[fth 55 F R 3m 3 (FT B A First Author) )

BREICE T OHEFRTA SRE ShI#iE+ A
T4V AGI.P21-GI. 122\ T

TR AN A BRI A ST T
IFEZE, EHSCE, LT EdH
R s, PUEEA
SEIRYYEMFFERTY AV AR R
Doan Hai Yen 7 [LIfnZ
NRYYEMT R TR GYEE e 2 — R

YL E 2 O E R R Ch D /a7 A /L A (NoV)IE,
BB RSHT ) DHR AN LD LV Bk H 81 %
MDIRL, MR TCH SRR A T A Z L CD. RRLS,
IT4E, ORF1& ORF2 ™ junction fEl Tt % &
FLZ U2 B BEROFATRME S T0D. BRI T,
20004F LARER &5 D /D 70273 7= NoV GlI.1 75 2008/2009
= RAZE BRI NT=Z 0D, RSz Gl
DUNTH T AN 54T o 7=

20084F 10 H ~20094F 9 H |2, JEYER A Bhim g4
D/INFEREE MR S CRR IS I Y B B R R
FHAE 337 RIEE W TREEZERLI-EZA, NoV 23
102 Bl icb Z<ttisi, £DH5H Gl A3 96 il & KER 5y
Z Tz, 5T 20084 11 A ~20094F 2 H O[T
7L B LS TEY, 2055 Gl 28 3141, GIl.1
N 24 Bl TH-o7-. Gl DZDLHIREE O,
1999/2000 — A LUK 104E[ TRRD S, 2008/09
T R AN RIS T & B 2 b,

GILL I ES I 24FRI2OUVT ORF20> N/S gl
WHEANZ A AL b — 7 2 ZRIZ RV EL TR
BHENTL T2 A, T XCR—I A% —%TE L,
B OFE [FIPEITE 98.9~100% TilTitx Th-o7c. IRIZZDH
HO 18 BRIZHOUWT ORFLDARY AT — P75 ORF2
@ N/S fEIA TR L CHE RS2 E L, s AR %
IToT R, 18 kT X TTRYAZT— B GILP2],
N/S FHIEAS GILL DFATTANATHAHZ LM LIS
N, &1, ZNHDRRIZ W TR AT — Bk 0 &
BT aATO &, HEERCSI ORI RN 99.4% ~100%
T, NISFIRERIBRICIE R ISk ChoTz.

FIZZDH9H0D 1 FR(EH-42/2009 FR)IZ DU TR HEAY;
=y — (374 MiSeq) (NGSYe VLT 1L
AD AR RN AT > 75 F, ORF1 2% Norovirus GlI/
Hu/JP/2007/11.21_GlI21/Kawasaki/YO284(KJ196284:
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FABLFNZ B TEWFETEITE(94.5%) %27~ L, GILP21 &
Holbiltikx Cho7-—J, ORF2 e (Y ORF3(Z, &5 1
T GILP1-GIl.1 D FETH D Hawaii/71/US (U07611)
@ ORF2 ORF3 LiIfx Ch-o7=. ZNHDRERIZID,
EH-42/2009%1 1815 A7 NoV GII.P21- GIL.1EE %5
ni-.

ZOFHF AT T AN AO HB S A TIZBE 5L C
WeEEZ BT, ARIORERIL, 1ERIThbhvT&z
ORF2 N/SiEIk O Hf H | 2 S <EAn RRI 72 1) Cre
<, ORF1 ARV A7 — R4 & To L&A O 57 KR
HECTHHIEEZRL TN,

JRIFS ARG S Vol.38.1,9-10(2017)

