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(. E#K RERAEAK T REESREESE AT RERE, L 2000905 2. BAKE K7-IRE R, B 05

36849,% FD)

PE BN EH BT HER A X B Ucalurus puncrarus)BAC B 4 3CFE, #) B 31 445 % () 77 5 %4 FH 1 52 [ BAC 047 _
K12 #4779 5E , 18 3 2 815 bp 1 SCYAI26 EFAFF], FH S RKH,SCYAIZ6 R B2 MEFMI ANETF
HAGH R FIRNIFH S SCYAIZ6 cDNA J7 4582 — 3, W% 92 MEER, £ N & F 2 MBS EER (COM
2 A HIAR ) F B EER , O BB R CC AL 7 WK AR A R 5 B LHF iR 758 & TATA RS 7R — &5 Gk 4
KEFZHFEEME, 54, RIEE GenBank B 5 25 BM029630 [¥) EST /5 5| i L 4 47, I SCYAI26 FH A
NS FRARNE, S BEREETE Nml AN SCYAI26 S0, EENFMHMFHILT SRENEEN
TFH mRNAMELE, MERXRZEEE B S T E¥HEMN SCYAI26 mRNA, [HE K™ R%,2007,14(1) :1—7]

KR - X R s ILE T ;3;SCYAIZ6 ;RNA 7] 48 B 52
FE 5 %S :Q959. 499 HELFRIBAL A

TS T 8 Mg W, 0 2R IRAG I S RGO
AgEE, B, 8 3ETE v B o B HOBT R Y
B RBZERG, BB T2 &5 5 YL
RGN ELEAR T, BEV5 3 40 0 2 G i
A0 R R R, B E FEDR K
B RmEEEAE MY, —REBNLE T N &
HEH 4 AR R E PR BRI S, X R Z R0
A EEX A, BRI N o B R e AR X £
B GEWE T A 4 AN TEIR . (DCXC K&t
HW¥,Nim Cys PHEBINEBE 2 A ZAEHERE
— A EER; (DOCCEMILETF,N 3 2 4~ B a i
Z IR T AR T 2 2 5 (3 C KB 75 (4)CX3C K
By, EARPERI 24 4 CCHEULR T
FIEW AT, CCEENE T EEERTERE
M 20 o V6RO 400 B VR T b R M VR R K A i %
NK 40/, 75 S eI Ay ae s e, EaEk, 7
St (Triakis scyllia) \?@(Paralich,th,ys oli-
vaceus) T (Oncorhynchus my/ei.s’s) ZaEhwg
2 CCHEWE T HE 1 fraf e, JE5E sl X
Bw ctalurus punctatus) VK X B w (ctalurus fur-
catus)H , {195 cDNA 757087, H B &I 26 4~ CC

Y35 B #7:2006—02—13; 11T H#A:2006— 06 —20.

X EHE:1005—8737—(2007)01—0001—07

itk BB, 2 Bl 6y 4 5 SCYA101 — SCYA12602181
AR EE TS Y B SCYAIZ6 R, 3 %) H &
NPT o, R ZERTFAEUTEHENS,

1 MRE5FE

1.1 BAC EFHAXEFIEF BAC 57 &

FH overgo Z2AZHREF TH E B Al X Bw (Ictalu-
rus punctatus) BAC (Bacterial Artificial Chromo-
some) & K 20 3C ED | SCE TRk L RR O 2 AN
B.E1P,ERRMA B TH CCHEMEFXK
T overgo 31 ITIR L, IR E R 5B B EBEIIT
FRAE BB 2 5, HEBH M T I M S S Bk R S BT
RAE R LR L 2R 5 H R A AR L B SCYAI26 cD-
NA #REF AT IR,

overgo 3 MEHE 5 X Ew cDNA JF¥ 5| % it
T A1, 25 MR CC #ath T #Y overgo 3147
HEBRES, REEER T H2P-dATP f1®? P-dCTP
(Amersham 2 B) #5ric 1 h, ] Sephadex G50 ¥ %
Bk % & 1% P-dATP f1* P-dCTP, # % & 5E 95 C
A2 10 min, 2R J5 A 50 mL Z A8 (1% BSA,
1 mmol/L EDTA pH 8.0,7% SDS,0.5 mmol/L #

