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DEVELOPMENT OF GENOTYPING METHOD OF CYP2D6 AND CYP2C19 FOR

PHARMACOGENETICS TEST

Mattana Chongka, M.Sc.

Thanyapat Wanitchanon, M.Sc.

Malee Preechapolsit, B.Sc. (Pharmacy)

Verayuth Praphanphoj, M.D.Ph.D.

Differences in drugs response and adverse drug reaction (ADR) in individuals are
mainly due to genetic variations in the Cytochrome P450, especially in CYP2D6 and CYP2C19.
However, the cost for comprehensive genotyping is very high. Therefore we have developed
genotyping method using long PCR, conventional PCR and bidirectional sequencing and tested
it in clinical samples. Out of 65 samples, 24 samples were Major Depressive Disorder (MDD)
patients, 24 samples were the samples with no history of any mental disorders (control) and 17
samples were patients with history of adverse drug reaction. We found that the highest
genotype frequency in CYP2D6 and CYP2C19 were *10/*10 and *1/*1, respectively. Extensive
Metabolizer (EM) for CYP2D6 and CYP2C19 were found in most of samples whereas Poor
Metabolizer (PM) for CYP2C19 were found in 1 sample with history of ADRand in 3 MDD
samples and 3 control samples. In summary this developed genotyping method can detect at
least 17 alleles in CYP2D6 and 3 alleles in CYP2C19 which can be used for prediction of
enzyme activity and will be used as primers to test other pharmacogenetics genes and to offer

as routine clinical test in the near future.

Key words : genotyping method, CYP2D6, CYP2C19
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