FIRRICH T HERRRAD D O EEZE M /MR
DIEIREE (SFTS) 4 L RAEEFDIR

IR RN R BRI E AT
O, ILTEE, KA, METHA

FEAME L MRIBAERE (SFTS 1, 20092 A2
[ECHID CHETBS A= T2 =N PEEYSE T 5. 4
[], 20134 3 H ~20154 3 H D H1Z, SFTSA SR Y
AR ASIUTZ 52 Bl2OUNT, SFTSY A /L A L1
D 2 FROT T A~ —y ORI OV TRETE
ITole. ZORER, 1THEIDE, LEIAHIERE CTh-oT-.
B 17 BilFR 16 31123, FED S 6 B H ECTITEISI- R
K Too7-Zinn, BIGFRAEZITOER, BE#BITR
6 HLINICEHI T DZENEE THHEEZ L. NP {8
WA R R 7 T A~ — kv OB IHERT, 7
TA~—tv 13 77.8% A4BI18HI), 7 FA~—t&h 2
3 94.8)0 (17 5118 f51]) THY, 7' F7A~—Tkvh 2 DFRHE
DEioTe. 774~—tyh 2DHTHRESNE 3FNTD
WTC, 774~ —tv 1D NP-1IFF I~ —FEE TN DR
HPFNEARITLI=EZA, 1T 3 Kiian o 6 2 HDONLE
(A—C) |2 LRI AT GRS =, 20128, 774
~—LE DNA DOIA~ T LD HEMERNR O T SR
HHOEER) DNA 23072 > M AVERIZ IR HHERAME T
L7= ATHEMEDN B 2 Hiv7-. NP gl (420bp o Akt 2
IToT- AR, BRRN TRIHSIRIE, AAREN TR
ENTRREFIC I T A —IZB/ L, FERREIRID S T A5 —
ZIERLLT- 2800, AARIZIZ A5 SFTSYA /L ADMFE
L, JSZATHE Ll TUVAZ EAVRIBS -,

EERAE Vol.65: 275-281(2016)



E

REEMLTL51E5
~ P REFFAEIC K DRIADEIF ~

SR SR E BRI TR T
B ORE, REAM, ARikd
FE A, WEEA

MEFRIE, TEYYE D PR & OUEYYE DB T3 5=
PRI DIEE (LUF, BYYEE) N2\ CH R YYE
IR BIZED BTV, T4, 2EICHERD
JEHAEIEL QDI END, BRI DI B[O
FRNT AT WO ARE ORI E I L= O THE 5. fidxt
4:0%, 20064F 1 H 1 H~20164F 10 4 16 HOMIZ, 4
[T Hodh-7- 14265 A (4% 10588 A, Lot 3677
N), BEECEHO®H-7- 58 N (B 48 A, &t 10
N) ThDH. EEORPUL, FRHES, KBUF, Erb,
Z)NI, FB IR SDOHE N L, KD 60% (8609 A
114265 \) % 6O 7z. i HRF ORI LA iz i+ 5 &,
BYETIE 20 mEACLL LD E TR TER R 1
B, T, SEAEEDSHEINL, oMkl 2058 o FHBHAE
w1, SHEEOHEINNIEE Cho7z. BRI
1%, 20164 BE R S)S 18 AL72D, 20154FE 6 AD 3
Ll >TCn%. JmtHSNoRA Ll E ki 358, B
POV RHBRE M T CJm S5 20584825 5075
R, ZMECIX R IBEM R DY Cmtshs 20 miko
EE NS o7z, BEFIZHBWT, 201645 10 H 16 HE
TOEMBHBEERAT, £EERRE, BYEED T
STz 1999 FE LU S L > TCVA. R IR A /E
HREDOTTLE, FHIBRENE TS I WIS KREE Cho7=2k
D5, G HIERDSHDE A I, Kf07enabic
PN =R P A ST TWHIEN, Wby hno5E
RID—2LEZ BV, D18, YT itz ik
U7 IS 7R RS TR BN NS ChHEB 2 5.

DU EA SRR AR S MRS 62: 123-126(2017)
Revision of Cyclocaccus Sharp (Coleoptera: Nitidulidae:
Nitidulinae)

Sadatomo Hisamatsu, Victoria M. Bayless & Christoh
Carlton

Cyclocaccus Sharp is a Neotropical genus comprising
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three previously described species from Central riaae
We recognize three species-groups within the genus,
redescribe previously described species, and desd?
new species, bringing the total to 15 species lisafothe
Cyclocaccus laeticulus species group include€. cline
Hisamatsu, C. laeticulus Sharp, 1891,C. speciosus
Hisamatsu,C. monticola Sharp, 1891,C. cosaricenss
Hisamatsu, C. maculatus Hisamatsu, andC. epakros
Hisamatsu; the Cyclocaccus brevicollis species-group
1891, C. oenorubens
and the

Cyclocaccus morulus species group includeS. lescheni

includes C. brevicallis Sharp,
Hisamatsu, andC. pantherinus Hisamatsu;

HisamatsuC. stonyx HisamatsuC. morulus Hisamatsug.
smileyeyes Hisamatsu, an@. intermediatus Hisamatsu. All
species are described or redescribed. Dorsal bahiages,
illustrations of male and female genitalia, and epth
important diagnostic characters are provided fos@dcies.
A key for identification of species groups and $geds
included.

