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 E: B8 UMb ST198 AU BEILUD I T 0 I A T2 i 2 ket . A3k X 2019 4F 7
HZ 2020 48 5 7 BEPTATLRTT 7 KA TR (V8 VREE G FIRE PG IES T8 B S0 110 4 B 08 | I 375 7Y
O3B 2 R B A R R 2N BRER 158 IR VR XY I 163 134 A vh Ak A3 B 4 ) 129 BRVDT D78,
TN 6 GBS B F 14 Bk ST198 B REILIDI 114 . 29 HUBiAEs R, 14 Bk ST198 B REILVD I 1A ¥y
ZEMZITE, A RRFER XTS5 200 EPUR gy, XA R, ZHER, FIFER . #5R . WH
RNV BN 2R TR F) 100%; XSk fmenk . ZURPIAR, SkAmEls . RREER L e . SR i 2
WIRF] 92.86%; XL MRALACN SLALPG T, WWHEH g . SEPHEm . ZRE RSBk, b @) i gyt
JE¢Hiff (extended spectrum S-lactamases, ESBLs)BH P B A % 92.86% o i 24 3 [RASHI {738, 14 #k ST198 Al
BEBLUD T oA [ B A Yt AR I v G IR i 245 5 22 X (quinolone resistance determining region, QRDR) gyrd4 Fll parC
WS, RAFKTUAT Asp87Asn (85.71%). Asp87Gly (14.29%). Ser83Phe (100%). Thr57Ser (100%). Ser80lle
(100%). ESBLs J:[H L blacrxm.ss Fl blatps.iar N, 78.57%FK MR [R5 30 2 FhEEDH, 14.29% 1Y @Ak
blactxm-1ape MEAF 78.57% M BMRHE T KIANBRIST 25 5L mph(4). RGEKBEWEER IR, ST198 B H HEHID
FTBEAEDU T 6 ZA R R T R AAZEAR ] s B 4 bk o 8538 BRPUA T b Tl ST198 BUH S FLV T i 2
Vo URAERG TR A3 B, R A 28 R = AR SRR TR 3R SO 2 W B 5 3R 247" F, ESBLs BHA: S5 R 145 1 i 24 2
FE X R A AR A o W AED T A [F R T A — @ B G R, AT RBAFTE S ST YoMl b — s Gk IR 5 4%
XRia): ST198 BB EYD I, EIRbE R, SREPAN P, W25k 2y 5L
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ABSTRACT: Objective To study the molecular epidemiology and antimicrobial resistance characteristics of
Salmonella Kentucky (S. Kentucky) ST198 in foodborne foods. Methods Frozen whole chickens and pork fillings
were collected from 7 different supermarkets in Hanzhong from July 2019 to May 2020, S. Kentucky isolation and
identification, serotype identification, drug susceptibility testing and whole genome sequencing were performed on
the samples. Results A total of 129 Salmonella strains were isolated and identified from 158 frozen whole chickens
and 163 pork fillings, including 14 S. Kentucky ST198 strains isolated from 6 supermarkets. Drug sensitivity testing
showed that 14 S. Kentucky ST198 were multi-drug resistant bacteria, and all strains were resistant to 5 or more
antibacterial drugs; the resistance rate to levofloxacin, penicillin, kanamycin, streptomycin, tetracycline, and
ciprofloxacin reached 100%; the resistance rate to cefazolin, ampicillin, cefotaxime, gentamicin, ampicillin, and
cefepime also reached 92.86%; these strains were only completely sensitive to cefoxitin, imipenem, meropenem and
colistin. The detection rate of extended spectrum f-lactamases (ESBLs) positive strains was 92.86%. Detection of
resistance genes showed that all 14 S. Kentucky ST198 had both quinolone resistance determining region (QRDR)
gyr4 and parC mutations on the chromosome, and the mutation types were Asp87Asn (85.71%), Asp87Gly (14.29%),
Ser83Phe (100%), Thr57Ser (100%), and Ser80Ile (100%). The blacrx.m.ss and blatpm.141 were the main genes
encoding ESBLs, 78.57% of the strains carried both genes, and 14.29% of the strains carried blacrxm.14- 78.57% of
strains carried the macrolide resistance gene mph(A4). The phylogenetic tree results showed that 14 S. Kentucky
ST198 had same clone molecular strain among 6 different supermarkets in Hanzhong city. Conclusion S. Kentucky
ST198 is mainly isolated from frozen whole chicken in Hanzhong, Shaanxi province. The resistance to quinolones,
third-generation cephalosporins and alternative drugs is serious, the positive rate of ESBLs production and the
mutation rate in the QRDR are high, there is a certain transmission relationship between different supermarkets in

