliver et al.,
1999). However, in Finland, where anti-
microbial use is much less common than
in England, antimicrobial resistance was
found to be almost absent in enterobacte-
ria from wild ungulates and voles (Oster-
blad et al., 2001). The widespread occur-
rence of antimicrobial resistance in
bacteria in wildlife populations may be
caused by environmental pollution of
antimicrobials or resistant bacteria
through human activities such as antimi-
crobial use in medicine and agriculture.
Our goals for this study were to 1)
investigate the risk of transmission of
pathogenic E. coli, especially STEC, from
wild macaques to humans; 2) investigate
the transmission of E. coli within the wild
macaque population; and 3) determine the
prevalence of antimicrobial-resistant E.
coli and estimate the extent of human
impact on the wild macaque population.
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MATERIALS AND METHODS

Study areas, macaque behavior, and fecal
sample collection

Fecal samples were collected in northwest-
ern (41°25'N, 140°50’E) and southwestern
(41°8'N, 140°49’'E) Shimokita Peninsula, Ao-
mori Prefecture, Japan (Fig. 1), in December
2005 and from October to December 2006.
Thirteen troops were surveyed: 12 troops of
wild Japanese macaques and a captive troop
kept at Wakinosawa Monkey Park (Table 1).
Troops that visit farmland seasonally or
throughout the year and forage crops were
classified as “high damage troops,” and those
that visit farmland sometimes or seasonally
and forage grass plants, grains, or vegetables
left around fields were classified as “low
damage troops.” Habituation levels of the
troops were further classified as high (troops
that do not run away from humans and pass by
humans at close range), intermediate (troops
that do not run away but keep away from
humans) and low (troops that run away from
humans). The local government attached
radiotelemetry collars to one or two macaques
in each group. Solitary males that did not
belong to any troop also were surveyed. Fresh
feces (=1 day old) on the ground were
collected during the tracking of troops. Ma-
caque troops were identified from their
telemetry information or the location in which
they were observed. Fecal samples were
stored in sterilized bags at 4 or —20 C until
isolation attempts.

Isolation and identification of E. coli

One gram of each fecal sample was incu-
bated twice in modified E. coli broth (Oxoid,
Basingstoke, Hampshire, UK) with novobiocin
(20 pg/ml) for 24 hr at 42 C for the recovery of
freeze-injured E. coli cells (Hara-Kudo et al.,
2000). The enrichment culture was selected by
the immunomagnetic separation (IMS) meth-
od with Dynabeads anti-E. coli O157 (Invitro-
gen, Carlsbad, California, USA). After IMS,
the culture was incubated 24 hr at 37 C on
CHROMagar O157 TAM plates (CHROMa-
gar, Paris, France) and Tricorol plates (EL-
MEX, Tokyo, Japan). Up to four suspected
colonies per sample were selected and iden-
tified by biochemical tests with triple sugar
iron medium (Eiken, Tokyo, Japan); lysine,
indole, motility medium (Eiken); VP semisolid
medium (Eiken); and Simmon’s citrate agar
(Eiken). Confirmed E. coli isolates were
serotyped by agglutination tests with E. coli
antisera “Seiken” (Denka-Seiken, Tokyo, Ja-
pan) following the manufacturer’s instructions.
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Aomori Prefecture

{ Wakinosawa
| Monkey Park |
ATl (captive)
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AB7 A2-85
A2-84

‘South-western area.

Ficure 1. Study site and the locations of Japa-
nese macaque (Macaca fuscata) troops studied for
antibiotic resistant Escherichia coli strains. (A)
Location of Aomori Prefecture (shaded) and Shimo-
kita Peninsula. (B) Total habitat (shaded) of wild
macaque troops surveyed in this study (Aomori
Prefecture, 2004; Matsubara, 2006), showing Wali-
nosawa Monkey Park and approximate locations of
each surveyed troop. Habitats of neighboring troops
overlapped in marginal regions. Fecal samples of
solitary males were collected in Wakinosawa
Monkey Park.

Genotyping of E. coli

PCR for the virulence genes for intimin
(eae), Shiga toxin (stx), LT (elt), and ST (est)
was performed on isolates for which serotypes
had been determined. DNA extracted with a
DNeasy™ Tissue Kit (QIAGEN, Hilden,
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TapLE 1. Human-maoaque (Macaca fusoam)
interactions in Aomori Prefecture, Japan (2005-
20086).

) Damage Habituation
Area® Troop level level
NW Ml1c® H L

Ar2°¢ H 1
Y1¢© H 1
Y2°© H 1
M2c® L L
Z1 L L
Z2a° H 1
Z2b° H I
Z2¢ H L
SwW A2-84°¢ H H
A2-85° H H
A87° L H

2 NW = northwest; SW = southwest.

by o= high; L = low; I = intermediate.

