
Supplementary Figure 1. 

DNA sequence of EPHX2 exon 14 and its intron-exon junctions. Alternative alleles of the 

Ala425Ala (SNP9) polymorphism are shown in bold. (A.) Common allele. (B.) Variant allele. 

The consensus sequence of the exon splicing enhancer (ESE) revealed by the G>A 

substitution of the Ala425Ala (SNP9) polymorphism is boxed. This ESE is recognized by the 

Ser/Arg-rich protein, SF2/ASF. The corresponding minimum fold change in SF2/ASF binding 

affinity predicted by computational analysis (see Ref. 32) is shown in (C.)   

 

A.
cttccttcagAGTGTTTTATCCATGCATAAAGTCTGTGAAGCGGgtaagagac

B.
cttccttcagAGTGTTTTATCCATGCATAAAGTCTGTGAAGCAGgtaagagac
B.
cttccttcagAGTGTTTTATCCATGCATAAAGTCTGTGAAGCAGgtaagagac
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