Figure S1. Comparison of ARM motif residues in Drosophila UNC-45 and TgUNC
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Sequence alignment of Drosophila melanogaster UNC-45 (DmUNC) (accession number AAK93568) with
TgUNC (accession number XM_002367241.1), using the program ALIGN
(http://xylian.igh.cnrs.fr/bin/align-guess.cgi)(1), shows 22.5% identity. L161 (bold red font) marks the start
of the central domain, and E682 (bold red font) the start of the UCS domain. The crystal structure of
DmUNC has been determined (PDB ID: 3NOW)(2). Amino acid positions that conform to the ARM repeat
consensus sequence and structural requirements proposed by Andrade et al. (3) were previously identified
by Lee et al. (2), and are highlighted in yellow. 40.4% of these ARM consensus residues (63 of 156) are
identical in TQUNC (highlighted in yellow). The last five ARM motifs (17-21, motif 17 starts around
Arg715) are the proposed sites of interaction with myosin (2).
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