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Microsatellites are short DNA repeats (eg. ATATAT). They are found in the vast majority of
sequenced genomes, both eukaryotic and prokaryotic. An important property is that they
randomly change in length during genome replication. If a microsatellite is present in a gene,
the resulting frameshift can switch gene translation on or off. Genes containing these genetic
switches are known as contingency loci.

From 22,562 microsatellites found by Msatfinder, our workflow identifed 69 as being potential
contingency loci. Of these, 87% came from genera with contingency loci recorded in the literature.
All but one of the species containing potential contingency loci are commensals or pathogens.

Species without known contingency loci:

1. The plant pathogen Xylella fastidiosa. While no plant pathogen is known to contain
contingency loci, the proposed gene returns BLAST hits for adhesins, which fits with the
accepted model.

2. The extremophile Salinibacter ruber. Proposed gene appears to be involved with peptide
metabolism. It is intriguing that while Salinibacter is not a pathogen, it is exposed to a similarly
hostile environment.

Since they are rapidly and reversibly
switching on and off, contingency loci
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To develop a bioinformatic workflow which will identify potential contingency loci. This will give an

indication of the rarity of contingency loci, and whether they are restricted to bacterial pathogens. * Checked that BLAST results were for characterised genes (H).

Conclusions

«.Contingency loci, as a mechanism, have appeared independently many times
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