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CREK B2 A B B K08, &R T M 5103000

T K F RE5C % A0 K i RIS 18 (RACE) W05 ¥, W& LPS R M TE ST (Lateolabraa japonicus) B RNA R R4
HIRTE T 803 bp [ IL-8 cDNA JT 7. T ZI -8 159 bp 11 5" 3EHR L X (UTR) 1 359 bp 11 3" FE &L X (UTR) LA &
297 bpf I AL B AE (ORE) » T 45 99 N EHEME . FFIHI 3’UTR & 2 1> mRNA AR EEF, 7 Poly A B L 17 bp &6
A 1B Poly A ME/E S (AATAA) . TR EEREWE 27 MEEREBKES K, BE SRR~ 4 724
SRR 4 A B, TR B AR ER) 73 F 2400 8.3 kD, S5 0 7.85. 687 IL-8 FAIhH Al TR e —Bn iy 4 B
HRRRT AT 2 M EMERE 1 MEERS I, B CXC 4. 5HAMEIEN IL-8 4L, 485 IL-8 /77 7Y o i 52 mi 7
EPFER ELR T, MEH ELH & M. B80T 877, 1687 1L-8 5 M S 2B 2285 B i IL-8 B 4 FE B K FE
M, S8 F R B (Acanthopagrus schlegeli) T BF (Paralichthys olivacews) BB IS R BE, RO BB K, 5K
O FLAE B LR TR FL2E ) ELR 254 7T A6 4 TL-8 TEHE AL 1L AR shRp A6 T B E0 45 4, LAUINSR TL-8 45 R ML ek B

J1. [REAZRS,2007,14 2):201 - 207]

KSR ALY BN R 8 W FAI T
HES%ES:Q959.483 SCERFRIRAD: A

H /3% 8 (Interleukin 8, IL-8) S FRIE H1 i 4
%% A7 (Neutrophil activating factors NAF) B
4 jg ¥ 1L Kl F (Neutrophil chemotactic factors NCF)
J& CXC T 1tk 8 7, 2 e 5 R B I Ak 1k K]
FU, FEm LR, T R — BT M
N B A AL T R 2 T RE K A A A 2 b A R 4 ¢
i R P A, B A A R W v R 41 B T R
73, ALFER 5 g vh Mok 40 iR 1) SEOE BB AL RS, IF A
U RURL R TR 1R B, R S IR IR A, B N A
JiR 2 T 26k B 70 1 O 3R A 58 22 B D BE , AE JO0E R AR A
R it R A E A 2,

AR, MR T B (2R S 2 A ST A
Mo HSREA T R T R BT ST R R R B, B
BT A K -C 8 (Lampetra fluviatilis) B BE
BRI (Triakis scyllia) YR (Chimaera phan-
tasma) B BB H 1 F 8 (Paralichthys olivaceus) 9.
UL (Oncorhynchus mykiss) 7 FE B (Cyprinus
carpio) BIE JLFh 2K i 4 B 5 IL-8 ALE L R 7
(8 TR 471 o f 33K 6 5 [R] P Rl oy o o B obof L 3 78 1A

Y#5 H #3:2006 — 05— 10; 1&1T H #3:2006 — 08 — 21.
BEWMB: T REREBRIE 2005820301023 .

X EHS:1005 - 8737 — (200702 - 0201 - 07

BRI R T E T AR ey g, et
TR T R R R R

1t (Lateolabrax japonicus) J& T & % H
(Cypriniformes) 135, 7€ 1 [¥ #1677 g 845 7041,
(PN RN B AN G VA o N o L 7N A D) 1 S i
TH&MEA R FREER S, Sk EE 200K
FRA Gz 01, KU BN 5, %
IL-8 5 RIHEAT 5 b, i 510 67 1L-8 A 541 1 4544
AL, D9 5T 2 B DR 7 S0 S I A i, a3k — 2D 4
VT 28 BT SN Y R A FLERAE B BABT 5T

