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@ E. AR GenBank P & & & 69738 & 48 A2 2 (IL-2)mRNA A B 571, £ B Premier 5.0 # 45 % i+ — %
4SS 4, K A RT-PCRALA , A ConA Al ik 69 2 51 JB] s bk € 2 A A A, % RNA W 4773 28 112
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B3 R RAE ) 98.8%, 534 B 2 B F R R AL F R KR A F R B R &S A 31.2%.
28.2%.27.3%.30.6%.26.2%.31.7%.30.1%.30.8%.26.6%.30.6%. 5 GenBank ¥ & % #4 % [L-2 % 544
RIBRF R R A 95.8%, 5 Eik 34 6 RIAA TP 5] R R M5 ) A 7.6%.7.6%.9.7%.7.6%.6.9%
10.4%.11.8%.7.6%.9.0%.7.6%.10.4%, iX & M4 [L-2 K B AR T L T%, C A FF BFEFE, X
it —F AR A R 6 A FAE R AR A A IL-238 3% DNA JZ % 69 8 sk R B2 7 hml,
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Cloning and Sequence Analysis of Gallus IL-2 Gene and Prediction of Protein Structure
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*Faculty of Biology, Yunnan University, Kunming 650091)

Abstract: According to GenBank in the IL-2 ¢cDNA sequences, using Premier 5.0 software design a pairs of
specific primer, the local Dorking inject 100 pg/ml Con A, total RNA was extracted from feeding 24 hours
lymphocyte from spleen, by RT-PCR cloning colony /-2 ¢DNA fragment. The DNA fragments were analyzed
use DNAStar software between different species identity for comparison. Sequence analysis showed that /L-2
gene has an open reading frames for 432 nucleotide acids, encoding 143 amino acids and most of signal
peptide, compared with published on Genbank, the nucleotide identity was 98.8% 31.2%  28.2% +27.3%
30.6%+26.2%+31.7%+30.1%+30.8%+26.6% 30.6%. compared with published on Genbank, the Amino acids
was 95.8%, 7.6%7.6%+9.7%-7.6%+6.9%10.4% 11.8%, 7.6%, 9.0%, 7.6%, 10.4% with cattle, horse, cat,
sheep, bovine, canis, people, capra, mice, cow of IL-2 sequence comparison The gallus IL-2 gene was
successfully cloned, there is a species—specific. And construct a based on further study the biological effects of
IL-2 gene in particular the use of IL-2 enhance the immune effect of DNA vaccine.
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WA T, Y ] DN Astar 848565 0 5 () 85 2 112
CRIZEAT P 510 3 A TR O A R gL A% 23 B
2 #£R
2.1 A [L-2 % B 4 RT-PCR 4 3%

ILPCR P7#) 5 uL 48 1.5%35 Ia bt s FEL UK O 5 17
A 500 bp Ze A7 447, 5 PUE I A B/ — B
D

———2000 bp

———1000 bp
——750 bp
——500 bp

——250 bp

——100 bp
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A NESES SRR R RS R R R S PR SRR 40
1 CAATGCTAATGACTACAGCTTATGGAGCATCTCTATCATC 80
A e &0
1 AGARARATGGARRACTCTTCAALCATTAATARAGGATTTA 120
A e L 120
i GAAATATTGGARAATATC AAGAATAACATTCATCTCGAGS 160
2 e L 160
1 TCTACACACCAACTGAGACCCAGGAGTGCACCCAGCALAC 200
2 e 200
1 TCTGCAGTGTTACCTGGGAGAAGTGGTTACTCTGAAGLAL 240
AL 240
1 GAALCTGAAGATGACACTGARATTAALGAAGAATATGTAL 280
R R it 280
i CTGCTATTCAARATATCGAARAGARCCTCARGAGTCTTAC 320
- e 320
1 GOTTCTARATCACACCGEAAGTGAATGC AAGATCTGTGAL 360
2 e 360
1 GCTAACAACAAGAAALRATATCCTGATTTTCTCCATGLAC 400
2 e T —— e 400
1 TGACCAACTTTGTGAGATATCTGCALLALTAA 432
sr PSR R PR R R RS 432

1: o B (K S50 IL-2 FE IR T8 2: GenBank & # 1IAY IL2 FE K ¥ 41
4 EREIEIEIL-2 Z£FF55 GenBank & R IL-2 5% Lt
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11 i577.00586.0.273.01296.01273.0.254.0i357.0
12 i754.0661.00 21 14001244 26 422.0; 89, . off Fag k&
13 1482.01451.0121.411006: 325 (118.6i661.0
1 02 i3 4 8 6 7 8 910
E 8 MBIL-2 HEFRmIEMEERS Mtz IL-2 ERREIERRIRESH
!E_ii
| g2
—| =
r-'.‘é\Z..—z
Loenfankil-2
44F 6
T T T T T T T T 1
400 350 300 250 200 150 100 50 0
Amino acid Substitutions (1000
E9 MG IL-2 HFARIEEER S H s IL-2 ERRBRERFTISHLR ST
St ] (18 9) B 5 B, XS 1) IL-2 [ HE S SR A2 25 BEA 740 a
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20 it PR 356 DR A U BROIR A, Rk BAT I
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IL-2 BB A A, B LA A 22 43 24 s an 7 G 8
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I AR A BOR T 737 FE ) 2 3R A R
Ao 3R (IL-2) 8 R A5 AT T TN 2 Hr e X
TR IL-2 G hh (¥ 2 B PR Fy 21 (1 — 4 45 A TN 45 2R A
718 MG L A FE IR 2 TR G5 A LU AR 2% AT 7 > ol Tie s
6 NPT R, 8 LA 3 AL TE RN o X L HEAT 5
IKAPEII BT e KBRS IL-2 B Fe 3 e S R B R A
BRI KN s A AN SRELKAL R 7E 5 10, 114728
SLRRAL . e EE TR 97 K/ 16359.92 D, S5 HL
RN 52240 TR N AT AP ER 0 886 SR G0 e
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