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(L. ZEpRep e b dn Bl o e, )R B8R 526061 5
2. R EBL B K A TS TR A2 25 5 AR BOR [ 53T S =, L iR 4300725
3 ARAEE WAOK ST AR M 350002)

WE: N REURBHEFHERBNERT AR E KRB SHREFAHE, 2 £ LY
W FENFER,HHRAERE, X BEARP A HATT W GENE 2T 22 RE U
BT g B oM. 80K % R K W ,2007—2010 £ 2 & 2| oy T AL #E ok B w29 A M
PG EMRTREE ERERF I 04T (MLVA) Kb , B ES M HERERNTREEE
ZAL f (VNTR) #AT 9 F 2 B, SR KW, i A &R R EH 4% 4 B — MLVA & 1 fF
MEWFRLAERENALTR; H T R BEARS—F 28, 2R #TT 2T hFREL
HEAGEEENRN, ERXEN, ARLAERTN 2 THFERI A Ja B, LT E ANE
# % alpha-C & @, Xt —F AT ARFRMAFEH KM &R EILEREALRAF LY
Al—2Tx8 AAMRNRERERE Aaith KEFFHEFFa RAERTAX

JLEP AKX ERENFERR, TUERN T o DB RE R ZEHH, R ENX A0

B ie 69 9T 7 SR R BB K 4 o
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W TERPK, CAIREREY, 28
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B, T HBA R R e AN A A A ] 52
EN AR . B, A0 5808 i
MLVA $AR X 2 3 o 7L 4% 2Kk 18 26175 T 50 7
W5, 53 B H o 1K b 22 =4k

TF 5% T0FLAE BR A 1) I3 284 3 A A3 B IR A T
2B ERFEE VAR U AER , JCRLAE K IE Y o
T IV T 5y A B P R R E — S 5T R AE
BRAL G I T 1 R . ToFLetE Bk
(VAT 22 B 98 T BRI T3 m s . =
A CVA M E 10 FloAS [R) () JC L4 2K A I v 7Y
(MR Ta, Ib, I-1X) " JGFLAEBK B i 5
PRS2 FH R DX I P I 77 A S 2 R P Y, 2 F
JiEi 3 H 4% ( capsular gene cluster, cps) At~
TeFLBERK B 20 R R A 4 R TR
alpha-C Rib ,Alp2 | Alp3 . Alp4 Fl epsilon & 4%,
T X DA 2 1A SR R KT A T B A S
BT, 2E—20 1 fif AN ) Bsf () R0 AN [v) b DX ) T 3L B 3k
WZAME IR, N5 5% R A TCFLEEBK R
FVRTT PR SR . ASBFFUAS BlixX 243143 7Y
HOR, LUV RE ) B A 3 1 r 5 4 DX 55 5 1) 2 9 £
HHRAT I TG FLAE BR B 1Y 4 F A TR SE RRAE , AR
FEHAR PR F, S WL A J5 1T RE 14 A48 57 5%
Y TC L BR O R A B LA B

1 BRI

IR AR 2010 E T REER
7 R 1 27 A £ JFE I B3 29 3 16 MR I
TeAEEERE (0718f1z Fl 0719gNA ) i 48 EE 1% 7k 7K
FEWFFERT T 2007 A2 B HE R N 43 55 5 ToFLAEBR
B (LFY-08-23 il LFY-08-23a) J& 4 ¢ [l k2%
W B A 204 S 5 G 7L 5 Bk A ( GD0908 ) S B 71
KOG 22 2L A B M, AL BRI
(CO18) Jy N 52 1t BTG K 27 A H B 2042 B
Mg s 5RIEILER 1,

FEEHSHAGEL 2010 4E 8 Ay
JTARABHEDCT 16 A B AR IR N 4y B #) 16
PRANBE o 0005 % 3F A DR R 7 10 7 45 ik
1) &9 % At B REARARAL . 27 AR fa 3 S R AR A
YE 2 7% J0 FLEE BRI R ORI 58 e 1k R 4
BRI AT A B A AR AR I A AR A M A A
AN TN A AR A R AR . T %
FE N SE E A BE Rk R R R 91 W (St
GTACAGTTGCTTCAGGACGTATC ) Fl Su2.

