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Abstract: Objective To determine the optimal distance between ribosomal binding site (RBS) and translation initiation site
(TIS) by statistical analysis of RBS-TIS distances in Yersinia pestis CO92. Methods All copies of 3" —terminal 16S rRNA and
177 annotated RBS sequences in CO92 were analyzed to identify the characteristics of Y. pestis RBS sequences. The positions and
number of all RBS sequences in CO92 and their distances from the TIS ATG (GTG, TTG, CTG) were determined by statistical
analysis. The characteristics of the 20 upstream bases in the annotated coding DNA sequences (CDSs) in CO92 were observed.
Results A total of 5081 potential RBS sequences were found in CO92 genome. Of the 5081 RBS sequences, 2909 had
downstream open reading frames (ORFs); of the 2909 RBS sequences, 1541 had the ORFs identical to the annotated CDSs, and
535 had the same termination sites as the annotated CDSs but had different initiation sites. In the 20 upstream bases of 3887
annotated CO92 CDSs, 57.7% contained RBS sequences. Conclusion The most frequent distances between RBS and TIS were

7 and 8 bases in CO92 genome. RBS can be an important gene index for identification.
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