SUPPORTING INFORMATION FIGURE S3. Alignment of fungal Mmm1 proteins. Conserved
cysteines are shaded in grey. A116-124 is shaded in grey in the N. crassa protein. The membrane
spanning domain of the N. crassa protein is underlined and shaded in grey. Residues in the C.g. sequence
resulting from a potential missed intron are highlighted. Abbreviations: N.c., Neurospora crassa; G.z.,
Gibberella zeae; C.g., Chaetomium globosum; S.m., Sordaria macrospora; M.o., Magnaporthe oryzae;
P.a., Podospora anserina; F.o. Fusarium oxysporum; V.d., Verticillium dahliae; A.n., Aspergillus
nidulans; Trichophyton tonsurans; C.i., Coccidioides immitis; P.b., Paracoccidioides brasiliensis; S.s.,
Sclerotinia sclerotiorum; B.f., Botryotinia fuckeliana; P.t., Pyrenophora teres; S.c., Saccharomyces
cerevisiae; Kluyveromyces lactis; C.a., Candida albicans; S.p., Schizosaccharomyces pombe; U.m.,
Ustilago maydis; C.n., Cryptocuccus neoformans; R.o., Rhizopus oryzae; B.d., Batrachochytrium
dendrobatidis.
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