ACGTTCGATTTCATCACGTTG) #47 # 7% PCR
R BBk BRI £ B 3R 04 SR VR B RR, AL 50
pL TCREKHATIRBEIR ST, B 1 pL A AR
47 PCR. BH P P bk 115 1 40 7 3d 51 499 (USH:
AGAGTTTGATCMTGGCTCAG  H1  Ul492r.
TACGGYTACCTTGTTACGACTT ) PCR §~ 3 44
11 16S RNA L[N . PCR AR Hy 43 25 41 7]
3L 4] DNA, PCR i 4% 4:94 C WA 4
min, 30 MEH (94 TP 30 5,53 T Bk 30 s,
72 C &1 1.5 min) 72 C &FEAH 10 min, PCR
T 1 % SR EE I FL UK S W, H Y 2k DD I
IO %4 5] pMDI8-T 4 J5 e 1k 218k 32 25 4
IR M FF B DHS o, B ECFH P e B R 1700 )7 . K
FiRRH 16S rRNA R:[X )3 %158 13 NCBI 1) BLAST
(http: // Blast. cgi. ncbi. nlm. nih. gov/Blast. cgi)
HEAT R B[R] A4 3 A, R T ClustalX 1. 8 {4 ik
T HI XS, Fl MEGA 4.0 3 N-J {0 # R 45
REM,

F1 TESEIKEE RS 5 A E R
Tab.1 The isolating dates and sites of
S. agalactiae in the present study

RGNS S A 1] 15 F
no. of strains areas date host
ZQ-1.1 JRAERERTHAL 201008 BHEf
ZQ-1.2 JARBERTHRS 201008 B
ZQ-1.3 TRABRERTHRS 201008 PR
7Q-2.1 TRABEERTHAS 201008 R
XQ-1 ITARBHERTHE 2010-08  BHEfM
XQ-3 JTARBHEPHAE 2010-08 PR
BZ-1 JUARBERTAE 201008 BHEM
BZ-2 JRAERERTAWE 201008 BAEfM
BZ-ql IRABHERTTAW 201008 PR
BZ-q2 IREHERTTAWE 201008 PR
BZ-qa IRAEERTTAWE 201008 PR
BZ-qb ITARBERT AWK 2010-08 PR
BZ-wl PAEAEERTTEAWE 201008 BAEM
BZ-w2 JRAERERTAWE 201008 BAEfM
LT-1 RAHERERE 201008 DR
LT-2 TR 201008 R
0718flz ISy 200707 Wikt
0719gNA Eas 2007-07  FHEfa
LFY-08-23 54 200808 HJgFEM
LFY-0823a 14 2008-08 BT R
GD0908 JRAB T 2009-08  BEfa
918 RES 2009-00 i

AR E WG B HGRE PBUIR B IR
JCFLBEERTA 5T e T BHI W (A 9 2o 28 CHR
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FREDE , 55 - v pg 7 b X 2 E R TCFLBE BRI B 3 T IRA TR TS 401

PRIG SR ZAe0E W, a0 22 [ b A8 A 11 TRV e
SR J5 K BRI I B U A T 15T 19 BHI P-4 I,
FFUR AR 0 PRIVRRE 58 2RSS W E 2580 (25 R
WF AN A AR A BR A F]) ,28 CTHEFE 20 h
Je W0 400 T B AR 4 7 vt B A3 A TR AR RS
259 BUEE

T 3LAE R 69 MLVA 7 ik 5 F 4 A& %
fLed B K E & P 91 4 Bt (MLVA) 2% Radtke
SO R 5 AN B B SR SO VNTR
LT 50T 5 X595 512 SATRT SATR2 |
SATR3 .SATR4 . SATR5''*’ . PCR #i #i > 40 15 &
K4l DNA,PCR J h 454 94 CHAS 14 4 min,
30 MEF (94 C A8 30 5,53 ~55 C 1Bk 30 s,
72 C %EfH1 1.5 min) ,72 C ZLHE{H 10 min, 2%
S REHH BRI HL UK S5 W SR R, I 43 e #3584 H
FIAHT (2 ~3 AS) AT F 24T

TSR A 5T i A 4em 2% Imperi
A7, E g 2 T PCR G JG 7L 5% BR B 1
3 FILiERL . PCR itk 40 7 3 K 41 DNA, PCR
2 WK ;1 x PCR Buffer;200 pwmol/L dNTPs;
250 nmol/L 5|y (#£ 19 51 WiR &, Ko 519
cpsl-la-6-7-F FI cpsI-7-9-F [ 2 ¥ JF 15 7 400
nmol/L) "' ;1.5 U Ex Taq i (TaKaRa) , PCR
SRR 94 CTHIAS M 4 min;94 CTASE 30 s,
54 CiB -k 30 s,72 CIEMH 2 min,15 MER, KRG
94 TAF: 30 5,56 CiB 2k 30 5,72 CHE{H 2 min,
25 MEH ;72 CTLEEM 10 min, PCR =4 1. 5%
BN B e FR S A B

