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2. R R RESNMESFE, LI AR 210095)

RE: U afrErm e RN SAREHEA i L4 2Rk # £ IR % GD201008-
0015 AJEARA909H Bt % 5, FIAITRAQR AT A K RK#T 2Rk Za L
B, WHABAAAERETREERBRBORIA R EH LR, LA EE &%
GD201008-001. A909Wy i Do ;- S E M E MW E &, R _FHRUEZR,; £
BAeHE&Z A, ZITRAQR A AR & # AT M ik % &, JFuif 48 A %k 1 Mascot 2.271 Proteome
Discoverer 1.4#t /7 # J& (UniProt ¥t 4 & )% & K 2 E o4, £ 7 & a# TGO kB
FIKEGGH# B 24« 4 % 87, GD201008-001% 4 & 2 & TA909; & iTiTRAQA #7 # 4
HERRLEE, ANZRBAHRNENFIRRNTEZ, EEEHK368 2R %
K& A F, GD201008-001 9 ki &k & @193/~ (thE>1.5), T K%K E G 1754 (H1E<0.667).
AEMGEEFAMTAMNXLEAETEY R26MEWF ik, 14403, # 0 ClpX.
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BT —H5%, ARG AEMBEETTRE, BY)
e LI AW G o AR [R] I AL HLAS ] 1 30k
PR TCFLEE BRI A R B R 22 5, 22
FRIZEAP RN IR T, Bt
— ARV [ R AR TC A X FI 2 %] 5 & (isobaric
tags for relative and absolute quantitation, iTRAQ)$
AR 2 20044F th 56 [ ABIOW A= W) &R G2 3 )T &
) —Bh [ R AR L Y £ B o e RN, %
AR [ I X 2~8/> it HEAT AR A S BEAF 5T, R
ARG ST E G M, 7R E A B
W h &8 3] TAREF R, AR Se il
Ik A B 1 455 AU L AT Y A Y L A T L K A
Pk S NI R BEOR 2R, REAH
ITRAQEE A i 0 W Ak 147 22 S RIK EE 1, LI A
T RE T B9 BE 0 R, O I L R T Y B
o BIL i 22 LAl

1 MEHSIE

1.1 EFk. MAEEFMSLIG Y

JCFLBE BR B 0 R GD201008-00143 25 H )
RED AR T B P AN, R ek
A R ZEXN A s ANJRBRA9091E H ATCC,
MR R T afl, /N ERERAL B 40 I RAW264.7
4 HATCC, HMASLEERAT, KT &N
10% FBS DMEMYE &35 5 5, 37 °C, 5%CO,,
0.25%MREHH LG . SEE B W1t H ABZE 2 80 H
% i) B b £ (Danio rerio), H1 HEIZK = Bl2= BEBR T
IKFEREIE TR, BT 4 B Neely S5 "G ik
TFE, SCEWIN, KRR (26£1) °C,

1.2 EEEFMIRF

Easy nLC100044 J+ % & #H 235 1% . Q-Exact-
iveii i { (Thermo Finnigan); {8 & H B O HL .
H 2B O W45 L (Eppendorf); AKTA Purifier
10021464 . 600 VHLJK{Y(GE Healthcare); A UL
AN TTOLJER); Urea. SDS. Trisbase,
IAA. DTT (Bio-Rad); iTRAQ Reagent-8plex Multi-
plex Kit, Dissolution buffer (AB SCIEX); CI18
Cartridge (Sigma); THBH;3%%£(BD); DMEME; 5%
B R4 . 0.25%/ A (Gibeo); SDT buffer
(4%SDS, 100 mmol/L Tris-HCI, 1 mmol/L DTT,
pH7.6); 5x_ L FEZE MR (10%SDS, 0.5%75 ) i ,
50%H 7H), UA buffer (8 mol/L Urea, 150 mmol/L
Tris-HCI, pH 8.0),

1.3 AT EKENHD & BLD N E

WK AB4E 2 80 H % BE & £, WL 2% 4] 37 —
Ji, FRAf A BE B EETEAE TS, AR
ANAE S BB B A AT, 1SR /4L, A It A
., B ICFLBE BRI E 3T CCHR T 1 3% X Bk K
W, MR PBSUERF A3, H IR PBS#E T
TR R, $GD201008-0015 A90943 Il i il 81>
AN [R5 B 19 16 DR, RIS AT S AR T B, T
B 20 B £ I T P20 pl/R . X HRALBE T
018 s T 5 S TE PBS 20 pul/JE . RS 4 K E mt
LS, CSRAET B S A, HEMERT do %
BlissiE "8 LDs