¢ One or two individuals in the troop carried radiotelem- .
etry transmitters.

Germany), or boiled enrichment culture was
used as templates. Oligonucleotide primers
(Table 2) for PCR were as follows: SK1, SK2
for eae (Oswald et al., 2000), Vtcom-u, Vtcom-
d for stx (Yamasaki et al., 1996), LT, LTy for
elt (Toma et al., 2003), and AL65, AL125¢ for
est (Toma et al., 2003). PCR was performed
under the following conditions: initial dena-
turation for 5 min at 94 C, 30 cycles of 1 min at
94 C, 1 min at 55 C, 1 min at 72 C, and a final
extension step of 7 min at 72 C. PCR
amplicons were electrophoresed on 2% Sea-
Kem GTG agarose gel (Takara, Otsu, Shiga,
Japan) in 1X TAE buffer.

Plasmids were extracted using the methods
of Kado and Liu (1981). Extracted plasmid
DNA was electrophoresed on 0.8% PFC
agarose gel (Bio-Rad Laboratories, Hercules,
California, USA) in 1X TBE buffer with a
Subcell 192 system (Bio-Rad Laboratories) for
120 min at 100 V.

Pulsed-field gel electrophoresis (PFGE) was
performed on dominant isolates. Escherichia
coli cells in L-broth were suspended in 150 pl
of 1X TE buffer (10 mM Tris [pH 8.0] and
1 mM EDTA [pH 8.0]). They were mixed with
150 pl of 1.2% Certified Megabase agarose
(Bio-Rad Laboratories) and solidified with a
0.7-mm plug mold (Bio-Rad Laboratories).
Plugs were incubated in 2 ml of lysis buffer
(0.5 M EDTA [pH 8.0] and lysozyme [3 mg/
ml]) for 6-18 hr at 37 C. After lysis, plugs were
incubated in 1 ml of proteinase K buffer
(0.5 mM EDTA [pH 8.0], proteinase K [1 mg/
ml], and 1% [wt/vol] N-lauroylsarcosine) for
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Sequences of primers used to detect the virulence genes for Escherichia coli from macaques

(Macaca fuscata) in Aomori Prefecture, Japan (2005-2006).

Primer Sequence Target gene Size (bp)
SK1 5"-CCCGAATTCGGCACAAGCATAAGC-3’ eae 881
SK2 5'-CCCGGATCCGTCTCGCCAGTATTCG-3’

VTcom-u 5'-GAGCGAAATAATTTATATGTG-3' stx 518
VTcom-d 5 -TGATGATGGCAATTCAGTAT-3’

LTy 5-TCTCTATGTGCATACGGAGC-3’ elt 322
LTg 5 -CCATACTGATTGCCGCAAT-3'

ALG65 5"-TTAATAGCACCCGGTACAAGCAGG-3’ est 147
AL125¢* 5'-TTAATAGCACCCGGTACAAGCAGG-3'

* We altered the sequences of the primer from that of AL125 reported by Toma et al. (2003).

1224 hr at 55 C. Proteinase K was inactivated
with 1 ml of Pefabloc solution (10 mM Tris-
HCI [pH 8.0], 1 mM EDTA [pH 8.0], and
2 mM Pefabloc) for 30 min at room temper-
ature. After washing and equilibration, DNA
digestion was performed with Xbal (25 U per
sample). PFGE was performed on 1% PFC
agarose gel (Bio-Rad Laboratories) in 0.5X%
TBE buffer containing 100 uM thiourea
(Liesegang and Tschape, 2002) with CHEF-
DR II (Bio-Rad Laboratories). The electro-
phoretic profile was converted into a TIFF file
with Foto/EclipsTM (Fotodyne, Hartland, Wis-
consin, USA) and stored in the database with
BioNumerics® version 3.0 (AppliedMath, Sint-
Martens Latem, Belgium). The similarity
among isolates was compared with the un-
weighted pair-group method with aritbmetic
mean with a tolerance of 1.5%. The E. coli
isolates were identified from their PFGE
profiles according to Tenover et al. (1995).