TFUEE IR 09 AT & & R A B ey e
%% Creti %' f )7 3%, i £ F PCR Kl L FL
FEBRTA 1Y 2 T 25 B2 Pt st AL PR, LA 4 T A R AH
DNA y #ifz, Z # PCR Jz i & % : 1 x PCR
Buffer;200 wmol/L dNTPs;400 nmol/L 5|4y (3t
6 25| 41IR 4 : Universal forward, Alpha-C reverse,
Rib reverse, Epsilon reverse, Alp2/3 reverse #
Alp4 reverse ) 1.1, 5 U Ex Tagq [iff (TaKaRa)
PCR JZ Jif %% #: 94 C WS ¥ 4 min, 30 7 55
(94 CAs#: 30 5,58 CiB k 45 s, 72 C JE i
1 min) ,72 CZJE(H 10 min, PCR 743t 2%
BRI RS L vk S MBI IR

2 4k

2.1 FEESBENETER

JTAREE DM IX IR A8 2 A 0 A P 43 B B B B0
PP THEBR B B RS54 PCR RGN, 45 535 4 BH
PE, X 22 B0 B W 24 R BR R A i . S A0, X
BERR R HE AT T AR AR, HE e g5 R S Sk
[12 13 JMHFF. L 16S rRNA JP5I 4 R 4 ik
et (1 1) S5 51 ARWF5E b i r e % Ak .53
B TCFLAEER B A909 #k A1 ATCC13813
R, TR, 43 B T % o O R EE R TR .

2010 43 B HE 4 5 B Bk LT-1 5 2009 4
T A [ — M X 4 B 9 G FLAEER I GDzl
RS —A4%, 3 H 16S rRNA 551 52 4 A1 A, #275
2010 47762 X & A 19 2 3 a4 BR TR o DR AR
R AE Ry 22 B T2 DX P AR 095 SR TR R o

—2

99

L

E1

Streptococcus sp. LT-1

Streptococcus agalactiae strain GDzl
Streptococcus sp. ZQ-1.1
Streptococcus sp. BZ-Q2
Streptococcus agalactiae strain HNwc
Streptococcus sp. LT07flz
Streptococcus sp. XQ-1

Streptococcus sp. XQ-3

Streptococcus sp. BZ-2

Streptococcus sp. BZ-QA
Streptococcus sp. BZ-QB
Streptococcus sp. BZ-W1
Streptococcus sp. ZQ—-1.3
Streptococcus sp. ZQ0908
Streptococcus sp. LFY-08.23
Streptococcus agalactiae A909
Streptococcus sp. C918

Streptococcus agalactiae strain ATCC13813
Streptococcus iniae strain ATCC 29178
Streptococcus dysgalactiae strain ATCC 43078
Streptococcus dysgalactiae 0722XY

P EHE T AL HEIKE 16S rRNA EEM Rt (L6

Fig.1 Phylogenetic tree of the Streptococcus species based on 16S rRNA gene by Neighbor-Joining method
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2.2 FTIHEIKERIMZIE

22 BRICFLBERK RIS 20 T 254y 1) 24 Sl 95 45
R 2, TOFUBERRR X R B R PR R 2
WP R R SRR RAER B A
2RI 25 5 RPWRBL PR Sk fL etk |56k ) R R

U XML E I I B R R RN A
ZLRE R CRAUPY T R 2z D R P-4 24 0 1 B
SRR B AN 58 G R [R] , {H I A J50IG 7L i oK e o
X LE 2 A AT T, AR SR B 1 1 )
PR (A Pl R /NR 7R ) o

®2 RIABKEAFABER

Tab.2 Results of antibiotic sensitivity test of S. agalacitiae strains

25U antibiotic sensitivity

LS
name of antibiotic

7ZQ- BZ- BZ- BZ- BZ- BZ-

1.1- 1 2 ql

N
—

BZ-

gb

BZ-

wl

TL TL LFY- GD C

07 08- 0908 918

BZ- XQ- XQ- LT- LT-
w2 1 3 1 2

=]
3

o]
N
ag
Z
>
N
w

PR G Z gentamicin
Far >k &L amikacin
BIFb B enrofloxacin
Wi F5 % necmycin
fEFE & streptomycin
W-Afi% & tobramycin
fisk iz S mk sulfafurazole
5P 2 norfloxacin
PYFR K tetracycline

