Additional file 2: Comparison of chick and zebrafish Lrrn1 proteins
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A) Clustal alignment of chick and zebrafish Lrrn1 proteins. Dashed lines represent gaps introduced by the alignment algorithm to produce an optimal
alignment. Residues identical to Lrrn1-Gg are highlighted in black. Sequence positions are numbered on the left. Lrrn1-Gg = chick (Gallus gallus); Lrrnla-Dr
= zebrafish (Danio rerio, XP_696951); Lrrn1b-Dr (zENLRR (XP_696356). B) Table showing the percentage identity and percentage difference between the
aligned proteins. Lrrn1-Gg and Lrrnla-Dr share 80% amino acid identity whereas Lrrn1b-Dr is divergent and shares approximately 50% amino acid identity
with Lrrnl/1a. C) Cladogram showing phylogenetic relationship between Lrrn1 proteins. All panels were generated using the DNASTAR software module
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