The Coleopterists Bulletin, 70(4): 825-870 (2016)

PEFINLUICEEIXRAX T O BREEH

Bl T EBR BT ARER, A E

TR R AR IRELE
L 5 et KRR

ATV ANLUE, AN O B ARE-HOM, i#§E, H
[E, BERE, HERSCA =AY T XIZH AL AT
BESFFHANDL RO NLL ThD, KFEORENL, 7
HNFRDOFau BT IR X ) H, = VaAT VB
L, IYNFROX T 7R msi s UMK,
1950, Kt - TEIR, 1994 Reid & Beatson, 2015 ZE& 50D
IHR EE/KIE, 2O OERREIZLDIA AT F (I
FRD ~OBRELZZIRBENTHGRLIZOT, Hilc/sRE
DFeERELU TSI 5. SXATFIIAIN (BERLLPE), U
[, SuMZorAn 3 % B ARE AR OKAERY T UK,
2002 EE Y R, 2014, BREEEL R T —4 T v
Mt N FEH (VU) (BREEE H IREREE R B A= A A D Fe
e, 2019, FAEIRL YR —27 7 asfati 1A
¥ (CR) (iRl 2, 2014 2778k, BRI
FEEAT VBB L CSRBICRESIL TN,

SAYABANE, New Series (24):56(2016)



BERDTFRAB @V F2IB)ED 2

Bl AT R BR BT DHRTERE

AKRIZHET D7 F 28 (@vF 2y B) Ofifaiz 4 6
RO TITH. A ENTHE#H 2 [FIH &L T, EZX 7T F A
AHEDIG, EIRI X AL BT AT H L F AL
g, T ALTH X AR, T AR Off
AT,

BHEHSR, 51(5):26-28(2016)

BARDTFRAB QI F27E)ED 3

T VRNT AT AR BRI SR T DAATER
ARIZET D7 X 2AAF (@ TF2U B) OffRia 4 6
[BIOHEHL TITH. AlEldEfk 3 BEELT, 747 F R
AR, 27 F v~ VT F AR O ELT.
BHEASR, 51(12)24-26(2016)

BARDTOFRAE(QOFavB)ZED 4
T VRNST AR BRI SR T YN
AKRIZHET D7 F 2B (@vF oy B) Ofifaiz 4 6
[FlDEHCITH. AEILE#R 4 [FIHELT, F370FR
AR, FET LT ALMBOMRETT).
BHEASR, 52(1):25-27(2016)
BARDTOFRAE(QOFavB)ZED S5
T VRST R AR BRI SR T DHRTER
AKRIZHET D7 F 2B (@UF 2y B) Ofifaiz 4 6
RO TITH. AT 5 FIHELT, %A,

B OfFAEAT).
BHEHSR, 52(4):23-26(2017)

[(HEDEIZETAUN I THAMNEERDL
RIDBAN

Bl ST EBR BT DHRTERE
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2015 4R A AR b X DEHATAEW - IR IR Ok
VARNE, BIRBRL YR T =27 v IBEICIED, R
D AEHRONEL AR - BB kA4 HRELT, 2010
FEPLAHEMRD I =T A NTHD. Ky =7 ANT,
FIRRL YR T —2 7 vV WETHTZ0, EEBRHR B O
AT - E Y TR T T ENE T DR S LT
A= 7P ANTIE, BIEETICRANDERS T
90 FEDO R 7R B EBFEDYAR, BN TORFE /AR & Y
FAMENEBEL O, DAL ORAEERERIT,
201146 H 27 HETIZ, 1) AHH TITo72 RN HIC
D7 4—/VRFHE (AL - Sh iU OSPHE% O , 2) i3
% 100 RIS SCHRFHA (2 L AR08k DI EE, 3) Hithy
A HWFEE LRI TRVt ), LT 4) BRN%
HDBFZE S 3% I e S CO DA AR | 5T —#
24977 % HICF — X X — %L, GIS V7|
(INSBASE: B HulF#ALENF7E4s) 22 IV TIERIL -, £
7o, Ry =7 H AT IR EZRE LT, RNORR
H O AR B T D15 IR A I O T T2, AT =T
PAML, LyRTF =7 oI BT D ROINES
Tl R EEARDAED 570 R AR AR o7z, 2
B EBRELE_N—V R 8B F 0 —D T
H5. F1=, web XEVERR AT, B/~ CHE 4L
T AT TR AREELRIRHIEELZ. BIEET
(IR SRS LTS Q0 Fl T 87 FD A RE B EL )N AT
EHNTNS.