73 %5 & vancomycin
4475 % chloromycetin
KA V) A ciprofloxacin
R & ampicillin
217 % erythromycin
LHVPG T cefoxitin

IR I 2 Al nitrofurantion
F 45 - rifampicin
WRHL PG AR piperacillin
Sk A etk cefazolin

ok J15 & doxycycline

“ nn »nn nun »n n = = = = = - x® X X X X X XX
“ »nn v v .un B -~~~ n - - - x®X ® X X X X XX
©“ oy v V= =~ - = =~ -~ ® ™ X® R X XXX
“ v Y YV YV WV A = = - = - " " " A R AR

»w »nn n v un v~ = ~ = - = ™ " A” X R A X
©“ o n v N Vv o~ - = = -~~~ x" ® X XTI H

R
R
R
R
R
R
R
I
I
I
I
I
I
S
S
S
S
S
S
S

~ A

“ »nn v vV -~ -~ n ~ - - X ™ X X X X XX
n »nun nun u un u -~ - - = = - X ® X X X X X X
“ nun nun v n S~ = n - -~ - x® X X X X X XX
“ »nn v v n o~ = = = =~ = -~ ® ™ A X XA R A A
R T T R e e T B -~~~ B~ -~~~ I~ B~
I I e T T e e R R B L I~~~ -~ B~ R~ -~ A~ B
“ n nun nun L~~~ = = X" ~ - ® X X X X X XX
“u nun o nun v . »nu u ~ -~ - " ~ -~ x® X X X XX

“ »nn v v Vv =~ B o~ = ~ = -~ ® ” A XA A X A A
“ »nn v VvV = = = = =~ = -~ X ® X X X X XX
[ I R e T e T T~ e I B T T I " I~

TR ZY 1 BERUR S, Uk
Notes: R. resistant; I. intermediate; S. sensitive.
2.3 ZE#MIKER MLVA FiESFoE

22 HRICFLEEBR A1 5 AN [F] VNTR A7 3 1Y
PCR 4, Uk 45 R S A8 43 T A 00 0 P 235 2R 4 #
R A IR TCFLEEER R 1Y SATRI HL k45 SR 1
HATR], BRJCE A 741, E A Ak 0, CO18 T ik i)
S EILN 60 bp, BN 3; r A a5 oL Bk Bk
P SATR2 LYk 25 R4 AH R, B4 HLICh 18 bp,
HIZHN 6,Co18 RV EL AL Aoy 18 bp, T
BON 4 ir G IO FLAEEK A 19 SATR3 HLK 45
YRR, #2 Hoe 0 12 bp, R Oy 23,C918
PRICHH 56 PCR 7 )5 I A f 15 JC 31 B 3K 1 1
SATR4 H3 Yk 45 R A [R], BP o 852 3 1), 552 8K
N 0,C918 BRI E K HIT N 18 bp, BN 3;

T a5 JCFLEEER A 1) SATRS HLyk 45 SR AH R
AU 52 5Ty 48 bp, KON 13 ,Co18 Rtk o
HTC, R BN 0, DL 125 510 BH 5 0 7L Ak
BRI MLVA 53 RIZE R | I 2 2% R AR 4 U5
TCFLEEBR T CO18 BRI MLVA 43 #1 5 8 J AN —
H(E2),
2.4 ZIAHEHKENS FLERLUESR

Z T PCR 7Yk 45 R R W 22 bR IO FLEEEK
TR IR 20 TR AR5 SR AR ] 7 A P 4 L TK 2R
H KNy 688 F1 272 bp, 55 Imperi 55 (110
VKRG T a B /N AR AL, BP L3 - 1L i
B TaBi(E3),
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M12345678 910MI11121314 1516171819202122M M 12 3 4 5 6 7 M 8910111213 14M1516171819202122
SATR1

M1234567M891011121314M1516171819202122 M1234567M8910111213 14M1516171819202122

L SATR3

- O ———— e — -

M123456 78 910MI111213141516 M171819202122

B2 FEFEBKE MLVA &
SATR1,SATR2,SATR3 ,SATR4 ,SATRS 73|y 22 BRICFLEERRTE 11 PCR F=HyHITR 0L 1 ~ 21 Sy P FLEE BRI PCR =4y i UK 5%
7,22 5k C918 ik PCR P~ vk 45747 . M. DL 1500 Marker( TaKaRa)
Fig.2 MLVA assays of S. agalactiae
SATR1,SATR2,SATR3,SATR4,SATRS are the gel electrophoresis of amplification of PCR in MLVA assays. 1 —21. S. agalactiae strains
were isolated from tilapia; 22. S. agalactiae strain( C918) was isolated from dairy cattle; M. DL 1500 Marker( TaKaRa) .