1 MR5I%

1.1 = RNA B#RE

v A R AR 8T (AR 400 @) (ESEER = N
9% 2 dJE OKIRZ) 24 T, SRS, MR 5 g
% H (Lipopolysaccharides 10 pg /mL LPS400 pL. H 3
6 h J5, i E AR H L 2 50 mg, BN 1 mL Tri-
zol (Gibco, Japan) FFEEAT 5] 2% , 45 RRAR I 218 A i B
FRILE RNAS

{EH A BT 1971 -0 %, BT AR B, TENHBFAEY D TAEYF WK . E-mail: qiu902@tom. com

RTAEH : It 5 . E-mail: jiangsg@21cn. com
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1.2 ¢DNA F—H#MEK

L8752 RNA 5 pg 5 K551 (oligo-dT #
K1, WA 11 pL (10 pmol /L) &5 70 T 0 #
S min/a, SLEIBCE JK E, R JE I 5 X Buffer 5 pL»
2.5 mmol /L ANTP & % ¥ » RNase #l5], M-MLV
P s lig, VAR R 25 pl. RNV FES 42 C
60 mins 70 C 15 min, &JF A — 80 T tRfF & H -
1.3 IL-8 & cDNA R ERIRIE

LYY IL-8 B K CDS J7 71 4R 57 X & v
(3 FF 519 (dILSF, dIL8R) [T W3 1, ¥ 3 v B
K/N524 180 bp-

DL E R I 55— cDNA F R 54, F A+
ST PCR Y1, RN AR F 8 :10 X PCR X M. 4%
M 5 pL, 25 mmol /. MgCl, 3 pL, 2.5 mmol /L
dNTP 2 pL, 10 nmol /. 5| % dIL8F A dIL8R &
2 pLl, Tag B 1.25 U, F =2 K0 RN R A 7R E
50 pLo S 4% A 4 :94 TALYE 5 min; 35 MME#R: 94 T

APk 45 5,56 TIBK 455,72 T IEfH 45 5572 T LA
10 min; 4 CfRiE. PCR P4 1.2 % I AEREHERE
HUKIEAT R, AN BRI B ali Ak B 7=, R 5
HAL PCR =% 7% 2| pMD-18T #4461, %1k
KIGH B TM-109 /2452 25 40 i, PRECRH 14 50 B, $2 1Y
Fki. 23514 PCR MG, B ABEHA BN
JFORL DNA A M13 38 A 5 9738047 50 T

1.4 IL-8 cDNA R EHIRIRE S #

M7 45 8 H BLAST % (http: /Awww. ncbi.
nlm. nih. gov /BLAST /) #E4T Y514 7 #7, #4E Blast
SIS RAET MR ERET IL-8 BHEKIE.
1.5 IL-8 cDNA £ /F 5y Z

RYE A3 F B DNA BT PN 15 1Y)
F1.F2.R1.R2 G& 1. FIH cDNA i tRE$ H+:
A (Rapid Amplification of ¢cDNA ends; RACE) * H
ML R 37 F 5" K i 34T PCR 973 .

F1 ZRGEASIYFT
Tab.1 Oligonuleotide primers used in experiments

54 2% Primer names

MR 5 (5'>3") Nucleotide sequences

dILSF

dIL8R

F1

F2

R1

R2

oligo-dT k514 Adaptor
¥k 514 Adaptor
oligo-dG

TGCCRCTGCATHGARAC
ACTTGTTVATGACYHTCTTVACCCA
CTGATTCCTGCCAACTCCCA
CCCACTGCGAGGAGACTGAG
CTTTCTTGACCCAGGGAGCC
TCTTCTTCAGAGTGGCAATG
GGCCACGCGACTAGTAC (T4
GGCCACGCGACTAGTAC
GGGGGGGGGGGGGGG

7E 3’'RACE ', FIH ¥ £ X (Semi-nested) PCR
771, H 5e H FLORUE LS 9T PCR N, B {3 r=
YI R 50 55, B 1 pll AR 454, A F2 R sk
514 34T PCR 434

7E 5'RACE ', FIH K i % # B 1 dCTP 7 cD-
NA K& L poly (© )5, LLUNZSE# cDNA 1£4
PREAR , R 5 5 1 514 R1 A1 Oligo-dG #EAT 26 — 1K
PCR #°3, Ji#3 PCR F=#1H 1 pL 1F R, 51 H
R2 1 Oligo-dG #4172 2 X PCR ¥ 1 .

