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Supplementary Figure 1 | Sequence alignment of the dynamin superfamily.
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Supplementary Figure 1 | Sequence alignment of the dynamin superfamily.

Amino acid sequences of human (hs) dynamin 3 (Swiss-Prot accession number Q9UQ16),
dynamin 1 (Q05193), dynamin 2 (P50570), Xenopus tropicalis (xt) dynamin 2 (Q5XGHS8),
Drosophila melanogaster (dm) dynamin (P27619), Caenorhabditis elegans (ce) dynamin
(Q9U9I19), human dynamin 1-like protein (DNM1) (O00429), Danio rerio (dr) DNM1
(Q7SXNS), Saccharomyces cerevisiae (sc) DNM1 (P54861), human MxA (P20591) and
MxB (P20592) were aligned and manually adjusted. Residues with a conservation of
greater than 60% are color-coded (D,E in red; R,K,H in blue; N,Q,S, T in gray; L, I, V, F, Y,
W, M, C in green, P,G in brown). Secondary structure is assigned according to the outer

molecule A. Superscript letters are used to assign the domain architecture (B-BSE, G-G

domain, S—stalk, P-PH domain). Residues mutated in the current study are marked (m).
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SDS-PAGE gels referring to Figure 2b
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SDS-PAGE gels referring to Extended Data 5a
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SDS-PAGE gels referring to Extended Data 6d
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