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Cloning Sequencing and SNP Site Detection
of the Second Intron of Porcine FBXL8 Gene
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Abstract: In order to explore the molecular structural feature of porcine FBXL8 gene the Homo FBXLS
mRNA sequence was used as an information probe to search for the porcine homologous ESTs sequence in this
experiment and the ESTs contig was constructed. Then the primers were designed according to it. Tongchen
Landrace and large white breeds DNA were used as the genomic template to amplify the second intron of por—
cine FBXL8 gene by PCR technique. The sequence analysis result indicates that it is a sequence of 855 bp
long. Moreover SEQMAN software was used to compare and analyze these sequences and it was preliminarily
found that there are three SNPs in the 325" 361" and 493" site respectively.
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M: 100 bp ladder marker; 1: 55.0; 2: 56.3; 3: 58.0; M: 100 bp ladder marker; 1 and 2: Tongcheng pig;
4: 60.5;5: 62.0( different annealing temperatures) . 3 and 4: Landrace; 5 and 6: Large White.
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GTAAGCCATCTCCTTCCCCTCCCACCTTCTGTCTTGGTGGAGTCGTGGTTGGGAGATGCCATGACT
CTCCCCATATTAAAAGGCATAATCATTTCTAACATTTATTGGCTGCCTACTGTGTACTAACCATTGTT
CTGAGTGCTTTACATTTAATTGATTAATTAATTAATTTGTCTTTTCTAGGGCCACTCCCTCAGCATATG
GAGGTTCCCAGGCTAGGGATCTAAACGGAGCTGTAGCCGCCAGCTACAGCCACGCCAGATCTGAG
CTGCGTCTGCGACCTACACCACAGCTCACCAAAACGCTGGATCCTTAACCCACTGA GTGAGGCCA
GGGATCTAGCCCACAACCTCATGGTTC CTAGTCGGATTCGTTAACCACTGAGCCACGATGGGAACT
CCATTACATATATTTATTTAATCCTCACGAAAACTTTATGTGATAGGTATCTCCATTGCACAGGTAGA
AAATTGAGGCAGAGAGATTTAATCA ATTCATCAGCCGTGAAGTAGCAGAGGCGTGTGATGAACCT
GGCAATTCGGAGGCCACACTTCACCTCCTTAAAGACCCCTGGGAAAGCCTAGTTCTTAAAACATA
ACTGGCTCTCCCTGGCATGGTTTCAGCTAGTGGCAGATGCATCTGAAGTCTTCTAAAGGGGTTAGA
TGGGAGATCCCTCCTAGCATCACAATGAAGCGACCAGGCATGGTCGGGAGAGGGAGGTATGTGGG
TAGTGGGCAGGAAGTGGCTATGAAAGTGGGCCAGGCTGAGGGGTGGGTGGAGGCCTCTCTCCAG
GTCGCGGGGACTCTGCCGGCTGGCAGCTGGCCGATGCCTTTTCTCCACCTTTCTACCCCCAAG

GT - AG: / ; o
Bold GT — AG: the conserved splice sites of exon/intron; the bases with underline represent the mutation bases.
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Fig.3 The second intron sequence of porcine FBXL8 gene
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