JRf3 311 PCR F= ¥ 7E 1.2 % B35 05 B ik B
Pk AT A BT K 5 R B s aifb s, e E|
pMD-18T &k, 4L KA B TM-109 /252 25 41
J, BRERBH 4 8 B, A MI13 38 A 5 [ 406 R DNA 33

AT . A Clustal W A5 005 B 43 )5 51 5 3
FB1 4P 8 PS03 F AT PE

i /] BLAST # ff (http: /Awww. ncbi. nlm.
nih. gov /BLAST /) % 42+ IL-8 cDNA J#% £ B F1 731
) Z BT T H) AT VR 1. 23R A
Clustal W (http: //www.ebi.ac.uk /clustalw /) 2 J¥
AT
1.6 FAoHh

P38 7 20 [ P54 B FAR AU, 2 R H BLAST
AT 2 )7 B K H CLUSTAL W #2)%; LA
BLAST 2 #4647 /5 51 Pf 42 4K A InterPro 14
R F S IKE KA SingalP 2% 40 175 5 16 X H
TMpred 2 )7 #8 F-; 25 [8] &5 9 7000 K H - Swiss-model
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AP, 158 & & H Swiss-PdbViewer % fF; K H
CLUSTAL W 275l MEGA 2.1 %, LAAR AL A&
% (Neighbor-joining) 14 Z LB .

2 ZRE5H

2.1 IL-8 ZFERIEENFISH

DIAHIE M) cDNA S35 19 08 5F X vk i #fe 351
WIHE 2R E % cDNA AT 7%, 3545 180 bp
438 50, J7 5000 2 45 R4 BLAST X 73 #r & B,
v 5 A LRI FLEM CXC E R E R & A, 1%
JFHVEE 4 AR R, K 2 NP aE g 1
AMREE R 5> FF, TE L CRC 451, fF & LR 7
CXC Z IR R AR 25 46 45K

HRARA 38 1 358 4 T3 410 4% o 25 R 7 o S 1 B
), % H RACE HiA, I8 K1 57 Lyl 37 T F
BT 5. K13 T 340 bp 1 5" L3777 41 Rl 490 bp
1) 370 RT3 BT HI &P S5 3k 15 803 bp
L8 IL-8 cDNA JTF) (B D . 1%F51% 159 bp 5
I UTR, 359 bp [ 3% UTR LA 2% 297 bp BIIFAGLH
HAE, T w99 ME MR . T HA> T84 8.3 kD,
LN 7.85. TRAIA AT Bon, AE 85 IL-8 )T 41 (1

3’8 UTR & 2 /NMTE K 2 S04 i I8 v #8385 3 A7 76
1) RNA A 27 ATTTA M4, B & 2 KM
mRNA P RIEEER: A 1 AN B polyA N2
{55 AATAA; LT polyA E#F 17 bp &b T2
EWFHE 27 NRERHANANE SR, E ML
BY) R R 15 S IR 7 1 4 AN EEETR, TR R
23 6] G R IR R, A R T8 5 %24k g5 5 100, 2% 5)
B8 CXC FIE R R BB () CXC 4514, (B2 = 52
R4 AL i ELR 45 48, 3 1 R S0 ok 4 2 1R B
X, B A ELH 45#. LA CLUSTALW % {4 ¥ {6 &7
IL-8 EEBT4 5 S IRB RIS CXC Bt
PR F AT X R L o dr (B 2), 25 R, 5 K
flzh#) CXCL-8 %= R AH LL, 1667 1IL-8 ¢<DNA 1 4
AE B & B IR W R SF, JF %) CrClgteskpl-
gRhIeKVeLiPanShCeetElIlatlkktgqevCLD % A #F &
CXC VH EH 275, C—x— C— [LIVM] - x
(5,6) — [LIVMFY ] - x (1,2) — [RKSEQ] - x —
[LIVM]-x @) — [LIVM]-x (5) — [STAG] —x
@ -C-x@® - [EQ]- [LIVM] Q) -x©,10) - C
—-L-[DNJ.

