Table S3. Deposited ALR Structures.
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Streptococcus RO ECEE
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3KTO  alteromonas unknown
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F/A

D,S.A

D,H.E

T*

Patskovsky
et al. Unch.

Damodharan
et al. Unch.

*wHTH, winged helix-turn-helix; ANTAR, RNA binding domain; GluZincin, aminopeptidase domain; HD, phosphohydrolase domain.

®Acidic triad residue in their order of appearance (N-C terminus: Acidic triad-1, acidic triad-2, changed phospho-accepting aspartate

coordinate).

°M, monomer; D, dimer; T, trimer; H, hexamer.

9Unch. Uncharacterized protein or soon to be published. See entry in the RCSB PDB protein databank.

"Dimer is not facilitated through the canonical REC alpha4-beta4-alpha5 interface.



