Supplementary material to article by T. Takeichi et al. ”Erythrokeratoderma Variabilis Caused by p.Gly45Glu in Connexin 31: Importance
of the First Extracellular Loop Glycine Residue for Gap Junction Function”
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Fig. S§2. Position of the first glycine in the first extracellular loop of Cx31. (A) Schematic
model of Cx31 structure; the mutation in the proband is marked by a red arrow; the first
extracellular domain is coloured green. The black numbers indicate the numbering of the
amino acids for Cx31. (B) This corresponding glycine (red arrow) is a highly conserved
residue among 9 Cx gene family members.
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