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Extraction Preparation Processing Analysis Allele Search [1,2] annotated star alleles for associated sample. consistent with a CYP2D6—CYP2D7 gene conversion event like *36. *36 switches to CYP2D7 sequence at or within

exon9. CYP2D7 reports a duplication of exon9, consistent with an extra copy of CYP2D7 exon9 sequence in the Refe rences
CYP2D6*36 allele. Measuring CYP2D7 regions helps discriminate among various possible CYP2D6 hybrid alleles.
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» Fragments are precipitated, resuspended, & hybridized to the PharmacoPro array. CYP2D6 *13 1 2 3 4 5 6 7 8 9 - o B Scan the QR code to learn more about
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the SwiftArrayStudio™ Microarray Analyzer. For 1000Genomes sample HG00356, CYP2D6 has 1 copy at start of gene, but 2 copies by exon9, indicating a *13

o . . _ _ gene conversion. *13 is a family CYP2D7—CYP2D6 gene conversion events that can occur anywhere between HG02679 is annotated by Coriell star allele search as NA19190 is annotated by Coriell star allele search as Visit us at booth 736

 After ligation, the arrays are stained and imaged and the data is transferred to Automated Axiom intron1 and intron8. CYP2D7 reports a second copy for intron2—intron6 but not exon9, also consistent that extra CYP2D6 *10/*40, but exon9 CN changes in CYP2D6 and CYP2D6 *1x3/*10, but exon9 CN changes in CYP2D6 and

Analysis software for data analysis. copy of CYP2D7 sequence being present in CYP2D6 *13 allele. CYP2D7 vs upstream indicate sample is probably *36/*40. CYP2D7 vs upstream indicate sample is probably *1x3/*36.
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