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Figure S1. Partial sequence alignments of mutants D43E, T118N, E226D, E250L and N304E with wild-25 
type HT1 sequence. (a) Asp (GAC) to Glu (GAG). (b) Thr (ACG) to Asn (AAC). (c) Glu (GAA) to Asp 26 
(GAT). (d) Glu (GAG) to Leu (TTG). (e) Asn (AAT) to Glu (GAG). The multiple sequences alignment 27 
was generated from https://www.ebi.ac.uk/Tools/msa/clustalo/. The mutated sequences are marked 28 
in red boxes. 29 
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