Characterizing short tandem repeat expansions in Tourette syndrome
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Background Results

e Short tandem repeats (STRs) are repeated DNA
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e 4 >\ e Our current analysis of 38 known STRs demonstrates a significant correlation between parental and proband allele lengths
4 A e However, no known STR expansions are significantly associated with TS
38 Known Statistical | **Long allele e ExpansionHunter overestimates RL on sex chromosomes in females as compared to males
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STRs Analysis e Increased occurrence rate of TCF4 expansions compared to other loci suggests a potential role in TS susceptibility; future examinations are needed
- J e Further genome-wide investigation, rather than targeted analysis, of STR loci is needed to examine their causal relationship to TS and understand
the impact of novel STR expansions on disease susceptibility
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