PDF S H

CCAAGAAAAGGAAAAGTAGAGAGAGTGAACTCAGTGAAAGAATAAGGAATACAGAAGAAT 60
AAAAAACTTCTTTACTTTTATACAGGCTTCATCAGACGGCTTTCTGAAGGGCATTCATAT 120
CCTTAGTGATAATTTGTTGCAAAATTTGTAAAAGGCAAAATGAAGAGCAGCAGAGTGATT 180
M K S § R V I 7
GTCACCTCTACTGTGGTGCTCCTGGCTTTCTTGGCCATCACTGAAGGGATGAGTCTGAGA} 240
v T S T vV vV L L A F L A I T E G M S L R 27
AGCCTTGGAGTGGAGCTGCACTGCCGCTGCATTGAGACGGAGAGCAAACCCATCGGCCGC 300
S L GV E L HI[C R C T ETE S K P I G R 47
CACATTGAGAAGGTGGAGCTGATTCCTGCCAACTCCCACTGCGAGGAGACTGAGATCATT 360
i T E K V E L I P A N S H C E E T E 1 1 67
GCCACTCTGAAGAAGACAGGCCAAGAAGTTTGCCTGGACCCGGAGGCTCCCTGGGTCAAG 420
M T 1. K K T G Q@ B V ¢ L D P L A P W V K 87
AAAGTCATGAACAAGTTCCTGTCCAACAGAACACCCTGA 459
K Vv M N K F L S N R T P = 99
ACAGATCGGGAGAGATGTGTTTCATGAGTCTGAACAATTTCAAAGTACTAAAAAGTATTT 519
ATTTGATAGTCATCACACTCAATTTAATACAATCAACTGTCAATTTGATCAACTGTTGAA 579
AATGACAACAGAATTTACCAAGTAAGGTTATGTTTGTATCAAACATGTGTGTTAACAAGC 639
CTGTGCTTGTTTGTATGTCACTTGTGTGTGTTACTGTGTATTCTTATCTATAACTTATTT 699
GCTTAAAATATTTATTGATATATTTATGATGTAAATGTCAATTGTTTAGCTCTGCTGACA 759
ACCAATTGATTTAATAAAAAAGTTTACCTAAAAAAAAAAAAAAA 803

1 768 IL-8 MM AR F 7

B KB 5 IRY) AL CXC ZR IR A BIREE )| LLTHERR 7R FTHEIN A B AR AF ALY CXC & /7 T RIZE RNA 2

B TRIZMARNE Poly AIER 5 AL EEFUE SRR,
Fig.1 Nucleotid and amino acid sequences of IL-8 in L . japonicus

The arrow indicats signal peptide cutting site; CXC subfamily signature is in the box and CXC motif is in the highlighted box; RNA

instability motif is underlined and polyadenylation signal sequence is highlighted and underlined; asterisk shows stop code.
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WY Black seabream —=MSS—RVFVATIVGLLAFLAISE-——-ASLGVELHCRCIQTESKPIG-RHIEKVELIPA 52
.5 Sea perch —MKSS—-RVIVTSTVVLLAFLAITEGMSLRSLGVELHCRCIETESKPIG-RHIEKVELIPA 57
M JK Rubripes ——MCS—RVFLTSLVVLLAFLAISNGMSLRSLGVEQHCRCIQTESRP | G-RHIGKVELIPP 56
T 4T Flounder ——MSS—RVIVVAVMVLLASLAISEAVSLRSLGVISLHCRCIETESRP|G-RYIKSVE| ISP 56
% Cod MKMTSGKIPIGSLLVLLVLLTITEGRSLRGLGMELRCRCIQTESRQIG-RHIGMVE|IPA 59
4 Carp ~=MHG-KIFLVSVIVFLGFLTTGEGMSLRGLGVDPRICRCIETESRRIG-KHIESVELFPP 56
- Sheep ~-MTS-KLAVALLAAFLLSAALCEAAVLSRMSTELRCQCIKTHSTPFHPKFIKELRVIES 57

