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Fig.1 The site marks of the upstream and down —stream bases of

the initiation codon ATG and termination codon
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coding start region (a) and the coding terminal region (b) of E.coli genes
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AN INFORMATION ENTROPY ANALYSIS OF CONSERVATIVE SITES
OF E.coli YEAST AND Drosophila GENES

LU Jun'?, LI Hong', MA Ke - jian'
(1. Laboratory of Theoretical Physics and Biology, NeiMongol University, Hohhot 010021, China
2. Teaching and Research Section of Physics, NeiMongol Industry University, Hohhot 010021, China)

Abstract: The formulation of the single base information redundancy D,(l) and the adjacent
base related information redundancy D,([) are revised. For the sequences of upstream and down-
stream the start codon and the terminal codons of E.coli, yeast and Drosophila genes, the D,(l)
and D,(l) for each site [ (Il =-30, =29, , +32, +33) are calculated. The results shown
that D,(l) have more information than D,(l) . 1In site —3 of coding start sequences, D,(- 3)
and D,(-3) have a distinct peak value for yeast and Drosophila. In the SD region of E.coli gene
sequences, D,(l) and D,(l)have obvious peak value distribution, which is consistent with the oth-
ers’ results. D,(l) in site +4 of coding start sequences in yeast also have a peak value, whose
related mode is TC (the combined probability is 0.211). Therefore, the revised information redun-
dancies applied in this thesis are feasible to confirm the conservative sites in DNA sequence.
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