1.4 BEIRMiaT TP EPkE 0 &k

WA 5 7E Hoe N PRI J5 vk Ll AT T —
SOk R IO FLEE BRI AR 3T CCHE R 1 IR AL
AR, FH A B 8 R 2% b R S W (DPBS) Uk %
=W, WO E M E1.25%10° CFU/mL, X
1 mLH5.0 pg/mL FITC (Sigma)$#ic20 min, DPBS
Ve ARG AR ICY o B bR ic 4 1Y o 7L Bk A
HAEAE 1 mLDMEME TR, fINA1x10*1"RAW264.7
Ui 5 TOFLEEBR 37 °CHLIE 5 60 min, FHAE AR
B WK A AN & RAR I, A A
T W T FITCHR ic R A 9 4 B &, A1 R
THEC10 00045518, SR T 5 W 4 i A A I

15 EBHEmEIE

#) &7 ik #1516 5 1 GD201008-001 |
A909, 37 °CHRFERT IR EXTHUE K . B0 ERUT
UE, PBSYEIR3KIE A S00 uL STD buffer, )3
J& B KIS min, B A BRSO W, HA10 s,
[ BK1Ss, FE10K), WhKIASmin, BB, BCA
PoEmE AR, B20 pgit 17 SDS PAGEHL J A

SDS-PAGE®. 3k 20 ng® F S « 1
(VIMIIASx EREGEMIE, Wi7KIA5 min, 14 000xg
B0 10 min, B LVE, #54712.5% SDS-PAGEH
VKo HLUK S AE R 14 mA,  HL K E] 90 min,
1.6 E8fE. REREE. BKERFRIERSCXHT K

A 0200 pghfdl, 4% 18 Wisniewski S5 1)
AT EE A . BKBOE B P ALRE S K B R
80 ng, %M ABZ AliTRAQIR ) & ik W 15 Bk 4745
ico KARic )5 T A IKBOR &, 17 SCXTl 4
Do SCXHrguSa, WA Ve Ik B A it 2936107, R
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PESCX L &I oy, ZRT )5 C sbrERAE (Sigma)
& o
1.7 FRi&Eoh

By b3 B K BEAE i R R 40 7 s HPLC
WA R G Easy nLCHEIT 0 B . Zh AR N
0.1%H B /K, B H0.1%H R L g KR (Z
J1E K 84%) . ittt LLOS% I AR -4 . A i H
ShERE gy EAE R L AEAFE Thermo scientific EASY
column (2 cmx100 pm, 5 um-C18), FEZ4Hrik
Thermo scientific EASY column (75 pumx100 mm,
3 um-C18)43 %5, ¥t i# 4300 nL/min,

B R T 4 B A0 S RO (5 4 B )R
Q-Exactive [l i (L #EAT B35 /00T o i 73 BT 584
R i 60 ming KI5 N IE B T
BB T4 75 B8 300~1800 m/z; — 2% i 4 9%
SRAE JR AT H2000F 70 0005 [ 33 #5 H AR -
3e6; — I KIEARE 10 ms; FHTEREECH
1; ShAHERR AT E] S 40.0 s, 22 K122 IR AR A

Jo ek FLfaf AR IR R B O R CORAE . R R
KAEVONE R, e e Xk & RE il 43 A
B BREE 082 m/z; TS S HER b TR R
fif L2000 217 5005 A INECH1; 9w K
HE A E 260 ms; H— 1k 1Al 48 fE 5 430 eV
He/NMEFEHR0.1%,

1.8 FUEHES

B3 o B DGR B P I RAW SO, A 34
Mascot 2.2 FllProteome Discovererl.4(Thermo)# 17
A e R AT .

