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Abstract CC cheanokines are a superfam ily of chenotactic cytokines mvolved in recruiiment activation and
adhesion of a variety of leukocyte types to mflanmatory foci And they are the mportant component of the
innate inmune system- In this research we have analyzed the CC chemokine gene of CC1.24 identified from
DNA library of intestine of grass carp (Ctenopharyngodon idellus). The CCLZ24 gene is camposed of four
exons and three ntrons encoding 95 am ino acids with typical armngement of the first wo cysteines together

In addition to this transcript an altemative spliced variant of CCL24 i intestine was identified from the RT-
PCR result of CCL24 This splice variant encodes a tmincated CCL24 thatmay not have the same function as
the nomal CCL24 The unspliced mRNA was also detected in the testis head kidney kidney

hepatopancreas intestine muscle and skin using RTPCR- Moreover the nomal spliced CCL24 isofom was
only detected n the kidney and intestine and its expression level was lower than that of abnomal spliced
CCLZ24 mRNA in same tissues
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CAACTGTCTCACACCTGCTCAGTGGCATACAACCCATCCACTCTACCTGAGGAATTTCAA
GGGGGAGTAAACAAATTCCAAAGGTGGGGGGAAACCCATATCAAGGGCTTATAAAGAGTG
ATCTCAGTCAAGTCCAACAAAAGCTCTTCAGAAGTTTCTCTGTGTGGATTACCGCTCTCT
TAACAATACTTAAACCCTTCATGAGATACTGGACAACTTCCAAAGTT CGAAGGTAAT
M V I
AAAAATATGTATTTTGGCCTTGGTTACACTACTCCTTTTTCAGGTGGAGACAGACGCAGT
K I Cc I L A L V T L L L F Q V E T D A V
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TTTTATAACTTTTTTACAAAGCAAAATACTTTTTGTATTGATAACTATTCAATTCACTGT
TGTTTTTTTTTTACTAATTCTAATACCATTAACATGTTTTCTATAAAGACATTATATATT
TAAAGGAATTATATATTTGATACCTGTAAATTATTCATAAATGGTCTCCTGAACCTGTAT
TTTAATCATTATTTTGTGGAATGGTGCCTTTGGTTACTCAGTGCTGCCCTCTTCTGTTCA
AGTCATGCCAGTATAACAAAGTAGGAATTTTTTTTCCCTCTATATAAACTCTATATAAAA
TTAAATAAACATTGTATGCAATTGTATATTTCTATTATTATATTTTCACTTTTTTTTTTT
TACTGTATTTTTTTTAAATAAAGGTCCTTAATTTCAAAA
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Fig 1 DNA and deduced am ino acid sequences of CCL24 gene
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Fig 3 Different expression of CCL24 altemative

isofoms in the intestine tissue of the grass carmp
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Fig 4 The gene stuicture and the altemative splicing of CC1.24
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