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FIGURE S1.  Multiple sequence alignment of HHAT sequences from 22 species.  Clustal Omega 
sequence alignment of HHAT sequences from 22 different species.  Cysteines are highlighted in 
yellow except for Cys324 which is highlighted in green.  The critical MBOAT residues Asp339 and 
His379 (numbering from human sequence) are highlighted in red.  Sequences aligned: H. sapiens 
[NP_001116306.1], M. musculus [NP_659130.2], M. fascicularis [XP_005540793.1],  S. scrofa 
[XP_005667927.1],  P. troglodytes [JAA02252.1], P. paniscus [XP_003814251.1|],  C. hircus 
[XP_005691086.1],  C. lupus familiaris [XP_005622394.1], N. leucogenys [XP_003273071.1], O. 
orca [XP_004275337.1], C. sinum sinum [XP_004424926.1], D. rerio [XP_005158569.1], C. elegans 
[NP_001022489.1],  R. norvegicus [XP_002724948.2], A. mississippiensis [XP_006266096.1], T. 
chinensis [XP_006159401.1], V. pacos [XP_006198798.1], C. ferus [XP_006180810.1], P. sinensis 
[XP_006136963.1], M. lucifugus [XP_006089978.1], L. chalumnae [XP_006007432.1], P. hodgsonii 
[XP_005981119.1], B. mutus [XP_005888635.1]. 
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