A R AF U P2 A uniprot_Streptococcus
agalactiae 55498 20160527 fastafh [ it J7 (R ¥
51155 498%%, T #T20160527),

25 J5E i F Mascot R {4 it A< iy Mascot 2.2, ¢
2 B} RAW SC 4438 3 Proteome Discovererfg 38 &
Mascotflit %5 %5 , EFECAE I WEdEE, K5
HEATEOIE PR R . AHCS BN R 3R

=1 MascotiE EZSH

Tab.1 Search parameters of Mascot

% item

ZHUH  value

P30 type of search
i  enzyme

JiFEA  mass values
UL A% max missed cleavages 2

[# &4 fixed modifications

T MS/MS Ion search
JREZEIEE  Trypsin

HFfIFE  monoisotopic

PR BR IR S CEEERR)  carbamidomethyl (C),

iTRAQ8HR(N#i) iTRAQSplex (N-term), iTRAQSFR(HiZER) iTRAQSplex (K)

A[4REMi  variable modifications

FEBUR #R% 7% peptide mass tolerance +20x10°
W iR % fragment mass tolerance 0.1u
EHFiE  protein mass

i database

BB database pattern

IEXE  decoy

AM(EZE) oxidation (M)

ARIR%E  unrestricted

TCABERRTH B %% uniprot_Streptococcus agalactiae 55498 20160527 fasta

GRS IESHON FE 1R K A HE#E (Peptide FDR)<<
0.01197,

K [l Proteome Discoverer 1.4 %4 %) ik BL 3k o5
B WS AR AT S BT (3R 2)
19 E£WEEESH

#E H Y GO (gene ontology) Xl fit 13 B MIKEGG
pathway 3 M7 43 51 & F blast2go#K 14 (https://www.
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%< 2 Proteome Discoverer 1.4EE NS

Tab.2 Quantitative analysis parameters of

Proteome Discoverer 1.4

g SR
item value
HAEE PSP E— IRk B
protein quantification use only unique Peptides
I IE BB A1

experimental bias normalize on protein Median
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blast2go.com/) Fllkaas#X £ (http://www.genome.jp/
tools/kaas/)i 17, M UAFEKZESEH RN
test, LAASYR 5256 %0 3 (1 4 F8 F H Hreference,
FI R LA A8k 238 0 A TH B A A B I P . o,
GOZF Mk #2223 AT A, 43 51 %) 48 i 2 73
(cellular component)., 43 U fig (molecular funct-
ion) 4= ¥ 1 #2 (biological process)iE1 14347 o

2 4R

21 PHREIEERENED &EFILDs,

GD201008-001 %} B L5 £ () LD 5o k1 4.46x10°
CFU, Tfii A909X} B & fa () LDs, 4 2.86x10" CFU,
R T B D £ 1Y) B T 3 TN RR (3R 3).

#3 RIEKENEDERBLD, AN E
Tab.3 LDs, of S. agalactiae isolates in

zebrafish infection model

VIABEVSE

g3k number of death/total
dose of challenge CFU/(0.02 mL) GD201008-001 A909 PBS
5x10° 13/15 0/15
1x10°* 10/15 0/15
5%107 9/15 0/15
1x10’ 715 0/15
5%10° 4/15 0/15
1x10° 1/15 0/15
5%10° 0/15 0/15
1x10° 0/15 0/15
5x10* 15/15 0/15
1x10* 15/15 0/15
5x10° 13/15 0/15
1x10° 8/15 0/15
5x107 6/15 0/15
1x10° 5/15 0/15
5%10' 2/15 0/15
1x10' 115 0/15

LDs, 446x10°  2.86x107

2.2 AHRETABKENDREEMAREER
B

INEE M GD201008-001. A909(H

RAW264. 777 W73 51 24.08% 5 58.34%(&1 1),
PR Y A R 2 IR N TR AR (P<0.01), 45
FH, I REGD201008-001HEHT 7 W i i ) .3
T AN EPRA909,

80
*%
8 604
]
Sz
! ? 40
H@éﬂ —
a 20
0 T T
GD201008-001 A909
LS
strains

Bl1 ML EKERNEER
AR T PR 18] 22 S A Bk 3 (P<0.01)
Fig. 1 The phagocytosis rate of two S. agalactiae strains

**P<0.01 indicate significant difference between the two strains
2.3 2E{FEBSDS-PAGE

G320 wg W AR AR AL, #E1TSDS-
PAGEHL KB )5, HFHEARELW BN —,
PIZLRE S VK A5 C R 22 5, RUIM4LR
it (8] 2 PR IS SN, R e B AR
4(1#12).

