
 

 

 

 

 

Fig. S1 Repeat size distribution of satellites in the genomes of different groups of Archaea. The number of 

satellites found is represented as a function of their repeat size. Note that every frame is presented in a 

different scale. In the upper frame, repeats longer than 40 bases have been merged in bins of 10 bases. 

Repeats with a length multiple of three correspond in most cases to parts of genes which codify for amino 

acid repeats. They are especially prominent in Halobacteria. 
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Fig. S2 Repeat size distribution of satellites in the genomes of all the bacteria we have studied. The number 

of satellites found is represented as a function of their repeat size. In the upper frame, repeats longer than 70 

bases have been merged in bins of 10 bases. This region is shown in more detail in the lower frame. 

Satellites with the same repeat length are often unrelated. For example, the peak found with a repeat of 126 

nt represents 13 satellites, all with a different sequence. 
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