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1 Introduction

Genomes are full of various types of repetitive sequences, such as microsatelite, minisatelite, inter-
spersed repeats, tandem repeats, and so on. These repetitive sequences are replete with information
that would bring about a better understanding of not only genome evolution but also gene evolution.
A tandem repeat (TR) is a DNA sequence piece containing two or more consecutive homologous ele-
ments that were arisen as a result of tandem duplication. It is of particular interest and importance
with its relation to the gene arrangement or evolution. A TR found across a few coding regions or
within a coding region should contain some traces of the gene rearrangement such as gene duplication,
gene recombination, or internal gene duplication, which are considered to be the principle mechanisms
of protein repertoire expansion|[l, 2, 3]. In this study, we tried to investigate genome evolutions by
analyzing equivalent TR-pairs detected in 44 prokaryotic genomes.

2 Method and Results

Table 1 shows the 44 prokaryotic genomes analyzed in this article. They were selected as represen-
tatives of the individual lineages in the phylogenetic tree of prokaryotic species. Their sequence data
were downloaded from GenBank[5] and TRs were detected on them by three inspectors through the
CC method[4]. The numbers of the detected TRs for each genome are indicated at the last column of
Table 1.

All the detected TRs were compared pairwisely by SSEARCH[6] with the default parameter values,
match(5), mismatch(—4), gap creation penalty(—16), and gap extension penalty(—4), and the option
of E-value < 0.001. Among the results, those pairs in which the proportion of the overlap to the longer
sequence is larger than 0.5 are identified as equivalent TR-pairs.

The equivalent TR-pairs found in each genomes were arranged on a circle which symbolically
expressed the genome, and the central angles of the TR-pairs were calculated. If a genome had
experienced a whole genome duplication once (1R), there may be TR-pairs which have central angles
around 180° in the genome; if twice (2R), there may be those with the central angles around 90° and
270° as well as 180°, and so on.

Fig. 1 shows the central angle distribution for S. pneumoniae, where the evidence of 2R whole
genome duplication is explicitly recognized.



3 Discussions

We analyzed the equivalent TR-pairs and found the evidences of 2R whole genome duplication on 16
genomes. For further investigation in such as protein repertoire expansion, however, the relationship
between TRs and coding regions must be studied.
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Table 1: List of genomes analyzed. The
third column gives the numbers of the de-
tected TRs for the individual genomes.

Species Se(Mh)  # The
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