Pig ——MTS—KLAVAFLAVFLLSAALCEAAVLARVSAELRICQCINTHSTPFHPKFIKELRVIES 57
A Cat ——MTS—KLVVALLAAFMLSAALCEAAVLSRISSELRCQCIKTHSTPFNPKLIKELTVIDS 57
A Human ——MTS—KLAVALLAAFLISAALCEGTAVLPRSAKGQCIKTYSKPFHPKFIKELRVIES 57

Lol - : : kokkox ox Dok
i Black seabream NSHCEETEI IATLKRTGQEVCLDPEAPWVKK-VIQKILSNARR-———=——=———~— 94
{tlf Sea perch NSHCEETEI IATLKKTGQEVCLDPEAPWVKK-VMNKFLSNRTP-—-——==———- 99
WW Rubripes NSHCEETE I IATLKMSGQEVCLDPKAPWVKK-VINKIMSSRQR——————————— 98
48 Flounder NSHCDKTEI IATLKDTGVELCLDPEAPWVKR-VINKL | SKRRLSRWREMGSEAV 109
fiet Cod NSHCEETEI IATLKRTGQEVCLDADAPWVKN-VIERM|SSRRH-————=————- 101
e Carp SSHCKDTE I IATLKISGKEICLDPTAPWVKK-VIEKI ANKAP————=—=———— 98
- Sheep GPHCENSE I I VKLTN-GKEVCLDPKEKWVQK-VVQAFLKRAEKQDP———————- 101
W Pig GPHCENSE I IVKLVN-GKEVCLDPKEKWVQKKVVQIFLKRTEKQQQQQ-——---— 104
Vi Cat GPHCENSE I IVKLVN-GKEVCLDPKQKWVQK-VVE I FLKKAEKQNA-—————--— 101
A Human GPHCANTEI I VKLSD-GRELCLDPKENWVQR-VVEKFLKRAE-——————————-— 97
L.k okskek |k k k kkok ¥k, koo
2 A IL8 5HMIY IL-8 EAMN £ )7 FITLAL

BSHARFFE GO, < ACRMUE: # K RmE S RPE s 4 MRT MR R AR 5T WK ELR £/7

LIDTHE 7.

Fig.2 Multiple alignments of Lateolabrax japonicus 1L-8 with other known IL-8 amino acid sequences

Homologous sites are shown as asterisks. Similar sites are shown as dots (* or :). Arrow indicats signal peptide cuting site. Con-

served cysteines are highlighted; and ELR motifs associating with neutrophil attracting in mammalian are in boxes.

2.2 LRSS

2 BLAST /#1687 IL-8 2= N 4 K
F 5 HARA Y B TL-8 B B A B m i R VR . A
HALXW S RATUEE, %755 kB Ras
IL-8 A 1R & iy AH AL, 40 F 8% (Paralichthys oli-
vaceus) (FHLYE 88%, E 1H S5e-34) . IT 4 (On-
corhynchus mykiss) GHEAYE 78% , E 1H 2e-28) , £
(Acanthopagrus schlegel ) HL 1 86%, E {H 8e-

38) . [RIBT RIS W FL2K TL-8 FVEHE R &, WA
R 59% , E 1H 8e-18), 4+ (AT 52%, E 14
2e-18) , 453 GHALLYE 58 %, E 18 3e-17) «

TR AT ROR, 468 IL-8 5 H ARSI IL-8
FAIA a5 0, 45 N Rom i 3 A~ g &Ml 1
A C R o SR HE. TR 09 25 8] 45 A AL AL 5 0
IL-8 i AATE i s R — 8 (1 3) .

