Additonal File 3. Distribution of RNA motifs in microbial genomes.
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Streptococcaceae 15 23 15 15 15 13 15

Bacillales 11 47 11 9 11 10
Staphylococcaceae| 7 | 30 [0 8 14 7 7 7 6 7

Clostridiaceae 20 | 62 50 9 15 17

Bacteroidaceae 11 19 65

Chlorobiales 11 11 34

Corynebacteriaceaq 8 23 10

Mycobacteriaceae 9 22 13

Cyanobacteria 14 14 4

Chloroflexi 5 14 5

Deinococcus-Therm{y 5 10 5

Thermotogales 11 16 1

Desulfovibrionales | 10 21 7

Caulobacterales 4 4 4

Rhodobacterales 15 30 1

Rhizobiales 15 30 3

Burkholderia 8 18 38 20 9 12

Ralstonia 6 6 7 22 6 8

Enterobacteriales 12 38 16 2 12 2 12 12 12 12
Pasteurellales 9 | 20 O 18 9

Vibrionales 10 | 30 13 20 8 10 10 10 10
Pseudomonadaceaqd 8 9 33 2 8 11

Shewanella 16 | 31 34 27 15 19
TOTAL 255|564 536 324 233 89 62 8 44 23 10 17 14 5 13 39 13 11 13 32 12 8 13|98 108 75 67 61 43|49 48 43 45
number of regulogs 24 24 21 18 21 21 910 7 6 1112 6 8 4|3 1 2 2 1 1 2 1 1 1 3 1 1 1)10 13 6 7 5 4|6 5 4 4
*T-boxes G,::: 5 “? E’ 2’- :>‘; 6>' ;':, o § _w>,‘ é E E g E ,? E‘ E Note: riboswitches are arranged according to abundance and substrate types.

Lactobacillaceae 15 15 14 13 16 1 15 4 28 16 1 54 15 3 15 16 15 29 21 Number of lineages indicates the number of taxa in which a riboswitch can be found.
Streptococcaceae | 15 | 15 [Nl 3 7 15 [ONN0Y 2 1500 15 15 2400 15

Bacillales 11 ] 10 2 8 16 29 7 6 11 21 13 20 17 19 10

Staphylococcaceae| 7 | 7 7 7 7 7008 6007 9 6 8 6

Clostridiaceae 20 20 21 24 4 21 10 3 29 30 1 19 22 16 16 22 41 16 22
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