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Figure 1. The diagram outlines the partial genomic structure of the red sea bream LPL
(lipoprotein lipase) gene including parts of intron 1, exon 2 and
intron 2 as amplified by PCR.
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Figure 2. PCR-RFLP patterns in inton 1, exon 2 and intron 2 of the red sea bream
LPL gene. (A) Msp 1 PCR-RFLP analysis. (B) Alu 1 PCR-RFLP
analysis.

GT AAC TTC CTC GAC CCT CTG AAA GAC TTG ATT GAA CAC AAG GAT GAC GCC
N F L D P L XK D L I E HK D D A

AAT CAA ACC GTT GCC AAA TTC TCC CTC CGG AAA CCG TCC CAT CCT GAT GAC
N @ T vV A K F 8 L R K P S H P D D

GAC CTG TGC TAC ATC GTT CCT GGC AAA CCT GAC TCC CTG GCA GCC TGC ACC
D L ¢ Y I v p 6 X P D S L A A C T

TTC AAC AGC TCC TCC AAA ACC TTC CTA GTG ATC CAC GGA TGG ACG
F N S 8§ S8 K T F L V I H G W T

Figure 3. Nucleotide sequence and deduced amino sequences of exon 2 of
the red sea bream LPL gene.
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