3 THAGAESS IL-8 () 5 AR IL-8 (Zo) 7 [a] 45 4 (1) L 3%
Fig.3 Tertiary structure comparison between human IL-8 model PDB IL-8 {left) and Japanese sea perch
IL-8 (right) model predicted by Swiss-model and Swiss-PdbView software

LA Mega %14 o B AT A7 A G IR R 2 O R S8 2R 4L
WS (B 4>, 7o 87 1L-8 Lt fh 28 6 | L 409 A0 6

IL-8 KGRk AL, N RE i AR A RF
TS S, —F B G . AR AR TC a2k
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IL-8 5187 AR I BA MR T S5 LK IL-8 1)
YR, (E R HL S ity T6) Y 2t A BR B AT EE 55 0 P 2R Y
AR BR B, NI A 55 50 A6 8 5 FL3K IL-8 1Y
AR B R . BT BoR, BARAE T TL-8 B A

55 £ RN P28 HAR SR AL CXC Ml 1 R 7 gt
R BE B R, A8 AT #E 4L AR AR, BoR e A 1R
FTIREAUE

I: cowCXCL1
cowCXCL2

I: HumanCXCL1
humanCXCL3

mouseCXCL2

ratCXCL2
ratCXC

lampreylIL-8
chickenkCXC

sharklL-8

troutIL-8

carplL-8

sea perchIL-8

black seabreamlIL-§
monkeylL-8

—: humanCXCL6
humanCXCL5

catIL-8
doglIL-8
troutCXCL10

catfishCXCL10
carpCXCL12

0.1

4 LIADATARBREMIE IL-8 00 R0
] CLUSTAL W 12/5H1 MEGA 2.1 %f, LIAT R AHE A ik e i
Fig.4 Phylogenetic tree show relationship among full-length Latecolabrax japonicus IL-8 amino

acid sequence with other representative CXC sequences

Sequences were aligned by CLUSTAL W program and phylogenetic tree was constructed by neighbor-joining

methods using MEGA version 2.1

AHFF R H [FYR 5L B £ R, 78 2 0k gt 1y 1 B
cDNA [3R13F T 803 bp IL-8 [ [T 5. — 4
AT B, 1687 1L-8 TR E 1R 45 49 (1 2 A
I E R R B R 5 B L CRC 45 M, & CXC
A ALk R 7 1 BB 454 1074 & CXC Btk
PR F HIFREZE T8 o He 2% 8] 25 T 2 7= He 508 L
K IL-8 HARBI =4 450, B N it 3 4 g &
A C i o BB FELE ), T W & —Fh CXC B 1L

ESIA

FBE T B, 175 S IL-8 HIAR
P, H O BOR BTSSR TL-8, 5 FL SR
TSR IL-8 HIAHBAME SR, &5 H ARSI A CXC
FOEALYE R T A — R BAR L . AR AL BT A H A
R By £8 T1-8 2 DX 55 JE Al 38 AR DL IR T 5 e L2
AR, (B R BEAL 7 #7456 R AR, 1B £ 55 e sk
f IL-8 fEdE 4k E PSSR . I (A AT gt [
NBAREE S 53 TL-8 F5 KA S TE a3 040
R It O 20 R AR AL, TR FL 2K IL-8 2 AE
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BEIE A R e

