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Figure S1 Alignment of the amino acid sequence of S. cerevisiae Ime2 (SGD, http://

www.yeastgenome.org/) with the sequences of A. nidulans ImeB, MpkC, PhoA and PhoB
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(AspGD, http://www.aspgd.org/).
are shaded in black, in at least four of the proteins in dark grey and in at least two of the

proteins in light grey. The alignment was generated with the MUSCLE (Edgar 2004) and the

GeneDoc (Nicholas et al. 1997) computer programs.
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Amino acids that are conserved in all five proteins
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