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Fig.S1. Protein sequence alignment of COMT2 across species by ClustalW. The affected amino acid in add mouse is indicated by an arrowhead; the amino acid
that was changed into a stop codon in the human patient is indicated by an asterisk.
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Table S1. COMT2 sequence variations identified in human families

Family Ethnicity Exon Nucleotide alteration* Amino acid alteration Allele frequency®
L-714 Iranian 2 c47T>C* p.L16P 0/192
L-1013 Iranian 3 c.213C>G* p.Y71X 0/192

L-538 Iranian 4 c.353G>A p.R118H 0/192

L-928 Iranian 5 c.503G>A p.R168Q 0/192

L-981 Iranian 5 c.503G>A p.R168Q 0/192
*Nucleotides numbered according to first coding ATG in exon 1.

TEthnically matched control subjects.

*Homozygous alterations.
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Table S2. Oligonucleotides used to amplify the human COMT2 gene

Primers
Exon Forward (5'-3) Reverse (5'-3') Annealing Temp., °C
1 TCTTCACGGCAACAGCATC CCTCCTCCTTTCCTTTAGGG 55
2 GTGACAGCAGCAGCCTCAG ATAGGTGAGTGATGCGGTGG 55
3 TGCCACTGGTGGTAACATTG ATTCCTTCACTGTCTTGGGG 55
4 GAGGCAGGTAGGCATTTGAG GGAGTCCTTCACAAGGGATG 55
5 GGGGTCTTGACTGGGAGAAC GAAAGGGAGGGGATTTTGAG 55
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