BEWME: DEWHEZESRZA T E (Y1101) ; B8 T AL 2R E X H (06dj14003) ; B8 1 & KK ™ 77 3 E-07 55 3035 30 H (E03009).
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14 %

o, pH 7.2) H1, 76 54 C 5 & % & & (CHORI
Oakland, CA) 2% &% 18 h, ¥t ¥% ¥ (30 mmol/L
NaCl,3 mmol/LFF 8 4,0. 1% SDS) ik )& , 7 %
FEIEAE—80 CHU B ¥ 2 d, RE BEMER,
it 25 MRS X Be CCHEMEE T I
overgo BREN W Z4 AT, 48 AT A BH ME b2 B Pk 3k SR 0T 8%
Fefa, BT L, 2 A B, 4 Rl TE Jé R IE b At
B, BT, FHAM#E (0. 5 mol/L NaOH,1. 5 mol/
L NaCD) % i1 8 min /5, % 5 Fl F2 #03% (1. 5 mol/L
NaCl,0. 5 mol/L Tris-HCI pH7. 2,1 mmol/L ED-
TAY¥E 2 IR, TR 5 F 2 I 20%E (X E 5 DNA,
cDNA R4 #r 12 K F FORL FE B ARDSY, ¥R &R
HABENLS #5188 77 & (Roche 2 B]) 42 fik 19 7 2 1t
iThrid, JB W HE S B T 2 A [50% O iz, 5 X
SSC,0.1% SDS(w/v),5X Denhardt’s,100 pg/mL
fit k& DNAJFIZ%AE 2 h, R G 76 B TR &l 89 24 38

(50% ¥ Bt A% ,5X SSC,0. 1% SDS,100 pg/mL ff 4%
DNA) F 42 C F %8 16 h UL b, B I H 2 X SSC
¥ 10 min, & F 0. 2XSSC 7F 45 ‘C T ¥k 15 min, 7F
—80 CHUN EH &% 2 d, 5 B ER,

FH M 52 % 19 DNA R H| Prep 96 BAC DNA
IR F & (Qiagen 2 7)) 4, B 44 1 3% Il &
VELEA P HETT
1.2 EH4H DNA F3IME

MBI B ERZN T, RAM5 9 HNE 1,
7t BAC BE#MWJF 2 7, 7 2 A DyeEx 2.0 Spin &
7 & (Qiagen A 7)) At 7 &5 1) BAC DNA fE# 1R,
%7 BigDye Terminator v3. 0 145 & (Applied Bio-
systems 2 &) ¥ ¥ B 45, HH ABI PRISM 3130XL
DNA H 20l )5 1 4> #7 (Applied Biosystems 2 &)
BEAT WP RN,

*1 HRPARASIMEERFT

Tab.1 Primers and their sequences used in this study

EIE/E=T S FFHI(57—37) A &

Primer Sequence(5’—37) Utilization
AU75159A CAGGGCTGTTTTGCTGGAC BAC 047 _K12 W7 514
AU75159B CTCCAGAATGCTCACAACGAC BAC 047 _K12 W7 5149
AU50833 CCAAGGTAAACATGGGACTGTG BAC 047 _K12 W7 514
AU50813 TTCTACAGCGCCACTGAGTCGA BAC 047 _K12 W7 5149
AU75281 CAGCCTGACTTACTGATTTCATGAATAC BAC 047 _K12 WF 5149
AU75305 AAGGTAAATAAGGTGTAAGACAAAACAGG BAC 047 _K12 W7 514
AU75306U CTGCCAGTGTGTCATTCTGATTAG BAC 047 _K12 T35
Overgo-U CTCGTGCTGCTTATTCGTGGAAAG Overgo it
Overgo-L TTGGTGCGCACAATCTCTTTCCAC Overgo 4t
AU507870va GTCGTTGTGAGCATTCTGGAG RT-PCR #1 BAC 047 _ K12 #llJ¥ 5[4
AU506140vb CATTGGTGCGCACAATCTCTTTCC RT-PCR 7|4
Actin upper AGAGAGAAATTGTCCGTGACATC RT-PCR M #5514

