Supplementary Figure 1. Alignment of human YARS and yeast Msyl proteins with % identity and similarity.

Alignment was performed with Clustal Omega at https://www.ebi.ac.uk/Tools/msa/clustalo/, using default parameters.

Mutated amino acids modeled in yeast through homologous complementation are highlighted in green if conserved

and in yellow if present in conserved stretches, thus requiring construction of “humanized alleles”.
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Identity: 31,1%
Similarity: 66,9%