Hanzhong, and there may be co-transmission of cross-contamination and upper pollution sources.
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AR5 FEYP ] (nontyphoidal Salmonella, NTS)&4>
BRFEE M BER R Z —, FEREKRY 70%-~80%H &
TEPEZR 2 RV T R B iR Y, R30S A2 15 4
MR B M E i e, T E % &/ 2500 A ML
T e N f i WLV TR I TR TR R Vb 1D R R R
RIEVDTTIA, LA R 5 A NTS Bt fE H 2514
Koo FHMERHTERZS IR VD B ANSE = AR S AP 2 Sk M AR
SPUPT TR R 255, 2017 4, ST A 4 0K
T W A T 2 VD T TR R R TS B- PN T B (extended
spectrum f-lactamases, ESBLs)#T IR} 2 T8 51 b %o A\ 2 fidt
SR LRI 19 e P S R 22— &

1937 4, FRNVD R BUS A IAE VD ] S B 5L L 3
(Salmonella entria subsp. enterica serotype Kentucky) i YK 7E
EEFE PR, Az, ZmEN FEERE P
Tz 1B L ETE 2002 A2 WOAIR K B E I — £ % 5
43 B4 HU R b B2 1t 24 (ciprofloxacin-resistant, CIPY) ST198
R RSV TP, BRI R L AR Y
TRAT RO, I 5T A R IR Iz AL R BIRR

PAIAESEE S, 2007—2012 45, BRI S5 A B R o
(European Centers for Disease Control and Prevention,
ECDO)R5 T 1301 MRV, HA s 955 (73.4%)
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(v T WA SV R X R R, R AR 158 (72 R Xg il
163 R PITEREAS
1.1.2 E 33850 BALEE

22 wp 3k I 7K (buffered peptone water, BPW) ., ZfLEESL
42 43 I 17 (rappaport-vassiliadis, RV) . [ [ K S 3E
(tryptic soy agar, TSA) ([ALITBEFFA F]); XLD P () JH 5%
N, BTREFE LA BRSO (TR E AT B v A R, YIS
MR & (P22 [ S M AT S, $J542(00145, 3500, 74
[¥ Interscience 23 w)); [EZ B0 R H M 78 B REL FHEE 22
ISP 5 A 2 R Al (0 AR A R R W), 42 ROK
PEEAIE R ( LB E B KIEE B2 H]); QlAamp
DNA #lifk, mini 37 £:(35E QIAGEN GmbH A #l); Kz
T H(ATCC 25922, H[EB#BE B RO 00

Microflex LT/SH &5 i By i 6 A W v 125 AT [A] 5
% 4% (matrix assisted laser desorption ionization time of flight
mass spectrometry, MALDI-TOF MS)(f& ¥ 7ji & 70 /3 7 );
TP114 J7 73 Z — X5 B0 B K- (G P Hh 2 7).
12 R E
121 HAREANBER

H4- 78 A )8 TI B ATL SR 45 B4 ¥4 VR 2 38 G T A 2 At
TREELS, | h NiZE BT, BFREELAHE T 3
FASHANA 500 mL ZErhEE I RK, RS IR,
TN PR 22 vh i UK 578 YRR XS FE o Hefih, P BiAs )
MG T 36 °CHidE 24 h, IRAIIEIRIE MRS 5 58 vh 2 11
KIRAEY, BU100 uL 55T 9 mL RV W H, T 36 °C
9% 18 h, RV RWAIR A G B AR —37E XLD i k1
XJIZR, T 36 °CHiF% 24 h, PKEEERIVD I IR VA, @i i
T A5 MR B KPRV T I AT %, SR B A & o
N HERE T, B IE v RIS 60 Hz, R
5T 2000~20000 IR TR, 50 E A
T A WA 2 () R B AT L X, 45t AH I G X 4385 (0~3),
LA SE AR R AT e A W BRI, 228K T 2.0,
Iy B AR R SEE o % DT TR I R AL 2 TSA
M, FATE %-80 °CUKAE