Actin lower

CTCCGATCCAGACAGAGTATTTG RT-PCR W #5514

1.3 RNA ZE#1 RT-PCR

K H Trizol & 71 (Invitrogen) i $& B B 0 AT BE
15 RNA, R AP R A H U, 1 pg 105
RNA SEH 18 5% 5% 8 B85 1) cDNA (3%

1 p LA BE R cDNA fE 84,10 pL PCR & & 3
H:1 uL 10X PCR buffer,0. 6 uL 25 mmol/L MgCl, ,
% 0.7 uL 100 ng/mL RT-PCR 5[4, % 0.3 pL 100

20 L), B ng/mL WHRFI#(K 1,1 L 10 mmol/LKJ ANTP 1
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1 U Tug B, PCR N4 H .94 CHAZ M 5 min,
R JG 94 °C 15 5,55 C 30 5,72 °C 30 s,35 I 1E I,
B®J5 72 CH#Ef# 5 min, RT-PCR & 1. 5% I fig
% s FRL VK, FA R
1.4 FHaHh

FH TFSEARCH %k 1 7l fll ¥ 5% Bl -7 45 & f7
MO “F HERN Y BOHE T, BB N 90, H
Compute PI/Mw tool % £ Tl & 5 K %5 /B &5 F1 5
F &2 H GENO3D Release 2 B i EEH K =
8 A

2 FRESH

2.1 Z*% 0%k BACERFANXEMER

FH 25 MEER CC b H 7 & F 1 overgo i
ERED, TR BE A X B BAC 5 H 4 3 FE, FL05
3 232 A, R 5 B AR SCYAI26 cDNA
TREF BEAT TR 7% 24 A8, FL 0 8 31 11 A B M 5 B8, A1)
A% 099 C4,142 A8,045 117,105 BS8,144
_H14,102 _J7,121 122,129 P14,119 FE18,062
_ 13,047 K12, #AHHRWE 1,

1 #5895k BAC £ F A M4 R
AR 25 MECCHEUE FHEEN overgo RERH M IE AR ANEREEF O LS R;B, M H
SCYAIZ6 cDNA REHTHERL NG R ; BEAHEERES.
Fig.1 Screening results of BAC genome library using overgo probes and SCYAI26 cDNA probe

A, Positive clones showen in high density filter by hybridizing with a pool of overgo probes representing 25 CC

chemokines; B, Positive clones showen in nilon filter containing SCYAI26 gene by hybridizing with SCYA 126

cDNA probe;Black dots represent positive clones.

2.2 SCYAI26 EFBFETIR S

BiTX BAC 047 _ K12 Wl ¥, 3k 1§ SCYAI26 %
S, K AR LR Fo it h 2 815 bp
(E 2), 73 8 & 48 & GenBank (£ I 5.
DQ173298), Liif = 7 %), i@ i& TFSEARCH
WA ¥, RILFETE Tkaros 1 (IK-1) Al Tkaros 2
(AK-2) EHEF R T & &0, BAME —470~—494
KILT TATA HE(E 2.3% 2),

