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Figure S1. Sequence alignment of bacterial GluRSs. XoGluRS is GluRS from Xoo; TtGluRS 

(accession No.: WP_011227935) from Thermus thermophiles; BbGluRS (accession No.: 

WP_002665196) from Borreliella burgdorferi; TmGluRS (accession No.: WP_010865423) from 

Thermotoga maritima; BtGluRS (accession No.: WP_009890362) from Burkholderia thailandensis; 

MtGluRS’ (accession No.: WP_079066221) from Mycobacterium tuberculosis. The Rossmann-fold 

catalytic core domain is represented in purple box; the connective-peptide domain in orange box; the 

stem-contact domain in blue box; the anticodon-binding domain 1 in pink box; the anticodon-binding 

domain 2 in cyan box.
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Figure S2. Superimposed ATP-binding site of XoGluRS (green) and TtGluRS (purple) in complex with 

tRNAGlu, ATP, and L-glutamol.  
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Figure S3. Superimposed Rossmann-fold domain of XoGluRS (green) and IleRS from Staphylococcus 

aureus (orange; PDB ID: 1FFY) and chemical structure of mupirocin. Mupirocin (cyan)-bound IleRS 

Rossmann-fold domain is superimposed onto the tRNAGlu (gray), ATP (green), and L-glutamol 

(yellow)-bound XoGluRS model (green).   


