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Supplementary figure S1. Alignment of the FH2 domains of Toxoplasma gondii formins

(A) Schematic representation of Toxoplasma gondii formin 3 (TgFRM3) showing the formin homology 2 domain
(FH2). Expanded protein sequence above protein schematic represents the potential FH1 domain. The proline
residues (P) are in bold. Numbers indicate amino acid residues bordering the different domains. Scale bar repre-

sents 500 amino acids.

(B) The FH2 domains of TgFRM1, TgFRM2 and TgFMRS3 (F1, F2 and F3) have been aligned using CLUSTAL
multiple alignment (http://npsa-pbil.ibcp.fr/cgi-bin/npsa_automat.pl?page=npsa_clustalw.html). The asterisks
indicate the W residue, which is conserved among all formin proteins, and the two residues | and R or K that
have been shown to be critical for actin binding and are conserved in all described formins. The residues W and
R or K are absent in the protein sequence of the F3. Only the isoleucine residue (I) is conserved. The weakly
similar residues are shown in blue, strongly similar residues are shown in green, and identical residues are in
red. The amino acid numbers for the initial residues of the expressed recombinant proteins are shown in paren-

theses on the left.

(C) The TgFRM3 has been aligned with the available FRM3 protein sequence from Neospora caninum
(NcFRM3) and Eimeria tenella (EtFRM3) using Clustal multiple alignments. The conserved residues are shown

in blue, similar residues are shown in green, and identical residues are in red.



