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Abstract: The study of compared effectual primers 3’ end sequences between RAPD analysis used in
tomato and Operon system. It is suggested that 3’ end sequences of primers for tomato RAPD are not|
the random samples of OP system, their 3’ end sequences are partial distribution in kinds and
frequency. Though there have homologous sequences at 3’ end in both systems. But their
distribution of frequency shows significant difference in orthogonal comparison. The 3’ ending
homologous sequences in RAPD loci are found all over in tomato genome. Therefore the nonrandom
distribution of 3’ end sequences of effectual primers in tomato RAPD reflected the sequence-—
specific structure may occur in tomato genome at flank of polymorphic regions. It is probably an
attribute of tomato genomic sequence and is common in Lycopersicon.
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