SCYA126 %M 2 MMETFHI1IANE T4AH
W& KN 88 bp, K4S 92 ME R, 7F
N i & 2 ASFHAB 2 BE 2 A 2 AN A AH 4D B 2 Bt
AW, AR CC UREM LA 7, BN ETF
3G , Fodn i X K 5 51 R 0L R 4R 0B 1) SCYAL26 3
K] cDNA Fot 524 —5, #ERNAFIHT
W 7 AFTE 1A (TAA), 11 N (GDy i L E
JFF), 0] FAE 2 & ARid ik,
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TGCAGTITCTTAAACGTGGCTGTAGGTCTCTGTGCAGCTTCCATGATTCCCAGTTTTCATCTTGTCCTTGC 70
Tk-1
TTCAGTGATGGAGGGACGTCCTGTTCTTGGGAATGTCACTGGTGCCAAATGTTTCTCCACTTCTTCTCGA 140
TGGCCAGCTAATGTTTTAGAAAGTGATTTIGTACTCCCCTCCTGATCTCTGCCTTTCAACACCGAGATTCC 210
GTACGCACGTACCGAAGCTGTCTGTGCACCAGGGCTGCAGCAGTCAGATGATCTCAAGAAAACCCTACAG 280
Tk=-2
AAACCGCTGTTCTTTATTTGGGATTAATTAGAATACTTTATTGATGATGGCTGTATGATCATTAACTCTA 350
AACATGAGTTTGAATGTGATTGGTTAAGCAGGTTATTAAAAAGTTTTTTCTCTGTTTTTCACTTGACCTC 420
TGTTTGCTGTTTCACATTAAAGTTAGAAAAAGATCTGATGATTGATTTTAGTTTCTTTCTCTCTTATTTT 490
TTTTTTTTAACATCAACCTACATTTTAACAGGGGTGTGTAGACTTTTTTTTTTGATAGCCACTGTATTTA 560
TATA box
TAGTCAGAGATCCTTTAAACTATAAAAAGCGTTAAAAGAAAARATCATAAACCCCCTCAGTACAGATTTTT 630
TTAAACGATCTATTAARAAAGACTCGTTATTTAAATGTGTACAAAGTGTCATTAGATGAAAGTTAATAATA 700
TTNATCAGCATATTTCCAAAGACTATGGGTTCAGAGTGCTATGAGCGCTTCTACAGTCCACTGTARAAACC 770
TTGCATGTAAGATACAAACCTCCTGAAATGAACATTTTTTTAGTATTCATGAAATCAGTAAGTCAGGCTG 840
ATAAACTCTTTACCAAGTACAGATAAAAACATGATGCACACAACACACTGATTAATGGGTTAATTAGNGG 910
AGAATAACGTGTGTAAACCACACAGGATGACGCGCTCGTCTGAACTATTCACGTAACGTCAACTTTGCTA 980
CGATCACTATTTTGTGAGGCGTGGCTTCCTGTCACAGCTCATATARACCATGGTGAAGGAACGAAGTGCCA 1050
GAATTGTTTAAAGAECTGCGGTGAGAAGTGTGAAGACCGAATCAGAGTCGCTGCATACGCAAATGGATTT 1120
CAAAATTCTTCTGTTGCTCCTGTGCATCACCTTCATCTCTGTCCAAGGTARAACATGGGACTGTGAATAAA 1190
TACGACTAATAGATAAATGCGCTGTTAAAGAAATGTGGTGAATATAATGCAGTACATTAAGTAAATAAAA 1260
GGTCTATTGGTCGTTGTGAGCATTCTGGAGTTTITTAATTTITTGTTTTTTGCAGTTTGGTGCGTGCATGAG 1330
CGGTACCTTGAAAGAAAGCAATAGTTGTIGTTCTICTCGTTATTTAACGGTCTCCAATATCCAGGTGAAACT 1400
CCAAAATGCTGCCTTTCTACAGCGCCACTGAGTCGAAGAATACTGAAAAGAGTGGAGAAAGTCACCATAC 1470
AAAGGAGCAACGGTCGCTGCGAGATTGATGCCCTCGTGIGAGTTTTAACGTGACTCTGAATTACATTACA 1540
GGCTATAAATCACTTTGGTGTAGAAATTATTCAAATTAAAACCTTTCTGATTTCAGGCTGCATATTCGTG 1610
GAAAGAGATTGTGCGCACCAATGGGGCAATGGAAACTTCTGGAACAATTGAAATCATCATTAATAGGGCA 1680
GCAACGTTTCIGAGACCTAACTGAGATCCGTTGTTTTTACTGCCAGTGTGTCATTCTGATTAGTTCTCAT 1750
TTATTTTCCTCATTGGCATGAAAGGTTACTTCTATTCCAGCTATTGTCCAGCAAAACAGCCCTGTAAATT 1820
CCATTCAATTCTTTTTGTTGATGTTCTTAARATGTTCACTAGATGCTGCTTTTATTCGCGCAAAACAAAT 1890
ATTTGCAGACGCGGACTCTCCCTGTCCGCGATTCTCAGGAARAATAAATCTTATCTTGTTATTGTGACTGA 1960
AAGATCCCTGAGAAAGGTTTAGAATGAATTGTTTCAAATGCATTTATAACTAAAATAATTTTAAAAGTTA 2030
TTGTTATAAAATTAARAATGGAAAAATAGTARACGAATAGAAAATGATCTTGATTTTTCAGTTTTTTCTGA 2100
AGGTAAATAAGGTGTAAGACAAAACAGGTAAAAAGATAAAATGTTICAAAGTTTGAATCAAAGCTTTCTTC 2170
ATTTCAGGAAATATATTTTAAAGTTATATATGTTTGTGAATTARAGCACTATAAATGTTAGAGGTTTATC 2240
TTTAAACAGCTAAAAAGTGAARACGTGGTATGTITATGTGCTGCGTCTCGGCATATTTCTACAGTTACGTG 2310
CATCATTTCTCAGAAARAAAAATCATTCCATAAACAGAACTTGTITITTAATGATGCGTTGTCCTGTTTTGTC 2380
TTACACCTTATTTACCTTATAATAATAATAATAATAATAATAATAACAACAACAACTTITITTTTAATGTGA 2450
TTTGTACGATCTGCTTGGTCTGAATACTAATCTTATATCTITGCTATACACTTAAAGATATATTTTACAGT 2520
CTATATACTACATTATATTATAGTGGCAACTGAARAAAACAATTATAATTACCGCAAATGACTTATGTACA 2590
CTTAAGTCARAGCAAGACTGATGARAATATAAGATGTAAATCAACTCAATCACTTTGAGACCATTACTAT 2660
AATTTAAAAAAAAATTGTCCTGATTTATGTTGCTCTCTAGACTCCTTGATATTCTCAGTGCTGCATGTCT 2730
CTGGTATATCTTAACATTCATACAGTATATATACATACAGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTG 2800
TGTGTGAAAAACGTT 2815

