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Figure S1. Sequence conservation between different formins. Sequence alignment of several formins.
Sequences were acquired from Uniprot (DrosophilaCapu, Q24120; mouse Fmnl, Q05860; mouse Fmn2,

Q9JL04; human FMN1, Q68DA7; human FMN2, QINZ56; mouse Dial, O08808; mouse Dia2,
070566; mouse Dia3, Q9Z207; mouse INF2, QOGNC1; mouse Daam1, Q8BPMO0; mouse FHODI,
Q6P9Q4; human FMNL1, 095466; mouse Delphilin, QQQWG9; S. cerevisiae Bnilp, P41832) and



aligned using ClustalW(Larkin et al., 2007). Mutated residues are highlighted in their respective colors:
K586 (blue), P597 (green), D662 (red), I751 (orange), L768 (turquoise), D854 (olive), H977 (purple).
Identity matches are highlighted in the same color, while similar residues are shown in a colored font.
Deleted residues in CapuCTAloop are highlighted in black. The two conserved tryptophan residues are
bolded and highlighted in gray.
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Figure S2. Purified CapuCT constructs used in this study.Approximately 2 ug of each purified
protein was run on a polyacrylamide gel and stained for total protein with Sypro Red. For all samples,
CapuCT is the most abundant protein.
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Figure S3. Bulk actin assembly activity of CapuCT constructs over a range of concentrations.
CapuCT mutants were tested for their actin-assembly activity both in the absence (A-E) and the
presence (F) of S. pombeprofilin over a range of concentrations.(A-D) Four sets of representative traces
showing the dose-dependent activity of CapuCT and selected mutants. The concentrations used are,
from dark blue to light blue, 40 nM, 20 nM, 10 nM, 5nM, and 2.5 nMCapuCT.(E) The actin
polymerization rate (slope) at t;; in the absence of profilin. (F) The actin polymerization rate (slope) at
300 s in the presence of profilin. The legend for panels (E) and (F) is shown in as an inset in panel (F).
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