Japanese Journal of Entomology (New Series), 19(2):

63-65(2016)
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[fhEERRHI(FTE N First Author LL4}) ] Molecular evolution of the capsid gene in human
norovirus genogroup 1L

Unusual presentation of a severely ill patient having
severe fever with thrombocytopenia syndrome: a case Kobayashi M, Matsushima Y, Motoya T, Sakon N,
Shigemoto N, Okamoto-Nakagawa R, Nishimura K,
Yamashita Y, Kuroda M, Saruki N, Ryo A, Saraya Trita

Kaneko M, Maruta M, Shikata H, Asou K, Shinomiya H, Y, Shirabe K, Ishikawa M, Takahashi T, Shinomiya H,

report.

Suzuki T, Hasegawa H, Shimojima M, Saijo M. Okabe N, Nagasawa K, Suzuki Y, Katayama K, Kimura H

Severe fever with thrombocytopenia syndrome is an Capsid protein of norovirus genogroup Il (Gll) day
emerging infectious disease caused by a novel pVikels crucial roles in host infection. Although studies capsid
belonging to the family Bunyaviridate. Emergence of gene evolution have been conducted for a few gpastyf

encephalitis/fencephalopathy during severe feverh wit norovirus, the molecular evolution of norovirus @&Inot

thrombocytopenia syndrome progression has

identified as a major risk factor associated withpaor

beenvell understood. Here we report the molecular diaiuof

all Gll genotypes, using various bioinformaticshieiques.

prognosis. A 56-year-old Japanese man presented withThe time-scaled phylogenetic tree showed that thsept

fever and diarrhea, followed dysarthria.

by
Diffusion-weighted =~ magnetic  resonance

demonstrated high signal intensity in the splenafnthe

imaging

corpus callosum. The severe fever with thrombo@rap
syndrome virus genome was detected in our patigrisn,
and the clinical course was characterized by caity
stupor, and hemorrhagic manifestations, with digsated
intravascular coagulation and
lymphohistiocytosis. Supportive therapy not inchgfi
led

improvement of the clinical and laboratory findingsd

administration of corticosteroids to gradual

magnetic resonance imaging demonstrated resolotitire
The
thrombocytopenia syndrome viral copy number, whiels

splenial lesion. serum severe fever

determined with the quantitative reverse-transomipt
polymerase chain reaction, rapidly decreased despé
severe clinical course. Our patient's overall dionli
improved, allowing him to be eventually discharged.
Patients with encephalitis/encephalopathy due twerse
fever with thrombocytopenia syndrome virus infetctioay
have a favorable outcome, even if they exhibit réple
lesions and a severe clinical course; monitorireg sbrum
viral load may be of value for prediction of out@mand
potentially enables the avoidance of corticostaroid
intentionally cause opportunistic infection.

J Med Case Rep. 11(1):27(2017)
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with

Gll strains diverged from GIV around 1630CE at ghhi
evolutionary rate (around 10(-3) substitutionsfgéar),
resulting in three lineages. The Gll capsid gere: lhege
pairwise distances (maximur®.39). The effective
population sizes of the present Gll strains wengela
(>10(2)) for about 400 years. Positive (20) andatieg

(over 450) selection sites were estimated. More®ane

hemophagocyticlinear and conformational B-cell epitopes were tbimthe

deduced GlI capsid protein. These results suggehbtgd
norovirus GlI strains rapidly evolved with high digence
and adaptation to humans.

Sci Rep. 6:29400(2016)

Predicting genotype compositions in norovirus seasons

in Japan.

Suzuki Y, Doan YH, Kimura H, Shinomiya H, Shirabe K
Katayama K.