2 SCYAI26 #:FHF 5
T AERTRERERA;HFERNA LTS FATUER T ASTHBRBE R IERBAKEE R B7; & K0T
THRBARB AR TEREFEEMA.
Fig. 2 Nucleotide sequence of SCYAIZ26 gene
Note:Initial transcription G is shown in rectangle. The translation start codon ATG and termination codon TAA are both un-
derlined. The intron is in bold font and in italic. Microsatellite area is shown in gray background. The arrows showed with bold

font areas represent putative transcription factor binding sites Ik-1,Ik-2 and TATA box.

F2 SCYARe ERLFEFIINERAFAESHA
Tab.2 Putative transcription factor binding sites within the upstream sequences of the SCYAI26 gene

¥ Z X ¥ Transcription factor £ & Position
Tk-1 —957~—969
Tk-2 —757~—1768
GATA-1 —732~—741
CdxA —755~—762,—502~—508,—364~—370,—167~—173
TATA —470~—494
SRY —463~—470
GATA-X —193~—203
GATA-1 —194~—206
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2.3 SCYAI26 ERRAIEEE

FIH SCYA126 3 KA ¥ 5, 7E GenBank H #
T BLAST N %, R 1 A~ &F SCYAI26 N &
7% K] EST(Expressed Sequence Tag, % i& J7 ¥ 5
%) (GenBank % 3% 5 ; BM029630), H T & F
AL ILEE 7 (TGA), Ik EST 4w bd 1) & 3 i 7
B 5 EH K SCYA126 19 38R /7 548t , H N i
B3 AAERmE L, PO 1A AR, Bt
e H % SCYA126 & A M 1E 3 D g,

SRR & 710 1 X514 (& 3), xF B i Fn i
441 mRNA # 17 RT-PCR il 388 1 44 kb
A& 1 £MEEMEw, EKES NG
SCYAI26 W& F 1 85 #2 5 I+ FF (364 bp) Fl 4 85

I

G RIK (275 bp) ( 4), R SCYAI26 R F
TEN AF B B IR S, i HEL A S T mRNA 7E 41
IR IE KRR,

F)H Compute PI/Mw tool 4 4 {5 B # % &
EHEAT AU, SCYA126 B B AR 9.89, 70 T
0 10 331.21 D, i N &k &k 31 &R E W
SCYA126T EH H, HEH LN 9.16 , 7 FTEN
6 712.84 D, Hl GENO3D Release 2 4 15 B # A+
P 2 AN B E I = RS MREHTIN, &I SCYA126
EA SRR F CCL20( 2 FF MIP-3a & H)
My &5k 28 L, T N o sk 2k 31 M EE® W
SCYA126T & A, % BRI G 2 S MHLUK & A,
FKUHH %A SCYA126 & A 1 Th g,

