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Figure S2. Alignment of selected kin-9 homologues from species in the phylum Ascomycota.
The amino acid sequences of the Neurospora crassa (Nc, subphylum Pezizomycotina, class
Sordariomycetes) Kin-9 kinesin-like protein (NCU05180) splice variant 1, Magnaporthe oryzae
(Mo, subphylum Pezizomycotina, class Sordariomycetes) MGG 05060 kinesin family protein,
Aspergillus nidulans (An, subphylum Pezizomycotina, class Eurotiomycetes) AN3124 kinesin
family protein, Schizosaccharomyces pombe (Sp, subphylum Schizosaccharomycetina, class
Schizosaccharomycetes) SPBC15D4.01¢, and Yarrowia lipolytica (Y1, subphylum
Saccharomcetina, class Saccharomycetes) YALIOE10879p proteins were aligned. The closest
homologue to the N. crassa kin-9 in the other organisms was selected for the comparison. The
position of the myosin/kinesin motor domain is shown by yellow highlighting. The location of
the D to N change present in the four high-expressing aod-1 N. crassa strains is highlighted in
green at residue 740. The D residue highlighted in green is not conserved in the S. pombe or Y.
lipolytica proteins. “*” indicates positions that have a fully conserved residue; “:”indicates
conservation between residues of strongly similar properties - scoring > 0.5 in the Gonnet PAM
250 matrix. “.”’indicates conservation between residues of weakly similar properties scoring <
0.5 in the Gonnet PAM 250 matrix. Alignment was done using clustal omega (Goujon et al.
2010; Sievers et al. 2011; McWilliam et al. 2013). Identification of protein domains was
achieved using the Inter-Pro protein sequence analysis and classification software at the

European Bioinformatics Institute (GB) (https://www.ebi.ac.uk/interpro/).
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