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Fig. S1 Multisequence alignment of N. equitans AlaRS-a (NEQ547) and AlaRS-f (NEQ211)
with E. coli AlaRS and A. fulgidus AlaRS. Similar and conserved amino acids are labeled in
red and boxed in blue, respectively. Alignments were performed using ClustalOmega (Sievers
et al. 2011) and figures produced using ESPript (Robert and Gouet 2014).
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Fig. S2 A Lineweaver-Burk plot of 1/v against 1/[S] ([S] indicates the RNA concentration and
v indicates the observed initial velocity of alanylation) in alanylation of tRNAA® and
minihelix*"® by a combination of N. equitans AlaRS-a and AlaRS-B, and by AlaRS-a alone.
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