Screening for antimicrobial resistance of E. coli

Disc diffusion and agar dilution methods
(Japanese Society of Antimicrobials for Ani-
mals, 2004) were performed to determine
microbial sensitivity according to Clinical and
Laboratory Standards Institute (CLSI, Wayne,
Pennsylvania, USA). Disc diffusion method
was performed with BD Sensi-Disc (BD
Biosciences, Franklin Lakes, New Jersey,
USA). Tested antimicrobials were ampicillin
(ABPC, 10 pg), penicillin G (10 units),
kanamycin (30 pg), gentamycin (10 pg), strep-
tomycin (SM, 10 pg), erythromycin (15 ng),
tetracycline (30 ug), chloramphenicol (30 ng),
colistin (10 ug), fosfomycin (50 pg), vancomy-
cin (30 ng), cefazolin (30 pg), cephalothin
(CET, 30 pg), cefmetazole (30 pg), cefotiam
(30 pg), cefoperazon (75 ng), latamoxef
sodium (30 ug), cefotaxime (30 pg), nalidixic
acid (30 pg), norfloxacin (10 ng), ofloxacin
(5 ug), ciprofloxacin (5 pg), sulfamethoxazole-

trimethoprim (23.75/1.25 pg), and sulfamethi-
zole (250 pg). Each isolate was classified as
susceptible, intermediate, or resistant, de-
pending on the growth inhibition diameter.
Minimum inhibitory concentration of suspect-
ed resistant isolates were determined by the
agar dilution method with Mueller-Hinton
agar (Nissui, Tokyo, Japan) according to the
recommendations of CLSI. In brief, suspected
resistant isolates were cultured in 1 ml of
Mueller-Hinton broth (Difco, Detroit, Michi-
gan, USA) for 2-6 hr at 35 C to match the
turbidity of a 0.5 McFarland standard. A 10-
fold dilution of cultures was inoculated into
Mueller-Hinton agars (Nissui) containing an-
timicrobials with a microplanter. Resistance to
each antimicrobial was determined according
to the interpretative breakpoints defined by
CLSI (Table 3).

Statistical analysis

The prevalence of antimicrobial resistant E.
coli isolates from wild macaques was com-
pared with that of captive macaques by
Fisher’s exact test. Differences were consid-
ered significant at P<<0.05. Statistical analysis
was performed using Excel 2007 (Microsoft,
Redmond, Washington, USA) with the add-in
software Statcel 2 (Yanai, 2004).

RESULTS
Escherichia coli isolates

Escherichia coli was detected in 159 of
265 fecal samples (60%) from wild ma-
caques and in 17 of 20 samples (85%)
from captive macaques. In total, 290
strains (248 from wild macaques and 42
from captive macaques) were isolated
(Table 4). Six serotypes were identified
in the isolates in 2005 and 33 strains of
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Tasie 3. Concentrations of antimicrobials and interpretative breakpoints for antimicrobial resistance testing
of Escherichia coli strains recovered from macaques (Macaca fuscata) in Aomori Prefecture, Japan (2005—

2006).
MIC® breakpoint (pg/ml)
Antimicrobial® Concentration® ( pg/ml) S ) 1 R
ABPC 0.0625-512 =8 16 =32
CET 0.0625-512 =8 16 =32
SM 0.0625-512 =8 16 =32

# ABPC = ampicillin; CET = cephalothin; SM = streptomycin.

" In Mueller-Hinton agar.
® MIC = minimum inhibitory concentration.

four serotypes (0O8:H34, O8:H42,
O8:HUT, and O157:H42) were genotyped
by PFGE and plasmid profiles. O- and H-
serotypes of the 26 isolates were not typed
by the above-mentioned typing antisera
and were named OUT and HUT, respec-
tively. Nineteen serotypes were identified
in isolates from 2006 and 75 strains of six
serotypes (O8:H6, O8:HUT, O103:H27,
O103:HNM, OUT:H27, and O119:H21)
were genotyped by PFGE and plasmid
profiles. Twenty-eight isolates had no
flagellar antigen, and their H-serotypes
were named HNM. None of the virulence
genes examined (eae, est, elt, and stx) were
detected in the isolates. The isolates were
classified into 15 clusters based on the
PFGE patterns (Fig. 2). The isolates in
each cluster had at least 80% similarity.
Seventeen plasmid profiles were observed
and named as types a—q (Table 5).

Distribution of serotypes and genetic similarity

Serotype OS8 strains were isolated from
numerous wild macaque troops in 2005
and 2006 but not from any captive

macaques (Fig. 3). Serotype O8 strains
consisted of eight clusters (clusters 3 and
8-14; Fig. 2). All isolates of serotype
O103:H27 were classified into cluster 2
(Fig. 2), and seven of 12 isolates had
identical plasmid profiles (Fig. 2).

The relatedness between E. coli isolates
from wild macaques and captive macaques
was low by serotyping, PFGE, and plas-
mid profiling. Serotype O157:H42 and
O119:H21 strains were isolated from
captive macaques in 2005 and 2006,
respectively (Fig. 3). Serotype O157:H42
strains had four unique PFGE patterns,
and their similarity to wild-derived isolates
was <50% (Fig. 2). Serotype O119:H21
strains had a single PFGE pattern, and
their similarity to wild-derived isolates was
<70% (Fig. 2). No plasmid profile was
shared between wild- and captive-derived
isolates (Fig. 2).

