
 
Supplemental Figure S5. LeuRS protein alignments and conservation analysis. (A,B) LeuRS protein 
alignments, performed similarly to the ValRS alignments (Fig. S2A-B), from nine species indicated in the 
figure with a zoom-in of the sequence alignment corresponding to the boxed region in panel A. (C) The 
structural model of P. horikoshii LeuRS (teal) with conserved residue positions by identity across all 
species highlighted yellow. (D) Protein structure alignment of LeuRS from P. horikoshii (teal) with a 
model of LeuRS from S. tuberosum generated using Phyre2 (Kelley et al. 2015) (orange). (E,F) The 
Phyre2 S. tuberosum structural model colored to match the conservation alignment from panel A in the 
absence (E) and presence (F) of tRNAval (teal). 
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Sequence ID Start Alignment End Organism
1 1,3391,2001,1001 K900800700600500400300200100

BBL92688 (+) 1 878 Thermus thermophilus
WP_010885055 (+) 1 967 Pyrococcus horikoshii
KAF1277456 (+) 1 860 Escherichia coli
KAF4002065 (+) 1 1,090 Saccharomyces cerevisiae
NP_172433 (+) 1 1,091 Arabidopsis thaliana
XP_006362606 (+) 1 1,080 Solanum tuberosum
NP_001015831 (+) 1 1,177 Xenopus tropicalis
NP_598898 (+) 1 1,178 Mus musculus
NP_064502 (+) 1 1,176 Homo sapiens
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