WAL T 5 FREL 100 g % A REAT 800 mL
GeopEE A MoK BT, ARSI EE A, T 36 °CHiFE
24 h, JEEARIERVS VRS Ab S )5 ¥
122 hEFzg%z

R B R BESE IR B E— 20 AR | AP 2 1L 375 ALK XF
T TR TS RV T 1A s B 4 BRI &, #% GB
4789.4—2010 (Erab e FZARME EhHCED AR V01
FC PR K 36 ) HP I 3 5+ %5 € F2 J¥ Ml White Kaufmann Le
MinorScheme (WKLM)Ht 12, i Ry b 1] 18 M 35 4
123 B8R RE

R UL 1A U W R 0 0 A I 5 v A 3 i 0 ALV 1) T
Fot5 BEREYD 1 A A T 245 0 B S s 1 ) Rl AR S0 T 1R )

0% i 3 A B 2 [k 5 A T 2 O I AR, TSR R Ry
KA A ATCC 25922, A 2021 43 [l K 5256 % b
1k Z= 5t 2 (Clinical and Laboratory Standards Institute,
CLSD! AR A o 28 5 . 45 AN Sk A B8 2 Sk 7 fi
A AL E VR I SR 2 R S o DN TR AR 1) MIC #5022 TR 8
il 8 A AL, HIE S ESBLs FHYEFI#E .
124 AARMNA

28 O AR L35 2 2 8 O IS B T TR M R bR, 2
R P 42 25 TR A 4R IO S Ul B B4R I BE R 4, ZE 40
VLA KRB HTBOR R SR A R vl #1758 AR m @ 5l %,
I FESF-4 A Tllumina HiSeq X-Ten, 32K 4 2x150 bp, lFF
SEN S P58 13 CLC Genomics Workbench 9.5.1 #E47 /7
A1) J5T e ke AP, AR RIS N AT R, R R E, #a
CGE (Center for Genomic Epidemiology, http://www.gen
omicepidemiology.org/) i %€ B K LIG5>+ 40 B . 200 5%
%1)43 74 (multilocus sequence typing, MLST). Fr#ai7 it 24 3k
[, fd ] ParSNP #4542 Gt LAk

2 HREDH

2.1 ST198 BB EIDHE TFiE

N7 ZRBTREERY 158 9y R R AL I 163 35 A A
I R S Y 129 BRVDTTH, b — 2 M ke
IGZE R R, PR s A RAGFE T ] B (22/129) Fi s
IRELVPTTIR (19/129), IWFr 6 K m ks g 3] 14 #k
(10.85%) ST198 HUEHIEILV T, ¥/ 8 AR TREN, K
R RAH A B VDT .
2.2 ZAPEEGA e

