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Supplementary Figure 3. Comparison of Rta2 and Rta3 proteins.

(A) A phylogenetic tree was generated from Muscle alignments of Rta2 and Rta3 sequenc-
es from CUG-Ser species (CGOB) using PhyML, implemented in SeaView (Gouy et al Mol
Biol Evol. 2010 Feb;27(2):221-4). Bootstrap values are shown.The pink box highlights the
Rta2 and Rta3 sequences from the Candida parapsilosis complex. The gene names are
taken from the Candida Gene Order Browser (http://cgob.ucd.ie).

(B) Alignment of C. parapsilosis Rta2 and Rta3 generated using Muscle implemented in
SeaView.



