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1 SLrC geene markresrs) i;SSes incluzz éﬁa(llenging probe [3] 2 copies each CYP2A6 & CYP2A7; 1 copy each with gene conversion of exon 3

: : P 4] 2 copies each CYP2A6 & CYP2A7; 1 copy each with gene conversion of intron 7
RESULTS des;?n (eig._negrby|SNP) E—nd an_]pth(;;)n _spec!R::ny g the: G’?I' group 3 and 4 variants are not reprz));ted on the ?Zytochrome P450 (CYP)
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Summary of PharmaADME core marker list coverage by TagMan®
DME and CN Assays:

-- 164 of 172 SNP/InDels covered by DME assays

-- 10 of 10 CNV markers covered by 6 CN assays

-- 1 gene hydrid covered by 4-8 CN assays

L -- 1 microsatellite marker - requires a fragment analysis assay

-- 175 of 184 total with TagMan® Assays = 95% coverage

] « For the 5 triallelic SNPs on the core list, a protocol was developed
il ol e e e whereby paired TagMan® DME Assays are used to genotype the 3
TagMan® Copy Number Assays were tested with at least . . o SNP alleles [3].

the African American and Caucasian population panels (see ng:ﬁf;f;f;ﬁgx}g:fcgg:QSR?;?: goh?#ézté?;épanese_ » TagMan® CN Assays detect core gene duplications, deletions, and

above). CN assays were run together with the RNase P H1 hybrids. Multiple CN assays may be required to discern all gene

RNA reference assay (VIC® dye-TAMRA™ probe), 10 ng Table 2. A Core Marker Microsatellite Polymorphism alleles (e.g. CYP2AG).

gDNA and TagMan® Genotyping Master Mix in a 10 pl Gene  [Allele Names Polymorphism dbsNPID | |« TagMan® DME and Copy Number Assays to core PharmaADME
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2. Coriell Repository web site: http://www.coriell.org

of these important alleles in pharmacogenetic research.
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