5H A fa 2k 1L-8 #HARL, fE 67 IL-8 fE45# F 4
BRZWFLshI ELR 7. %57 A0 FL2E IL-8
A R RSN, 5 IL-8 Bt kath
FLAN M T REAH %o %% Fh a2k IL-8 #RE 2 14 i
MEFAT R 5 @R EA RS RS E
Ko IL-8 M2 IT 4 B3 4 1 41 A B (b AF
F, B2 B Rk K7 AT BEAE T e L v R b, &
LA 6t BT 48 1 40 B 0 AL Fry sk 1 P O, g 9
AGAE LA R A RS, kbR, &
PP R 7 3R R 5 A 28 7 R o Re R TR — %, P= A2 T
BB 45 5 1 4 A, AT RS A Hh e A w40 Y A
M t-3-6), s % Fffn 3% 1L-8 B CXC Al F 57
AR 73X — M A&, ELR 45 M E i 25 ELH,
FEMT S Hp >l DLRY12), 78 7F i v g SLH'Y, 76 47 i
% SLQP, 75 8B 4 4 SLR, 76 T 2K b i
B8R 5 GGR. W LA % 1% % J¥ B GGR— SLR
(SLQ)—SLH—DLR (ELH) —ELR % £ R 534 5
LA T AR I FL2E B R R R N 2R G B
ELRM10). [Fi, 1667 1L-8 15 £ Al H Al 258 1 CXC
O] 7 #10 EL A 48 v AR AL, R BB 0T AH TR AR O
BRBEE B, e01% BN EH ST E R
A2 TR A, BETT PR AR A4k, O B R R L
YEF )

FE 5y F KT 15 AR B R 3R 13 (9 TL-8 f 4 BT
AT LAE BA & 5 0 FL2ROR H A £ 2 18 AV {H 2
B35 P AN ) ) e A TR 7 9 40 7 5 ) o AL,
BEAHAMAFEIE, ik, ERG6EHF S5m A IL-8
LR LI RE, B R T L IhREET 6 .
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Molecular cloning and characterization of interleukin 8 from Japanese sea perch
Lateolabrax Japonicus

QIU Li-hua; JIANG Shi-gui; ZHANG Han-hua; YANG Keng; ZHOU Fa-lin
(South China Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences: Guangzhou 510300: China)

Abstract: Cytokines are low molecular weight proteins that serve as chemical messengers within the innate
and adaptive immune systems. Closely related pro-inflammatory chemotactic cytokines: called chemokines;
attract and activate specific types of leukocytes, such as lymphocytes and neutrophils. The chemokines are a
superfamily of approximately 40 different small secreted cytokines that direct the migration of immune cells
to sites of infection. To date; four different subfamilies of chemokines have been identified. The two major
subfamilies; CC and CXC; are distinguished by the separation of the first two cysteines in their amino acid
sequences by a single amino acid. Interleukin-8 (IL-8) is a CXC chemokine, which is also the first known
chemokine; produced by monocytes /macrophagess fibroblasts; vascular endothelial cellss mast cells, epithelial
cells and a wide variety of tissue cells; upon exposure to inflammatory stimulants. In this paper; an inter-
leukin 8 (JL-8) homologue sequence was identified from Japanese sea perch Lateolabrax Japonicus based on
homology cloning strategy. The ¢cDNA sequence contained 159 bp 5"UTR, 359 bp 3"UTR and 297 bp open
reading frame (ORF) which could translate a putative peptide of 99 amino acids including a signal peptide
of 27 amino acids and the mature peptide of 72 amino acids with MW of 8.3 kD and PI of 7.85. There were
2 mRNA instability motifs and a polyadenylation signal in 3" UTR region. The putative peptide contained
an IL-8 receptor binding site and four conserved cysteines which would involve in forming disulphide bonds
and the first pair cysteines was separated by Arg and formed the IL-8 typical structure of CXC. Like other
piscine IL-8 sequences; the sea perch IL-8 lack ELR motif upstream the CRC; and the third amino acid of
Arg was substituted by His. The amino acids and nucleotides of this sequence shared the highest identity and
similarity with the piscine IL-8 sequences; but it is very interesting that the similarity of sea perch IL-8 with
lamprey was lower than that with mammalians. Phylogenetic analysis showed that the ELR motif in mam-
malian may be typical evolved for chemotactic special cell from the ancient IL8. It is absent in lamprey and
only has substitution in piscine IL-8. [Journal of Fishery Sciences of China,2007,14 2):201 —207 ]
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