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Supplemental Figure 1. Schematic representation of the domain structure of the 

CX30.2/CX31.3 protein with indication of known variants. The arrows indicate the mutations 
of CX30.2/CX31.3. TM1-4: transmembrane domains; E1-2: extracellular domains; CL: 
cytoplasmic linking domain  
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Supplemental Figure 2.  Multiple alignments of amino acid sequence in connexin proteins by 

bioinformatics. (A) Alignment of the amino acid sequences of the average domain of human 
CX30.2/CX31.3 and members of human CX family using Biology WorkBench Clustal W 
(1.81). The p.W77S are indicated by the frame. (B) ConSeq predictions demonstrated on 
human CX30.2/CX31.3 [NP_853516; SWISS-PROT: Q8NFK1 (CXG3_Human)], using 50 
homologues obtained from the Pfam database (family code: PF00029). The sequence of the 
CX30.2/CX31.3 protein is displayed with the evolutionary rates at each site colour-coded onto 
it (see legend). The residues of the CX30.2/CX31.3 sequence are numbered starting from 1. 
The first row below the sequence lists the predicted burial status of the site (i.e. “b”—buried 
versus “e”—exposed). The second row indicates residues predicted to be structurally and 
functionally important: “s” and “f”, respectively. Vertical arrows indicate amino acid codons 
(p.W77). 
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Supplemental Figure 3. Expression analysis of GJC3 mRNA in the CX30.2/CX31.3WT and 

CX30.2/CX31.3 W77S transfected HeLa cells by RT-PCR (A) and Quantitative-PCR (B). 
Total RNA from HeLa cells expressing CX30.2/CX31.3WT and CX30.2/CX31.3W77S 
confirms expression of the corresponding mRNAs in transfected HeLa cell. β-actin served as 
reference of the amount of total RNA for each sample. Data represent average ± SD. Results 
are representative of three separate experiments. 