HE LT TR AR R E 1 R, AUF5E
14 Bk ST198 R BEFEEVD I TBRIXT AR 43 B- RN 2454
MEETRZSZ Y . BERSSZYY. DURR RIS . s RS
Y I RN YT 2T, R RN T £R
v B (levofloxacin, LEV) 100% (14/14), P43 % (doxyc
ycline, DOX) 100% (14/14), FAR%:  (kanamycin, KAN)
100% (14/14), 4% %5 % (streptomycin, STR) 100% (14/14).
P ¥ # (tetracycline, TET) 100% (14/14) . BN ¥ 2
(ciprofloxacin, CIP) 100% (14/14) . kM (cefazolin, CFZ
92.86% (13/14) . 2 '~ P #k (ampicillin, AMP) 92.86%
(13/14), 3k f1WEN5 (cefotaxime, CTX) 92.86% (13/14), PRk
7F & (gentamicin, GEN) 92.86% (13/14). % lili 7 (aztreonam,
AZM) 92.86% (13/14), k7Nt )i5 (cefepime, FEP) 92.86%
(13/14) . % ¥ 74 k- 4F [ 30 (ampicillin sulbactam, AMS)
78.57% (12/14) . % % & (chloramphenicol, CHL) 78.57%
(12/14) ., B Itk i Ik (compound sulfamethoxazole, SXT)
78.57% (12/14) . 3k 0 fh BE (ceftazidime, CAZ) 78.57%
(12/14)., B35 % (azithromycin, AZT) 71.43% (10/14)., Fuf
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K - B (amikacin, AMI) 64.29% (9/14); X Tk iz S WG
(sulfaisoxazole, Sul)Fl1Ki#HE (minocycline, MIN)Tif 2
FAREAR, 25K 42.86% (6/14), TixtkAw T,
WG R B B  ZAN AR B FIZ KA R E 76Uk,
7= ESBLs BHIE MG H 2K 92.86% (13/14), ILAL, 14 #k
ST198 Tl {4 15 FE Vb 7] 1 %o 3R P v B2 389 g 85 /K SF- Tt 285 (MIC
=8 mg/L), H 71.43% (10/14)i) MIC > 32 mg/L. 14 ¥k
ST198 RIHIE LV | Wn ZFh L EIN25RAY, W5k 1 fr
7R, 100% (14/14) R @R 5 2500 (9 R Ri2s 92y . 4t
£ 8 MR, L AMP-AMS- TET-CHL-SXT-CFZ-
CTX-CAZ-GEN-NAL-AZI-CIP-AMI-AZM-FEP-LEV-DOX-
KAN-STR (28.57%) N ¥
BEAb, AHEIE AR vE R R AGFE VD TR R 22
VLR 25 255 i R X U FR E BT 253K 100%
(22/22), BEFFRTZER N 86.36% (19/22), R HMizhHK
h 45.45% (10/22), B e 23S v &2 J 8 v BT 25 %0 36.36%
(8/22), SIEMEIF IR PR EE R M Z5 %N 13.64% (3/22),
AR S A 2 Sk A A i K Sk 60188 5 (9 T 25 R 50 4.55%
(1/22), XFWEFEZE IRV A . RIF PR o 09 B 27
R REBIGE L ZHRE B UK, IRV TR X
THEMZIHE N 100% (19/19), 45 EM 2N 94.74%

(18/19), WU ETHZZ N 89.47% (17/19), Ffrhid Jy
s I 250 73.68% (14/19), Wi 25 FR 3Ry v AL i
AN 21.05% (4/19), FEEE IS 0 R KR R it 25
N 15.79% (3/19), K =K A A Sk A fth B 1 Sk 1 g
5. RANBER PR ER | REESHELZHEER B
Pyt
2.3 TAHEREEN

14 %% ST198 BRI IEILYD I 1B ¥ R & Az e ek Fngs
5 B i} 24 2 %E [X. (quinolone resistance determining region,
QRDR) gyrd il parC W5AE, KK F] gyrB Fl parE 5872 .
gvrd RAFHERIA Asp87Asn (85.71%). Asp87Gly (14.29%) .
Ser83Phe (100%); parC ZEAEZ TG Thr57Ser (100%) .
Ser80lle (100%). 14 ¥k ST198 R4 L Y) ] B 1 A A6 2|
R I B YT 25 5L gnrd . qniB . gnrS.,
qnrC., gnrD . aac(6“)-1b-cr. 0ogxAB 1 qepA . 92.95% (13/14)
(0 TR R 517 - VN TG g T id 24 561X, ESBLs LR 32 %0y
blactx.ss T blaren.1ar, 78.57% (11/14)F A% [ 87 1 2
TR 14.29% (2/14) I TERESET T blacrxa.1ap 3 o [FIH,
78.57% (11/14) B TR MRIE T KIF N ER ST 25 2 mph(A),
AT 25 3 PR 5 AR L AN &L 2 BER