24 EREARIEAER

P42 19 GD201008-001F1A909 1 4 7K 1,
g3 R 3R R ic Y bR ic/E A E R, GD201008-
001FRICH 113, 114, 115, A909FRiC¥ K
116, 117, 118, @it ik a#r, — 37556414k
Wio |HERSNE, Li116. 117, 118#E ¥
PHERNZ, #HTHE . SHAEARWITRAQ
(HYR A RIER S S NS ILED, AR5k
$GD201008-001F1A909% ik 5 (& 1Y b {H L
(GD201008-001/A909)>1.55<0.667, H.P<0.05/)
EAENRBZERER, LiHgs R RIAE
F13684~, [FA909AH L, #£GD201008-001H" I
FKIXHEA1934, FTRMEBIREAL7SA, RK4H
S HIF T R RS LR R B HE 44 T
10MY 28 I S DD RE T B o 1 R e ol e 35 10 2
ClpfE M E§ClpX, HAE M 15.773, T I L i 5
LI E B -RNAE B, HL(EM0.084,
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& 2 #H{xZEHASDS-PAGEEE
M. &[5 FERAE; 1. GD201008-001; 2. A909
Fig. 2 SDS-PAGE of the cellular proteins extracted
from GD201008-001 and A909
M. Marker; 1. GD201008-001; 2. A909

2.5 GOPHER

K HIblast2gofR {4 % iifi 1% 31 (1 22 573 3R 1K B
HATGOTNRE @ b, ZRE WA EIIhe
Rz, W KR 264 Y2 T 6
(E13), ZREAEAYER SN b =W AR
LR . AnfEa R R R FEd
S a7 T i S 5 1 N 9

Sy MG FUIRE A A R R B M A R L 4
G s TEE
2.6 KEGG pathway$5 #r4E

i FH Kaas%k 4 X} i 16 21| 19 22 7 R B A
TKEGGHll i #r, 2R EREEAW K141
B, EBAE AR A B, AT 30738 B AR

T B L A A AR A B L R A
T IR A 1 (E4)
3 iR

A R AR ER T, B AR

B PR A e % 5 M 1 ™ SR . HRG, N
AP X JC L4 BR B 1 B 5 2 0 B N R RR 1 S0
U1 TP R8RS €1 R 5 A e
K, B AR A0 T L BRI TR TR BN 2 A
FEZWATY, Rt 2075 I X fa 05 e L AEER
PRS0 HLER T 5 o 38 o R DU R AR G L B BR
Xif B b A0 A5 A (K LD, & B A AR B YL BE LD £ 5
B AR ) A & AR, et IR AR L M, WUk AT
i (AR GD201008-001 % B I 4 (1 35 ) I &
T T ANERRA909, 3 i RAW264. 74 W 0 3L 55 Bk
HSZIUER], GD201008-00 1347 L Wk 40 Jifd 5 Wk 14
ey M TA909, B, AN, GD20-
1008-001 1 BOs 138 T A909, HEUw M 24 5 194>
A T IR AR

Evans®5"F 5% & B, MHT Az JL i BEE 48 99 197)
A3 RIS A R T a8 (9 G FLAE BR B X e 2 % Ak

# 4 GD201008-0015A9095% 1% _EALL FIRT1080E B
Tab.4 Top 10 up-regulated proteins in GD201008-001 compared to A909

Bas BN R S =Ko e fE
accession gene name protein description ratio of GD201008-001/A909

AOAOH1VL50 clpX ClpE E§  ClpX Clp protease ClpX 15.773
AOAOH1ZJA4 ribH 6,7-— W FE-S-AZ M I — A DU SN & M 6,7-dimethyl-8-ribityllumazine synthase 15.098
Q93TI4 cpsIVK SR A A capsular biosynthesis protein 5.850
E7S7B3 KHFEH  uncharacterized protein 5.650
AOAOH1VH34 PR ERIEIAMR & il adenylosuccinate synthetase 5.470
Q8DZC6 rpid T HE-5- R I ribose-5-phosphate isomerase A 4.644
AOAOH1V7F3 glmS WHE-6- IR BB G E Ml glutamine-fructose-6-phosphate aminotransferase 4.432
Q8DZ20 rpl] S0SHZHEMR ST HL10 508 ribosomal protein L10 4.401
E7S2F8 KHFEH  uncharacterized protein 4321
AOAOHIVIU2 T ¥R IAEE  dihydroxyacetone kinase 4.051

http://www.scxuebao.cn
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&5 GD201008-0013:A9095% % A EL BIRT 1089 B
Tab.S Top 10 down-regulated proteins in GD201008-001 compared to A909

