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A STUDY OF THE INFORMATIONAL PARAMETERS FOR THE
SPECIFIC SEQUENCES OF E.COLI GENES AND YEAST
GENES

The matrix representation of nucleic acid sequences and the definition by Ml(l)‘ M2(1) and Mg(l)

are presented. The definition is biological of significance. The E.coli in different expression
level were investigated for SD region. The conservative and correlative properties of the bases of
the specific sequences between E.coli and Yeast genes were studied comparatively, and the
eigenvalues of the corresponding matrix were calculated. The relation between informational
parameters and gene expression level was given. The results show that the informational parameters
indicate remarkable difference in the translated starting regions, and the conservativity of a
single base and the correlation between base pair in the starting regions of eukaryote are stronger
than those of prokaryote.
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