Supplemental Information for “A novel locus for episodic ataxia -UBR4 the likely candidate”, ] Conroy et al.
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Figure 1. Autosomal Linkage for chromosomes 1 to 6 in Irish pedigree with a novel form of episodic ataxia. Parametric linkage
was performed using Merlin ! specifying an autosomal dominant disorder with high penetrance (0.999) and a low disease allele
frequency (0.0001). A single significant peak on chromosome 1p36.13-1p34.3 with a LOD score of 3.29 was identified.
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Figure 2. Autosomal Linkage for chromosomes 7 to 12 in Irish pedigree with a novel form of episodic ataxia. Parametric linkage
was performed using Merlin ! specifying an autosomal dominant disorder with high penetrance (0.999) and a low disease allele
frequency (0.0001). No significant linkage peaks were identified.
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Figure 2. Autosomal Linkage for chromosomes 13 to 18 in Irish pedigree with a novel form of episodic ataxia. Parametric linkage
was performed using Merlin ! specifying an autosomal dominant disorder with high penetrance (0.999) and a low disease allele
frequency (0.0001). No significant linkage peaks were identified.
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Figure 2. Autosomal Linkage for chromosomes 19 to 22 in Irish pedigree with a novel form of episodic ataxia. Parametric linkage
was performed using Merlin ! specifying an autosomal dominant disorder with high penetrance (0.999) and a low disease allele
frequency (0.0001). No significant linkage peaks were identified.
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