
base #1 base #2 Base Pairs Mismatches
9 73 30CG ; 8 UG ; 1 UA 0
10 72 25CG ; 14 UG 0
12 70 37GC 2
13 69 29AU ; 10GU 0
14 68 35CG ; 4UG 0
17 64 36UG ; 3CG 0
18 63 38CG ; 1UG 0

base #1 base #2 Base Pairs Mismatches
2 18 23GC ; 13GU ; 1AU 6
4 16 20GC ; 12GU ; 2AU 9
5 15 27GU ; 9AU ; 1UG 6
6 14 35CG ; 3UG ; 3UA 2
7 13 25CG ; 10UG 0 2AU 6

base #1 base #2 Base Pairs Mismatches
11 23 37CG ; 7UG ; 2AU; 3UA 3
13 21 52 GC 0
10 24 39UG; 2CG ; 1AU ; 4UA 6
12 22 36UG ; 1AU ; 8UA 7

P RNA: 39 species SRP RNA: 43 species

tmRNA: 52 species

Fig. S2: Phylogenetically conserved base pairs in the proposed non-native structures of P RNA, SRP RNA, and 
tmRNA among γ-proteobacteria as predicted by RNAalifold after alignment (either manually or via ClustalX) of 
the 5’ portions of the RNAs’ long-range helices. The tables indicate the proposed base pairing in the non-native 
structure and, among the γ-proteobacteria species, the variability of the base pair’s identity and the number of 
mismatched non-Watson Crick or GU wobble base pairs.
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