B E SRS E=Eipo ZR [
gaccession gene name gprotein description ratio of GD201008-001/A909

Q8EOL9 thrS TR -RNAEH: 0.084
Threonine-tRNA ligase

Q3K3V3 rpIR SOSIZMEfARE LS 0.167
50S ribosomal protein L18

AOAOE1EFI7 tt e A 0.177
Transketolase

AOAO075N859 IivG BB R AR ABCH IS IRHATPA iR H 0.196
ranched-chain amino acid ABC transporter ATP-binding protein

R4ZB74 acod TR T 0.203
Acetoin dehydrogenase

AOAOHITQL3 - MR HEA 0.205
Nucleotide-binding protein

A0A075MXS7 rbgA R A =R S T 0.209
A Ribosome biogenesis GTPase A

AOAOH1UDF4 rpoC DNA%E 5 HIRNA R & Hi B 0.215
DNA-directed RNA polymerase subunit beta

AOAOHITH19 - RuEA 0.228
uncharacterized protein

Q8DXX0 - KAEEA 0.229

uncharacterized protein

L7/ pun 1 2H Vi il i
biological process cell component molecular function
300
80 1
250
8 o
S8 60 i 2
N %n 60 200 g &,
®3 5 5
o g L 150 = 5
= E 401 2
S g
o) F 100 =
a
20
F 50
0 0

1234567891011 1213141516171819 20212223242526

B3 GD201008-0015A909% % KiAEHGOTREE
LAY R 2. g0 A 3 ARME R 4 LR 5o 6. Z AR 7. RS RGIRE: 8 A m e REA R 9.5
s 10. BT 11 BBEURNL 12, A0HEE s 13 A0 14 K TR G 15 AMXIEG 16 dfEs 5 17. 40Has: 18, M
—HRSys 190 M8 20 MEARVETE; 21454 22 BIEE AN, 23 JUEALIENE: 24 MY TR 25,2 TR SR 26 IRA G
e R TR
Fig. 3 Gene ontology analysis of differentially expressed proteins of GD201008-001 and A909

1. single-organism process; 2. cellular process; 3. metabolic process; 4. developmental process; 5. localization; 6. multi-organism process; 7. immune
system process; 8. cellular component organization or biogenesis; 9. signaling; 10. biological regulation; 11. response to stimulus; 12. cell part;
13. cell; 14. macromolecular complex; 15. extracellular region; 16. organelle part; 17. organelle; 18. membrance part; 19. membrance; 20. catalytic acvi-
tity; 21. binding; 22. transporter acvitity; 23. antioxidant acvitity; 24. structural molecule acvitity; 25. molecular transducer acvitity; 26. nucleic acid bind-

ing transcription factor acvitity

i B BOR M, D AT REJE P D R D B S i, HECIES:, 5 IoFLaE Bk R R B i KEE
SET ERTCILEEREE S FAARASR . XT SRE ARG AT, B DU fh PR A AR R
MR TCFLEE PR R MR RN, AR IEE RAKKBETRE. P ARM IR EERR A GD2-
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| | — | 34 (2.796-06)'

2 S 52 (1.28¢-02) AO

3 —6 (8.65¢-07)

4 w19 (7.43¢-04) IAA

5 m—14 (2.70e-02) A
6 mmm8 (7.51e-04) IAC

7 w9 (6.95¢-03)

S mm4 (0.00e+00) BAF

9 m3 (3.42¢-02) IAK

10 m3 (3.42¢-02)

