Personal Genome Analysis

Variant calling and Examples



Comparison of SNVs & INDELSs across three genomes
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Consensus structural variations across three genomes
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Schizophrenia risk from complex
variation of complement component 4
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Identification of Novel Dyslexia Candidate Genes :
Through the Analgsis of a Chromosomal Deletion
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chr4:69377002-69493001 (UGT2B17)
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UGT2B17

Deletion Polymorphism of UDP-Glucuronosyltransferase

2B17 and Risk of Prostate Cancer in African American
and Caucasian Men can American controls, respectively. When all subjects were

considered, a significant association was found between the
UGT2B17 deletion polymorphism and prostate cancer risk
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seudogene CNV — Example |
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ALU variation
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