GTCGTTGTGAGCATTCTGGAGTTTTTAATTTTTGTTTTTTGCAGTTTGGTGCGTGCATGAGCGGTACCTT 70
M S G T L 5
GAAAGAAAGCAATAGTTGTGTTCTCTCGTTATTTAACGGTCTCCAATATCCAGGTGAAACTCCAAAATGC 140
K E S N S C Y L S L F N G L Q Y P G E T P K c 28
TGCCTTTCTACAGCGCCACTGAGTCGAAGAATACTGAAAAGAGTGGAGAAAGTCACCATACARAGGAGCA 210
c L S T A P L S R R I L K R V E K Vv T I Q R S N 52
ACGGTCGCTGCGAGATTGATGCCCTCGTGCTGCATATTCGTGGAAAGAGATTGTGCGCACCAATGGGGCA 280
G R C E I D A L 4 L H I R G K R L c A P M G o] 75
ATGGAAACTTCTGGAACAATTGAAATCATCATTAATAGGGCAGCAACGTTTCTGA 335
W K L L E Q L K S S L I G Q Q R F - 93
IT
GTCGTTGTGAGCATTCTGGAGTTTTTAATTTTTGTTTTTTGCAGTTTGGTGCGTGCATGAGCGGTACCTT 70
M S G T L 5
GAAAGAAAGCAATAGTTGTGTTCTCTICGTTATTTAACGGTCTCCAATATCCAGGTGAAACTCCAAAATGC 140
K E S N S C v L S L F N G L Q Y P G E T P K c 28
TGCCTTTCTACAGCGCCACTGAGTCGAAGAATACTGAAAAGAGTGGAGAAAGTCACCATACARAGGAGCA 210
c L S T A P L S R R I L K R V E K Vv T I Q R S N 52
ACGGTCGCTGCGAGATTGATGCCCTCGTGTGAGTTTTAACGTGACTCTGAATTACATTACAGGCTATAAA 280
GRCEIDALV - 62
TCACTTTGGTGTAGAAATTATTCAAATTAAAACCTTTCTGATTTCAGGCTGCATATTCGTGGAAAGAGAT 350
TGTGCGCACCAATG 364

B3 SCYAI26 ZEFA [ BY 32 J5 BT 4w 0 cDNA 7 51 AR 2L 1R T 51
T:R&REFH mRNAFI; T W& F R ITH mRNA F 55 B 58 (O M T 44 %77 8 K BT 77 9 22 RT-PCR 5149

Fig. 3 c¢DNA and amino acid sequences of SCYAIZ26 gene

I :mRNA without intron. ]I :mRNA with one intron. C (Cys) are underlined. Arrows show RT-PCR primers.

M Spleen Liver NC

—~— beta actin
—-—SCYAI26T
~—SCYAI20

4 SCYAI26 H: R 7E B VA AT I A R B 3%
¥ :M 5 DNA 4> F & Marker; NC 29 B ¥4 %5 ],
Fig. 4 Gene expression of SCYAIZ6 in spleen and liver tissues
Note:M, DNA marker; NC, negative control.

3 Wit

Bt Y e CCHEWMHETIREEEHEE
H 26 AN FEFEDE T RS HRE 1 SCYAIZ26 & 3L
2 —, BT CCHEME T8 IFF EE M R,
— T 20%~30% < (A, fT LL B A 1R X 15 40 H7E
S Ath Ay P ) R R 3 R, 0 BE S X e CC LR T
W0 5% T R b o2 Bl WL iy 44 B9, IR HRGE (1 SCYAT26
HARI B F AN KM CCL26, H Bl % & K4 k£ 3
CCHaHFEFmMERSWER 3 M ETFH2 NS
TR, B 4 ANSRE TR 3 AN S AR T B A
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14 %