11 mmm7 (0.00e+00) IBAIB
12 mmm8 (4.87¢-02) EBC

13 m—17 (4.70e-03)
14 w7 (3.29¢-02)
0 8 16 24 32 40
JEB 4 W%

percentage of genes

T T T 1

4 GD201008-0015A909% 5= 515 E B KEGGHE & Sy T E R E
A B B AR{E BALEL; COIREI(E S ALE; AO. Al AMAENLEE . AA. BOKW &AM AC IHERERAM: AF. HERERNA
W AKLSMRPIF R RS BAL B BC. T &, BELMEM, CA MEh; 1 MAMERE: 2. &k AERE = %; 3. LA
e 4 BIEWERAL R SOREBERRBE R o TR BEAR AR 7 O RAREE s 8 R EE IRANE: 0. ZEIEAR: 10 AL AN AR
MR 11 RNAREES: 12 RAMM: 13 BREBEAL: 4 WETWRS
Fig. 4 KEGG pathway analysis of differentially expressed proteins of GD201008-001 and A909

A. metabolism; B. genetic information processing; C. environmental information processing; A0. global and overview maps; AA. carbohydrate metabol-
ism; AC. lipid metabolism; AF. metabolism of other amino acids; AK. xenobiotics biodegradation and metabolism; BA. transcription; BC. folding, sort-
ing, and degration; CA. membrance transport; 1. metabolic pathways; 2. biosynthesis secondary metabolites; 3. galactose metabolism; 4. amino sugar and
nucleotide sugar metabolism; 5. glycolysis/Gluconeogenesis; 6. glycerophospholipid metabolism; 7. glycerolipid metabolism; 8. glutathione metabolism;

9. naphthalene degradation; 10. chloroalkane and chloroalkene degradation; 11. rNA polymerase; 12. protein export; 13. phosphotransferase system; 14.

bacterial secretion system

01008-0015 A JE R A909 M 74 FAH [E], 18 5 4 it
PRI 2 000 0 b A R R A 2 A A e, A AR
AL FH . o MR, #H X R B
BOEM, H 3 R A 22 5 Al i R B
ITRAQH; A R LA i i g M AL B Zu b AR, I HLHE
SVESF, ATLARI AT e . s i, TR
AW LB A 2 U A B Tz g
R, AHE5E A HITRAQAE f& £ 1 41 24 1 AR 4 it
THERS NEEZE R RBEA . ERINESFR
0T, i EFGD201008-001H1 A A909% F
FIKE 3681, fEGD201008-0017+1193 4 H |-
WKL, 175 EE T HRL . B HE
()& Clp#E F B ClpX, HAE N15.77, ClpXi&#fk
52K FIHsp 1002 I R LB 2 —, TR = AL
G, TG IREE R B R, P IR S
P B N B R R B OCE L, R A
ClpXs& ClpXP22 Z 2 £ 1 il 1 ATP W, 245
K% 0 BT S50 BT 75 10 R -0 S5 A% 43 BOFF 1R 1Y)
Clp X FHF 58 v & BLAE K I T 7 ot o e 3k 4%
47 BOFF TG Clp X RE #% ZE 4K 1 32 7 A9 ) A K
W1, Hhn1E E xR AL T B HRH. ClpXont
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T4 5 R A IR TR R R B R B AR R AR
L, ClpX# M gt 5 By 4l v FKPT 1 32 5 e 20 il
JIr P A B AR T, ClpX 8 728 T AR 7E /D BUK P Y
B W EW S I3 F IR PR b -6- 1
PR 2 2 T e B g, A S TR R gImS. DT TR A
R glmSIE 25 ) AR ARG R 40 R ) S
PR, [R) R 2  6T  AK P B AR 2R B SR 2
Fhier, 7E 20 AT A 8 S S0 rh Rl 3 Y
EARMFLH, ClpX. GImSTEGD201008-001H1 3
IKEE R 2 I, GD201008-001 % 5 D £ A5 4 i)
LDsoth i F K T A909, #EMClpX ., GlmSH] fEFE
GD201008-00155 A909FU ik M 22 7 ik B — & A
H. EZEREAT, cpsIVKmIS R A Y6 i,
17 GD201008-001 i, i 2 eIk . AR T JH
AU, TG K T R B R IR 1Y) I 22 B (cap-
sular polysaccharide, CPS), CPSZ: i I ¥ iR & i
G, fE ERERG S S K EFEE R, AT
FLEERR IR AR AR C ity o B, JERE AT DL i
TG FL A 2R TR b 3k b AN M L A S A
4 H Y S R T BRVE Y. AWESR LA/ BUE W5 41 i
RAW264.7 R I AL, H 4 T GD201008-001F11
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A0 g, ZEIRRI], WAV A MEN
Fk i BT E I GD201008-0014 L Wk 210 ifd 75 Ik
AR E LT A909, FRATHEM , JCFLaEER i
JE A ) A R 1 2635 1 AT BB S ) T I L0 0
FI4 L, k-5 2 GD201008-00 14K 4T L 1 4 i 75
Wik (4 8 7 395, R T 20 T Y O e ok . oAt 2
SERBEA, FHEREEEAOMTNHERRE
FI, 76 A TR A 32 0 U5 A TG 7L 4 2R B S0R HIL I h
Frf e, M akZemiot . BARTEIRAN S 5%
T, ANFEVTE 3R IR W JC 3L EE BR B 22 5% Rk
B2 X 40 B A B0 T 22 s R R, (0 R
ANREZ WA e 1E F 5, B tE LA RIA M
LGB AR SO HL BT R VR

