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Cloning and Characterization Analysis

of Interleukin-8 Gene in Larimichthys crocea

WANG Ya-fang , XUE Liang-yi”
(College of Marine Sciences, Ningbo University ,Ningbo 315211, China)

Abstract ; Interleukin-8 is a CXC chemokine, and plays an important role in immune reaction. On the basis of con-
structing the full length ¢DNA library from the skeletal muscle, interleukin-8 gene was cloned and sequenced in La-
rimichthys crocea. The aquired interleukin-8 gene is 2 582bp in length, including 106bp 5'-UTR, 52bp exon I ,
168bp intron [ , 133bp exon Il , 149bp intron I , 87bp exonll , 682bp intronIll , 13bp exon IV, and 1 191bp 3'-
UTR. The coding region is 285bp which encodes 94 amino acids. The deduced amino acid sequence contains CRC
domain, and is highly conserved in the evolution. The sequence similarity of Interleukin-8 between Larimichthys
crocea and Lateolabrax japonicus is over 90% . In the examined ten tissues, interleukin-8 gene was expressed high-
ly in kidney, liver, intestinal, and spleen, and low in heart, skeletal muscle and brain.
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Notes : The three introns are shown by lines. The four exons are shown by rectangles. The sizes of introns are shown below the introns. the sizes of exons

are shown above the exons. The start and stop codons are indicated. Untranslated regions ( UTRs) are indicated by shaded areas.
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respectively.
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