X SCYAI26 FEFR 452 h 2 NP EF R 1AW
BT AR, IE R LR D IR, T8 e ] 25k DR R 2 A R Y
—REM TR, KRZHIE A X R CCHELE T
R TR AR HE AL DL A BEAL T SR D28 B gt St
F 2B MBS X Ew CC ML T KU, 18 %7
5 Al A Ao (0 [R] 905 6 D], AR 500 5 TR 4 B 2 1 I
SREMBAITTVSHHN, R AN R
SCYA126 5 /)i i) CCL20 ) 45 ¥ 25 L, 3X AT g X}
SEH—S o n X)Ee CCHENE T IRIEHL
fib A 7 B TRIYR R — B R SR, MRS, B T
SCYAI126 cDNA 77 B8 B 56 % 1) FF i %) 32 A, (2
BB ST 37w 7 5, BT LATE A0 50 o e DL e 3
AR TR,

Tkaros /& — P EEIR 45111 DNA & & & H, N
MWEM RN ES RKEHRLE., A VPAC1 I
VPAC-2 1% 2 FhE A AR EREFDIA T 4
Mg E A, £ B RE R R E RS
f Tkaros 1(Ik-1) 1 Tkaros 2(Ik-2) & & 47 &, 3 B
B VPAC-1 Al VPAC-2 % Tkaros %091, 7658
M X Bw SCYAI26 3K %77 5o # & I Tkaros
1(Tk-1) A1 Tkaros 2 (Tk-2) 45 & o 55, 4 7 H % 5% ]
Be %% Tkaros AT IHI%E .,

AR By 2 4R RNA Byt FE b 4h B 7 BN & 1
A B B R B, TP AR 25 Bl BB mRNART,
40% ~60% FI NI H R LA WAL By L &%, w] A%
O A RERNADGEE RN T ERE
21 e N T CCL14 o, 1 % B 47 75 7T
RIS FE AR AL G, BRI S
WA FHZRER R CKLFSFI R F i 23 f# Al 25 57
B, KRR, TEPE A X B SCYAIZ6
HEHEf WA REERE, B TAS FEAHY
B, NS PR A& IEEL T TGA 41T 5%
B SCYAI26 R MEE, m & 58 SCYA126T &
FIREmE R, ESEBEME,BF N E FHN mR-
NA 7E %% 40 23201 B A R0 B o i) R 0K &, B R
AmTWE T EL mRNA, B 7T 5 5 1 i
B2, i B R AR F 3ROk, AT BE 2 it R e L 4
B S 044, v A BT 45 T pe 7E PR — E R T 1E
F B SRR 015 00 5 2 4 JE BE— P T,
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Characterization of chemokine gene SCYAI26 and its alternative splicing in chan-
nel catfish (Ictalurus punctatus)

BAO Bao-long', LI Jia-le! , WANG Gui-ling' , LTU Zhan-jiang"*

(1. The Key Laboratory Aquatic Genetic Resources and Aquaculture Ecology (AGRA) , Shanghai Fisheries University, Shanghai
200090, China; 2. Department of Fisheries and Allied Aquacultures and Program of Cell and Molecular Biosciences, Aquatic Ge-
nomics Unit, Auburn University, Auburn, AL 36849, USA)

Abstract ;: High-density BAC DNA filter of channel catfish (Ictalurus punctatus) was initially screened
with pooled overgo probes representing 25 CC chemokines, and then dot blot was conducted with the
SCYAI126 ¢cDNA probe. Eleven BAC clones containing SCYAI26 gene were identified, one clone of
which,047 K12, was partially sequenced using primer-walking strategy to obtain the SCYAI26 gene
sequence. Analysis of the 2 815 bp sequence of SCYAIZ26 gene revealed that the gene is comprised of
two exons and one intron. The gene encodes 92 amino acids with typical arrangement of the first two
cysteines together and a total of four cysteine residues. The upstream of SCYAI26 gene contained a
TATA box and some immune-related transcription factor binding sites,such as Ik-1 and Tk-2. In addi-
tion to this transcript,an alternative spliced variant of SCYA126 was identified from the GenBank (ac-
cession number BM029630) , previously submitted as an EST sequence. This splice variant would en-
code a truncated SCYAI26 that may not have the same function as the normal SCYAI26. Moreover,
there was no similar protein of the trancated SCYA126 found in other organisms. The unspliced mR-
NA was also detected in spleen and liver tissues using RT-PCR, and its expression level was higher
than that of normal spliced SCYAI26 mRNA in this research. [ Journal of Fishery Sciences of China,
2007,14(1) :1—17]
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