Antimicrobial resistance

Microbial sensitivity tests were conduct-
ed on 33 isolates from 27 fecal samples in
2005 and on 50 isolates from 44 fecal

TasLe 4. Numbers of fecal samples collected and numbers of Escherichia coli isolates obtained from
Japanese macaques (Macaca fuscata) in Aomori Prefecture, Japan (2005-2006).

No. fecal samples

No. E. coli isolates

Area 2005 2006 Total ) 2005 2006 Total
Northwestern 36 98 154 57 93 150
Southwestern 35 76 111 12 86 98
Captive 9 11 20 32 10 42
Total 100 185 285 101 189 290
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Ficure 2. Dendrogram of pulsed-field gel electrophoresis patterns of Escherichia coli isolates from Japanese
macaques (Macaca fuscata) sampled in Shimokita Peninsula Aomori Prefecture, Japan (2005-2006). Similarity index
scale at top left. (a) Strains beginning with S or T isolated in 2005; strains beginning with U isolated in 2006. (b) UT =
untypable; NM = nonmotile. (¢) NW = northwest; SW = southwest. (d) Solitary = solitary males not belonging to
any troop; Z2¢? = likely to be Z2¢ troop; Z1 or Z2¢ = troop may have been Z1 or Z2¢c; P = unknown troop.
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TasLe 5. Plasmid types from Escherichia coli
isolates from Japanese macaques (Macaca fuscata)
in Shimokita Peninsula, Aomori Prefecture,
Japan (2005-20086).

Plasmid type Size* (kbp) '

186

143, 88, 52
173, 52
143, 68, 52
143, 68
143, 88, 68, 52
101

148, 75, 53
143, 75

33

101, 44
101, 53
101, 53, 44
101, 75, 44
101, 75, 53
53,3

No plasmid

LT OB g TR DR O L0 O

* Plasmid sizes were estimated from the migration
distances of each band.

samples in 2006. Fifty-eight isolates were
resistant to antimicrobials by disc diffusion
(17 to CET, 13 to ABPC, 27 to CET and
ABPC and one to SM). Minimum inhib-
itory concentrations to ABPC, CET and
SM of these 58 isolates were determined
by agar dilution (Japanese Society of
Antimicrobials for Animals, 2004). The
concentration of each antimicrobial in
agar was 0.0625-512 pg/ml. Four isolates
(U20, U38, U44, and U61) were resistant
to CET. These four isolates came from
four troops from the northwestern site in
2006. The prevalence of resistant E. coli
was 6.5% in wild macaques (n=62) and
0% in captive animals (n=9), but the
difference was not significant (Fisher’s
exact test, P=0.57; n=71).

DISCUSSION

We isolated no pathogenic E. coli
strains from wild Japanese macaques.
Wild macaques are unlikely to act as
reservoirs of pathogenic E. coli. However,
genomic similarity has been observed
between enteropathogenic E. coli (EPEC)
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from humans and monkeys, and monkeys
were suspected as a reservoir of EPEC in
Brazil (Carvalho et al., 2007). Therefore, it
is important to continue monitoring for
pathogenic E. coli among wild macaques,
especially where they coexist with humans.

Phenotyping and genotyping revealed
that wild macaques of more than one
troop carried genetically similar E. coli
strains. Some troops with similar isolates
were in adjacent areas, but some were in
separate areas. It is possible that the
common strains among wild macaques in
our surveyed area are specifically adapted
to the internal environment of these
animals. The fecal microflora of wild
Japanese macaques in snowy areas was
different from that of captive macaques,
possibly because of the bark-eating habits
of the wild macaques (Benno et al., 1987).
In our study site, wild macaques mainly
fed on dormant buds and bark in winter
(Nakayama et al., 1999). Serotype O8, the
most frequent serotype in wild macaques,
was not isolated from captive macaques,
suggesting that serotype OS8 strains may be
adapted to the internal environment of
bark-eating wild macaques.

Another possibility for the similarity of
E. coli isolates is the transmission of E.
coli. Some strains, such as serotypes
0103:H27, O103:HNM, and OUT:H27,
were isolated from wild macaques of
particular troops. Those isolates had high
genetic similarities in PFGE and plasmid
profiles (Fig. 2). Most macaque troops
carrying those isolates lived in adjacent
areas, suggesting that ‘genetically close
strains may be spread in this subset of
the Shimokita macaque population. Per-
haps other wild animals spread these
isolates or the isolates spread environmen-
tally. To examine E. coli transmission in
the wild macaque population, comprehen-
sive analysis of E. coli not only from wild
macaques but also from other wild animals
and soil in the same area is needed.

Antimicrobial-resistant bacteria among
wild animals are thought to be derived
from humans or domestic animals through