Noroviruses cause acute gastroenteritis. Sinceipteult
genotypes of norovirus co-circulate in humans, ghan
the genotype composition and eluding host immunity,
development of a polyvalent vaccine against nousvin
which the genotypes of vaccine strains match thprma
strains in circulation in the target season is rdbfa.
However, this would require prediction of changeghe
genotype composition of circulating strains. Adgs model



that predicts the proportion of a strain in thetr@eason RVCs appeared to be distinct from animal RVCs. Agnon
from that in the current season has been develfped human RVCs, three lineage constellations had pgeldn
influenza A virus. Here, such a fithess model thkés into  circulation. The genetic background of the Far Besan
account the fitness effect of herd immunity wasduse  RVC was distinguished from Indian-Bangladeshi RWC a
predict genotype compositions in norovirus seaswons reported earlier. However, we found one Japanese iRV
Japan. In the current study, a model that assurdeslme 2012 that carried the genetic background of
in the magnitude of cross immunity between noraviru Indian-Bangladeshi RVC, whereas the remaining seven
strains according to an increase in the divergarficthe  Japanese RVCs carried the typical genetic backdradin
major antigenic protein VP1 was found to be appatr Far East Asian RVC. This is the first report of the
for predicting genotype composition. Although itlifficult Indian-Bangladeshi RVC in Japan. With that obsérmat
to predict the proportions of genotypes accurattlg  and the reassortment event of human RVCs in Hungary
model is effective in predicting the direction dfanige in  study indicates that the RVCs are spreading froeregion
the proportions of genotypes. The model predictet t to another.
GIL.3 and GIl.4 may contract, whereas GII.17 mayaad Infect Genet Evol. 41:160-173( 2016)
and predominate in the 2015-2016 season. The prezet
predicting genotype compositions in norovirus Seaso
described in the present study has been impleméntbe Severe Fever with Thrombocytopenia Syndrome Virus
norovirus forecasting system (NOROCAST). Antigen Detection Using Monoclonal Antibodies to the
Microbiol Immunol. 60(6):418-26(2016) Nucleocapsid Protein.

Fukuma A, Fukushi S, Yoshikawa T, Tani H, Tanigushi
Genetic analysis of human rotavirus C: The appearance Kurosu T, Egawa K, Suda Y, Singh H, Nomachi T,
of Indian—Bangladeshi strain in Far East Asian Gokuden M, Ando K, Kida K, Kan M, Kato N, Yoshikawa
countries. A, Kitamoto H, Sato Y, Suzuki T, Hasegawa H, Movika

S, Shimojima M, Saijo M.
Doan YH, Haga K, Fujimoto A, Fujii Y, Takai-Todalkd,
Oka T, Kimura H, Yoshizumi S, Shigemoto N, BACKGROUND: Severe fever with thrombocytopenia
Okamoto-Nakagawa R, Shirabe K, Shinomiya H, Sakon Nsyndrome (SFTS) is a tick-borne infectious disesite a
Katayama K. high case fatality rate, and is caused by the SWH%

(SFTSV). SFTS is endemic to China, South Korea, and

Rotaviruses C (RVCs) circulate worldwide as anremte Japan. The viral RNA level in sera of patients V8#TS is

pathogen in both humans and animals. Most studigeio known to be strongly associated with outcomes.lajioal
genetic diversity focus on the VP7 and VP4 genestHie =~ SFTS diagnosis with high sensitivity and specificitre
complete genomes of 18 human RVCs have been dedcrib required in disease endemic areas.
in independent studies. The genetic backgroundef-ar METHODOLOGY/PRINCIPAL  FINDINGS: We
East Asian RVCs is different than other human R#@s  generated novel monoclonal antibodies (MAbs) agdiies
were found in India and Bangladesh. Recently, a RVCSFTSV nucleocapsid (N) protein and developed avgahd
detected in 2010 in South Korea had genetic backgro antigen (Ag)-capture enzyme-linked immunosorbesays
similar to the Indian-Bangladeshi RVCs. This studgs  (ELISA) for the detection of N protein of SFTSV ngi
undertaken to determine the whole genome of eighMAb and polyclonal antibody as capture and detactio
Japanese RVCs detected in 2005-2012, and to compaantibodies, respectively. The Ag-capture system was
them with other human and animal global RVCs tdebet Capable of detecting at least 350-1220 TCID50410gell

understand the genetic background of contemporary F from the culture supernatants of various SFTS\irstrd he

East Asian RVC. By phylogenetic analysis, the humar€fficacy of the Ag-capture ELISA in SFTS diagnosias

_38_



evaluated using serum samples collected from patien [ZF&=F 3 (FT B HS First Author) ]

suspected of having SFTS in Japan. All 24 serunplesm

(100%) containing high copy numbers of viral RNAG@  ZIEE(ZH(F5 SFTS ~ORYHEA ~FHICHEHE
copies/ml) showed a positive reaction in the Agieap  [ZDULVT

