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Supplementary figure S1. Sequence alignment of selected fungal CYP51 enzymes. This
alignment shows the six substrate recognition sites (SRS) according to Strushkevich et al (1)
and the twenty-three conserved CYP51 amino acid residues (2) in orange as well as the
conserved heme-binding cysteine residue in red. The fungal CYP51 sequences aligned were
Aspergillus fumigatus CYP51 isoenzyme A (Af51A — UniProt accession number Q4WNT5),
Aspergillus fumigatus CYP51 isoenzyme B (Af51B — Q96W81), Candida albicans CYP51
(Calb51 — P10613), Cryptococcus neoformans CYP51 (Cneo51 — Q5KQ65), Malassezia
globosa CYP51 (Mglob51 — A8Q3I7), Mycosphaerella graminicola CYP51 (Mgram51 —
Q5XWES5) and Trichophyton rubrum CYP51 (Trub51 — F2SHH3). ClustalX consensus
sequence indicates absolutely conserved residues (*), conserved strong (STA, NEQK,
NHQK, NDEQ, QHRK, MILV, MILF, HY, FYW) groups (:), and conserved weaker (CSA, ATV,
SAG, STNK, STPA, SGND, SNDEQK, NDEQHK, NEQHRK, FVLIM, HFY) groups (.)

(http://www.clustal.org/).
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