100.00 HEell 1S 1L 100 10D 1008 )5 02865 9286 92.86 92.86 92.86
78.57 78.57 78.57 7857
80.00 71.43
o 64.29
< 60.00
g 42.86 42.86
Y 40.00
2
20.00
000 000 0.00 0.0
0.00
& A 3
‘@r w @ eée % @ o Qs@r Cs ,g,;é@ A
4@9 @4’
ViR Y
Bl 1 14 ¥k ST198 BUH BV 1T 25 38
Fig.l Drug resistance rates of 14 strains of Sa/monella Kentucky ST198
R1 141k ST198 BRI L EMHIE
Table 1 Multiple antibiotic resistance profiles of 14 strains of Salmonella Kentucky ST198
i 257 T 25385 (I 2550 TR 245 B R A
R1 TET-SXT-NAL-AZI-CIP-LEV-DOX-KAN-STR(9) 1
R2 AMP-AMS-TET-CFZ-CTX-GEN-NAL-Sul-CIP-AZM-FEP-LEV-DOX-KAN-STR(15) 2
R3 AMP-TET-CHL-SXT-CFZ-CTX-CAZ-GEN-NAL-AZI-CIP-AZM-FEP-LEV-DOX-KAN-STR(17) 1
R4 AMP-TET-CHL-SXT-CFZ-CTX-CAZ-GEN-NAL-AZI-Sul-CIP-MIN-AZM-FEP-LEV-DOX-KAN-STR(19) 1
RS AMP-AMS-TET-CHL-SXT-CFZ-CTX-CAZ-GEN-NAL-AZI-CIP-AMI-AZM-FEP-LEV-DOX-KAN-STR(19) 4
R6 AMP-AMS-TET-CHL-CFZ-CTX-CAZ-GEN-NAL-AZI-Sul-CIP-MIN-AMI-AZM-FEP-LEV-DOX-KAN-STR(20) 1
R7 AMP-AMS-TET-CHL-SXT-CFZ-CTX-CAZ-GEN-NAL-AZI-CIP-MIN-AMI-AZM-FEP-LEV-DOX-KAN-STR(20) 2
R8 AMP-AMS-TET-CHL-SXT-CFZ-CTX-CAZ-GEN-NAL-Sul-CIP-MIN-AMI-AZM-FEP-LEV-DOX-KAN-STR(20) 2
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11 $3833% -
ggé:wﬁi%mgbbgﬁﬁgg ::’ gyrd parC

. I I 4 § ~ X TS SST Y88 TR
Strain STSSES S EESSEEIIERRE
19012100r3 [ H B [ | | | | [ | Asp87Asn. Asp87Gly Thr57Ser- Ser80Ile
19121976 | B ] [ 1] [ ] [ ] Asp87Asn. Asp87Gly Thr57Ser Ser80lle
20200504JR3 [ B | [ | [ | I B Asp87Asn. Ser83Phe Thr57Sers SerSOlle
190911JR05 HER B [ | B W Aops7Asn. Ser83Phe ThrS7Ser. Ser8Olle
190917JR05 [ ] [ ] [ ] IR Asps7Asn. Ser83Phe ThrS7Sers Ser8Olle
191219JR3 || [ Il Asps7Asn. Ser83Phe Thr57Ser. Ser8Olle
191224JR1 [ | [ | Il Asp87Asn. Ser83Phe Thr57Sers Ser8Olle
190919JR02 [ ] I BEBEEE 2sp87Asn. Ser83Phe Thr57Sers Ser80lle
20200504JR2 BB 287Asn. Ser83Phe Thr57Sers Ser80lle
1901112JR02 I Asp87Asn. Ser83Phe ThrS7Sers Ser80lle
1901205JR6 HEEEE /8745 Ser83Phe ThrS7Sers Ser80lle
20200114Z12 HEBEBEEM A87Asn. Ser83Phe  Thr57Sers Ser80lle
191224JR5 BB 2s087Asn. Ser83Phe  Thr57Sers Ser80lle
190815JR04 [ | I B Asp87Asn. Ser83Phe Thr57Sers SerSOlle
2 14 Bk ST198 B I HLVD It 24 5L PR 4ai 15 1l
Fig.2 Carrying conditions of antimicrobial resistance genes of 14 strains of Salmonella Kentucky ST198
24 RGHH R EV TR R 30, 420 100%0 2y, (B

I 3 7R, 14 ¥k ST198 BIH5EEILVD 1T 0 R Stk
BN, 48 H 6 ZAFMTTY 14 ¥ ST198 RGBS
BAATET 4 RS2 (K 3 sp LB AR S R, 4332 1405
FERRTT 1 BT S B4 IR0 | AR 02 2 s BT
6 ST 2 KRB FIZEAB T 1 4000 1 ¥R, 4032 3 e
W3 AEE) 1 BREE; 757 4 05 8 bR, I 2
SYEEIN 3 FRET . M S BB 2 BRE SO T 3. T 4
FUERTT 6 % 4r 2 500 1 HREA
o

