Additional file 1
Multiple sequence alignment of selected actinin protein sequences

An alignment prepared using ClustalX of human actinin-1, -2, -3 and -4, as well as actinin sequences
from select model organisms. Sequence conservation is plotted beneath the alignment and
conserved residues marked and color-coded according to the default CustalX settings. Locations of
PFAM protein domains as identified in the Protein Data Bank for human actinin-2 (PDB ID: 4D1E) are
indicated in red below the alignment. Known disease/phenotype associated mutations for the human
actinins are identified in red text above the alignment. Accession numbers for sequences are as
follows: HSACTN1 = NP_001093.1; HSACTN2 = NP_001094.1; HsACTN3 = NP_001095.2; HsACTN4 =
NP_004915.2; DAACTN = XP_646979; DmACTN = NP_477484; CeACTN = NP_506127; SpACTN =
NP_594295. Hs = Homo sapiens; Dm = Drosophila melanogaster; Ce = Caenorhabditis elegans; Dd =
Dictyostelium discoideum; Sp = Schizosaccharomyces pombe
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