Wk A 25 S R GR T B Re 2 B AT
GOYIfig & b, SR EM, ZREALW K
26 W e . KEGGHE XA HT B, MRk TE
ZFRBEAW R4, B REE PG
W, JoFLEE R R S AN JE AR R R AR TE
PN BT A B 3R 25 R R, T RE S S BRI T
PR 2R, RSN SRR, bR I 22
SEAFEY L SE, AR S kR
T A [ 1 R B DDA G, HLR T8 o T ik —
HEE . AEYME B g R Y], GD201008-
001F1A9092 S Kk H AR BB LA 1z,
S5 T RZME T

Zr LTk, ARSCEIE i iTRAQAE & & 11 i
H2EF AR M T JCFLBE BR B A I bR 5 N TR bk 22
FRIZEA, X TR A 15 RN TCFL
HEER TR B ) 25 57 R BUR LR TR 2R &K .
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Quantitative proteomic analysis of differential proteins in
Streptococcus agalactiae piscine strain and human strain using iTRAQ

GUO Changming ', YUAN Cheng', WU Caihong', ZHU Shanyuan ',
LIU Guangjin>, LU Chengping®>, LIU Yongjie >
(1. Jiangsu Provincial Veterinary Bio-pharmaceutical High-tech Key Laboratory,

Jiangsu Agri-animal Husbandry Vocational College, Taizhou 225300, China;
2. College of Veterinary Medicine, Nanjing Agricultural University, Nanjing 210095, China)

Abstract: Zebrafish and macrophages were used as in vivo and in vitro infection models to evaluate the pathogen-
etic characteristics of Streptococcus agalactiae piscine strain (GD201008-001) and human strain (A909). iTRAQ
and LC-MS/MS technology was used to identify differentially expressed proteins in GD201008-001 and A909,
and provide new clues for exploring the pathogenic mechanism of S. galactiae strains isolated from different hosts.
The pathogenetic characteristics of GD201008-001 and A909 were evaluated by analyzing LDs, to zebrafish and
phagocytosis of macrophages. Cellular proteins were extracted from cultures of GD201008-001 and A909, and la-
belled with iTRAQ reagent. Differentially expressed proteins were identified with LC-MS/MS. The mass spectro-
metry data was analyzed by Mascot2.2 and Proteome Discovererl.4, and then subjected to biological information
analysis of GO (gene ontology) and KEGG pathway. The result of pathogenicity difference analysis indicated that
the virulence of GD201008-001 was higher than that of A909. Differentially expressed proteins were identified in
S. galactiae piscine strain compared with human strain. A total of 368 differentially expressed proteins were re-
vealed (P<0.05), among which 193 proteins were up-regulated (ratio>1.5) and 175 proteins were down-regulated
(ratio<0.667) in GD201008-001. Bioinformatics analysis predicted that these proteins are mainly involved in 26
biological functions and 14 pathways. It is speculated that ClpX, GImS and CpsIVK may play an important role in
the pathogenicity of GD201008-001 and A909. These results may shed light on the pathogenic mechanism of S.
galactiae strains isolated from different hosts.
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