Protein sequence alignment of COL2A1 protein. COL2A1 protein show high conservation of primary structure among distant
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Protein sequence alignment of COL2A1 protein. COL2A1 proteins show high conservation of the primary structure among distant species. The
figure shows CLUSTAL OMEGA (1.2.4) multiple sequence alignment of the regions of COL2A1 protein of different organisms: Human, Mus
musculus, Xenopus laevis, and Danio rerio [Uniprot identifiers: P02458, P28481, Q91717, Q2LDA, respectively]. Highlighted amino acids show
the mutations found in Perthes patients. c.638 G > A (p.Gly213Asp) (exon 9); c.2014 G > T (p.Gly672Cys) (exon 31) (NM_001844.5) [50]; c.1888 G

> A (p.Gly630Ser) (exon 29) (NM_033150.3) [51]; ¢.3665 G > A (p.Gly1170Ser) (exon 50) (NM_033150.3) [48,49].
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