AR5 AN VA 5 8 G A B VDT, RS A
TR, XS E MM — 3, EEARE PR
IR SN LS i N 2SR 3 R R A W RO B
i B AR A T ASRFSE Fp ST198 RS B LV T i
R 4.36%, iAKW FTAE YD TTE P 10.85%
(14/129), T CHEN 20005k 3 B Hoh 10 448 T2 i e I8
F) ST 198 U5 3 JLV [T BRIAS H #(0.69%), iX A g5 it HE
IFEATE 28645 ¢, CHEN SERF S REAS R B 138 A LASNA
R THSA . . RS,

i HURIR IS5 R R, 14 Bk ST198 B HEELVN T3
YR ZEmIN A, SR T IR 2 Y, LG i
IR AL |57 — AR Sk A0 I 28 Sk At RSk A B X
PR IA N BRI 45 85 RV T 24, i 2 Z ) A
71.43%, T XIONG 2% [/ 2010—2016 4F 23 416
IREBEFEYEE ST198 HIEHSIELV TR 252, At
G BT 2453 5 MAHINDROO %I ELEE 1634 ST198

3

23 Bk ST198 HIFEEFLVD | TN S AL R KA HEE
PIfR . (EARRRRISCE MR, BT, DU iE 2 A5
DT VB AR BV TR = AR Sk 76 s 145 i 2R U BT 245 4 i
AL, T 14 Bk ST198 B ELV T T = ARk M pE R A
WS R 2 A TR i 25 R ik 92.86%, Rl 2430 v e 14
PRI NS, 23 (I PRIA YT 18 I B R APk AR

oo K v TR T T 25 D8 X (QRDR) & 4B 5848 & 7
"0 TR X P ) 25 245 40 v KT T 24 o DL B BILTR o AR B 5E
W, 14 8k ST198 R IS S VD TR ¥ R A gyrd Fl parC 1L
RAR gyrd FAFIERIMUFE Asp87Asn (85.71%). Asp87Gly
(14.29%) ., Ser83Phe (100%), parC FRAFIUALHE Thr57Ser
(100%). Ser80Tle (100%), FEAE i 5 F& [ H Al b IX (1) B
5 L BRI BT 41 38 A — 8O0 AR S Hh A TR R R P v
Y K VTR 2 LA K H TR A 5 B0 s s A 25 25 W i 2
B, T gyrd Fl parC WRALN, AT & A S0 1T X
WY BT 251, WITEX g-N BRI R (i
BEMLMEZ) MM 250 F2h p-N BN 5, At
X, 92.95% (13/14)MTEHET™ B-INBEREE, 5254 Uk
WG RATE, 2 BREIET blacrxm-1abs TERCIIG R
BRI RS ) ST198 RIHES JE V1T T thi%a T i%Fh
ESBLs KR 11 BREE R B blacrxom.ss T blatem.1a1
FEH, TERZE T AR E ARG G A R
W THEN T blacrsowss - AEAR /A7 2 18 ) i) 4 7
blacrxoss 1 blarpy.ia WP T THIRE . 78.57% (11/14)H)
FRIEH KRN BEETH 25 2L mph(4), 5045285 K it 2 &
U —E A, 7T RE R T I AL i 458 75 2 it 24 2 TR
Rik.
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Position
191224JR1 supermarket1
20200504JR2 supermarket5
supermarket6
20200114ZJ2 supermarket6
20200504JR3 supermarket1
191219JR3 supermarket3
191224JR5 supermarket2
190919JR02 supermarket2
— 191219JR6 supermarket6
' 1901210JR3  supermarket3
[ 190815JR04 supermarket4
L 1901112JR02 supermarket2
|:190917JR05 0.07 supermarket5
190911JRO5 - supermarket5
(l 0{9

Kl 3 14 Bk ST198 B IESID TR GERE LI
Fig.3 Phylogenetic tree of 14 Salmonella Kentucky ST198
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BERTIRIE, M b —Z )75 YR RILIR A R ST198 1L Bk
WITE

4 & ®

BRVGAE DU T ST198 HUH RS SV 11T 32 S8 Vi
Ry Yo A R REVD T RN — R T 2 IR IN T A
1Sk 00 il W 7} 245 7™ 5, 7 ESBLs BH-: 256 71 s i il i 24 2
SE X RAL AR o AR %M XA [ i i 18] 1 R B b 1] T
FATE— L RE R AR, FTREAFAE A SUT5 Y Al b — G5 ok
TR ILTR 0 o SR IR B Bl #2. ST 198 B 5 B4 5k
UV TR T M DX P 2 ) B T S P e ARG B
A B

SE 3
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