M 12 3 4 5 6 7 M8 910 1 12 1314 MI15 16 17 18 19 20 21 22

(@)
M 12 3 4 5 6 7 M8 9101 12 1314 MI15 16 17 18 19 20 21 22

-— g T = . e gy

(b)

B3 ZIHEKESFMFREN
(a) 22 BRICFLBEIRE 73 075 B PCR 47 A ik [, PCR P41 9 45t , /N 5k 688 1272 bp, (b) 22 BRICFLEEER RN E A
PUFIERE PCR ik [&], PCR 4 HLIK A — 4547, 1 ~ 21 S LK A%l K/ 1398 bp;22 S HLIK A /M :295 bpo 1 ~21 54
TCASEERTE ,22 524 C918, M. DL 1500 Marker( TaKaRa) ,
Fig.3 Molecular serotype assays of S. agalactiae
(a) Gel electrophoresis of multiplex PCR amplification products of molecular serotype of 22 S. agalactiae strains. (b) Gel electrophoresis
of multiplex PCR amplification products of surface protein genes of 22 S. agalactiae strains. 1 —21. S. agalactiae strains were isolated from

tilapia; 22. S. agalactiae strain( C918) was isolated from dairy cattle. M. DL 1500 Marker( TaKaRa) .

2.5 ZIAHHKENREZEANEERKRNER BRI B9 5517 KM TR, Y4124 8 400 bp, 1 4= IR TCFL
22 BRICTL B BR T B RE B9 26 T & E e S BEBREA C918 [P HL K S5y K /NB B AR [R] , 248 300
A2 PCR P=Y B yk a5 R, prfg a5 o 7L 6% bp. HHE Creti 25" ra Yk 113 F PH P A B /N H)
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36 &

W, A 10510 7| 8 Bk R 3K 101 2K PR alpha-C 2R
1, 2B RGP R BR b 2 i 2R 1 PLEOA Rib 3 H

3 e

AWFFEF R T 16S rRNA FE K 73 51 7517,
MLVA 4351 43 I3 BRI DA K 5% 1 25 3 TR
FERAEI , X 2007—2010 4F AR & IR AT AR
G IX B W M B AR e L BR B R T A
SRR W] X 6 T R Z (A1 FE ik oy 43 AU F 02
5, AT RE S F TS (] B ) R b DX ) 25 9 £ T FL
BRI AFAE [ — o> Tt (B 25 7, 5 st AH I, Ye
AU S AR SRR 2 T BT i R BT AR
BN B R JCFLBEER T 1 0 1LY e 3
Sy 1a T HAaX Se i Ak 1Y) MLST 4374 25 5 Al #H
i, 32l ST-7, Pereira 2" 1 %% B 75 I 74 A [l
HIX J3 B ) K 245 5 o L 8% 2K T 7 vk PFGE 73
Ry A1 R G B R ARAR D, XA TR
TSR 27 £ T LA BR AT 14 A% 75 % 2 S LK 4l
WA F T2 IO FLAE BR B S L, R 2
JF £0 TC L BE K TR e ) B AT RE A R —RE &R

BRI AF RS A 0 JCFLBEBR TR A A Hh R R AE
M AHRENZ MM ECRNMZEL D, R
WFFERT RS RIS AR SR IX 43 B8 1) U5
TCHEBR A VAT 25 MLVA 43 F 0 B L 8
T, 45 S 3 B A (7] 3t DX R0 AS [] s ] 49 25 28] 1) B
RN R 22 802 Wy A ek AL AR, %o 2 B 245 0 1) A
PEAFE2E 5, AT RE 2 i T AN W) 3 X A ok 24 05
PR AT 250 R A e 8. TRRLAEEER X IR 2
) R 2 M X PR R FRATTAE Ml b FH 247 %2
P, WS E il F RS % X ST ik
Xt i S 25 24, i 6T WRBE U AMRABURR X2 R
5 2% v R RHURR, e g R S Sk g 2k
Lo AW LRI, 52 Bl A SCHGE A H , B HE
TCFUBEER B 0T s o 1 28 25 9 CAn sovb &L ) o it
2 s <p:p 111 0] S S L s