ELISA, whereas 12 out of 15 serum samples (80%)

containing low copy numbers of viral RNA (<10 BpULsSrfi A= BREsrsemr

copies/ml) showed a negative reaction in the Aderap OWEN, AR, (ITFEZE, #HHICGE
ELISA. Among these Ag-capture ELISA-negative 12 N Ep I, KA, & s
samples, 9 (75%) were positive for IgG antibodigairast

SFTSV. 20134 1 A LZIE (1 A B THIO ThERBS 7 SFTS

CONCLUSIONS: The newly developed Ag-capture iz EsEx T, JEFIEFICFE DL T HRMTRAE N i
ELISA is useful for SFTS diagnosis in acute phastgepts =41, 2 A 13 B IZERIRE IR RO A 512 AH SFTS
with high levels of viremia.SFTS is a tick-borne acute 2V 201242301 L T2 ERBGNIS . BlkE
infectious disease caused by the SFTSV. SFTS has be £ C (201645 25 H), &t 214 D B3 (2044 1L IRNTE
reported in China, South Korea, and Japan as al novél:#) NEIEIRDHH ST, 1R HTIEHEAE T34,
Bunyavirus. Although several molecular epidemiolagyl ~ RIFfRIIZ 1744 (201346 44, 20144F- 1044, 20154 144)
phylogenetic studies have been performed, therition 232, BERAECCILEIRIIZ OV T2 HIZS .
obtained was limited, because the analyses inclndedr 20 £ DEEFE ONVHHEMIL 73.7 5%, B ctblx 9 xF 11
only a small number of SFTSV strains from Japare Th Th5. 204 74 DL L TWD. FBE OJEFEX (P
nucleotide sequences of 75 SFTSV samples in Jape:n w FTE W) IZOWCIE, 154 &L 94, T 6 4)
newly determined directly from the patients' sesamples. i FEMEENDRETERD, 54 KL 344, T 24)
In addition, the sequences of 7 strains isolatedtiao were 23 LT« FFPAEED BE TH-o 7=, JLHEEBTIIFRAED
determined and compared with those in the patisetsm #2232 SHUEAMEDSGR OB IS, FIL O 2358 HALTZD
samples. More than 90 strains that were identifie@hina, 13 11 4 CTHHOIITMERRIIL TR, 12 4 (60%) D
1 strain in South Korea, and 50 strains in Japare we & 23Xk (X, 32) Zfifl> TV 7z,
phylogenetically analyzed. The viruses were clasténto SFTSY AV ADEGLEREA DN T 572D, 20154
2 clades, which were consistent with the geographioZ 8 584HlilA i3 - MEEITHEEE 5 50 %k
distribution. Three strains identified in Japanevelustered DL LD NAYRZ 7 —7 6944 D800 L, [E 7 EYYE
in the Chinese clade, and 4 strains identified hin€ and ~ #F7EATV A VA — LRI CINODOMRFITEITD
26 in South Korea were clustered in the Japanesie.cl SFTS 71 /LAFUKRGERZ I~ MG PARET
Two clades of SFTSV may have evolved separately oveiiRBSHEE A 2 4 (FUARBSESR 0.29%0) s, Zib
time. On rare occasions, the viruses were trareitt (% /\IELLIRIERTE NTEED 60 mfBMEL 70 i f Aotk
overseas to the region in which viruses of therottede T, EHITHHRRES MEEICEREL Tz, 96 1 4l
were prevalent. 2 SFTSOIERZ AL THLT, B ERE 2L

PL0S Negl Trop Dis.  5;10(4): €0004595(2016) {J /) REAMEIKY Tho7- L bid. ZOfE R D, BHE
FEAHITIZ I THIERHEA D SFTSY AL AFUARG SR
IFIEFITRANZEDBDMNIZ ST,

ZNETSFTSHREL T, OERIEER, EIIERHR
Y H LR RETHIHES, QHUEROEF, &5,
Q~H =B AEBM ORI D 3 fEEICFEML T
SHIZ, FUATHAIZ K DM R~ TR M EL 2 R b ik
UHNTe. ZRBARARNCEIHL T, 2015 4EICITHRE
FEAEN LTI LT=D TRV s EHEZR SN .
TAEWAEY) i 56 37 [EF7E
(2016.7. /5 /55)
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