P4 B , MLVA Lt ik np37 #i 9k (PFGE) fil £
{7 s P4 53 ) (MLST) 85 B X 43 B2, JF H 8
Jifl 235 Radike 25" 5 MLVA X G,
BERR AT 3 8 A9 R B 11 A7 s 5 AN
SR S R A R, T AR IOX 5 A T
MLVA, A58k Hix 5 A7 sk 47 PCR §°
34 PCR F=Yp5E I v ik AR 40 B 14 B e 45
RO a5 JC 3L A Bk R Y o [A]— Y, i H 5 4R

VT HE R A I A 25 5 A U5 JCFLAEBK B A
IR TCFLEEBR B 7E MLVA 43 4% 1 F 2 31 W]
B 5L, Pereira %' f] PFGE /)47
A BUALIR R A A U TE S B BR 3 75 L R A
PIRAE G . EOR A TR0 V5 1 TEFL 6 BRI 43 1.
WSy 1 a B0 (H AT A 3 T AR PR R
KA, fa 5 B #4 F B alpha-C Z& 11, 4= IR 19 N
Rib 75 |1, 13 72 W #00 J5 1 2 Y5 T S 4 Bk 1 70 22 T
B EPUR A TE W] 02 S PR, DR TR LG
BRE AU T A A B AT REPEEL /N

N T EAFRIAIE L _E 214 T 45 R AT
Ji %% Bishi 4 107 AT T IR T AR
Ji7 T 24 7 56 PR i) 7 52 57 47 ( ERIC) 4) BUBIF 5T, 45
FWIAR[A] B bk 19 ERIC 43250 45 5 AH (] (oL 3k 46745
RT3 HE— 2 e W R[] iF vl i 3 X 59 T 5L
BERRIA Ay BISE R — 8, X ERWE L DL E MLVA
Sy Ry LT 280 43 T80 14 4% SR w4 i LD b
P55 s, 4 MLST 43 %1 PFGE 43 !
BN 285, T ELYER 5

25 1 JIERR , AN R) ESF [6) 60 X ) £ 35 0 21 % BR
A T3 UK b3, BB 35136 B0
SSCBE X 114 TG L TR B N )RS ) AR R
IR, BA A IR A P el A e ) st 38
B,k I R 7 b X 2 3 0 6 FLA% B 1 7 X JLAE
RS I A LA S, XSS IR B T
L R T 2 IR A B W) 1% 25 By 162 1 O
FARBEE A . U4 5 W Bt T FLAEBR
PR AR AR S, 308 W= A5 A Rt L 2
P B TR FLBE BRI B P AR T 3R,

SE
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Molecular epidemiology of Streptococcus agalactiae
isolated from tilapia in Southern China

GUO Yu-juan', ZHANG De-feng®, FAN Hai-ping’, CHEN Xue-nian'*, LI Tong-tong®, LI Ai-hua®*
(1. College of Life Sciences ,Zhaoqing University , Zhaoging 526061 , China ;
2. State Key Laboratory of Freshwater Ecology and Biotechnology , Institute of Hydrobiology ,
Chinese Academy of Sciences , Wuhan 430072, China;
3. The Freshwater Fisheries Research Institution of Fujian Province , Fuzhou 350002, China)

Abstract; Streptococcus agalactiae strains were isolated and collected from moribund tilapia in Guangdong,
Hainan,and Fujian Provinces, and these isolates were identified by biochemical and molecular biological
characterization. In the current study, we compared the phylogenetic relationships among S. agalactiae
strains. Furthermore, we compared antibiotic sensitivity , molecular classification and molecular serotype of
these strains which were isolated from different years and different geographical regions. Antibiotic sensitivity
assays showed that among 20 antibiotics tested , there are 10 antibiotics that had no differences,and the other
10 items showed similar sensitivity. Five most diverse loci( Variable number of tandem repeats, VNTR ) were
used for the construction of MLVA to evaluate the diversity of these strains. Molecular classification assays
showed that all S. agalactiae strains isolated from fish were of the same molecular classification, but the S.
agalactiae strain( C918)isolated from dairy cattle was different. Molecular serotype of these isolates using a
multiplex PCR reaction, and the results showed that the molecular serotype of S. aglactiae was 1 a.
However, surface protein genes assays showed that the surface protein of S. agalactiae strains is alpha-C
protein except the S. agalactiae ( C918) strain. Conclusion ; these S. agalactiae isolates isolated from fish are
of the same classification by molecular classification assays. Therefore, these results provide a theoretical
basis for control of the tilapia diseases and for vaccine development of S. agalactiae in tilapia.
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