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• Utilizing PGx to guide drug selection and dosing 
for cancer patients with depression may reduce 
trial/error, time to effective therapy, limit 
burden, improve QOL.

• ~46-60% of patients may need a dose change or 
alternative antidepressant medication*
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• Pharmacogenomics (PGx) can help reduce the trial and error of antidepressant 
management in cancer patients. 

• Depression is a major contributor to morbidity and mortality in cancer patients. 

                      
     

• Retrospective analysis of 10,673 patients genotyped for CYP2D6 
and CYP2C19 was conducted (OneOme LLC, Minneapolis, MN). 

• 1,616 tests were found to be ordered by oncologists and analyzed 
separately as a sample subset.

• Phenotype and allele frequencies were calculated and compared to 
self-reported ethnicity/race. 

• Further research is needed to determine the clinical outcomes as this was a 
retrospective analysis of limited data.

• A need for more specific demographic information. 

Gene General Analysis (N=10,673) Sub-analysis 
(N=1,616)

CYP2C19 3% PM 
4% UM
The highest percent of CYP2C19 PMs at 11% was found 
within the collective Asian tested population.

3% PM
4% UM

CYP2D6 6% PM
3% UM
Native Hawaiian and American Indian Alaska Native 
had more CYP2D6 PMs within the tested sets at 14% 
and 13%, respectively. 

6% PM
3% UM

Goal 
1. Optimize therapy 
& reduce trial/error
2. Reducing time to 

effective therapy

29%

68%

Figure 6: Sample Population (n=1,616) for Sub-Analysis
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Key
PM=Poor Metabolizer
IM=Intermediate Metabolizer
NM=Normal Metabolizer
RM=Rapid Metabolizer
UM=Ultrarapid Metabolizer
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*Depends on type of drug (e.g. if a prodrug 
an opposite effect may be observed). Refer 
to FDA label or CPIC guideline for more 
information. 

*Based on CPIC guidelines1. Depends on a case-by-case scenario, medical 
condition, etc. This is only from a PGx perspective.

Figures Key
Figure 1: % of sample population for general analysis
Figure 2: % PMs within each group oof the general analysis
Figure 2: % UMs within each group oof the general analysis
Figure 4: % phenotypes in total CYP2C19 general analysis

Figure Key
Figure 5: % phenotypes in total CYP2D6 general analysis (minus one sample)
Figure 6: % of sample population for sub-analysis
Figure 7: % phenotypes in CYP2C19 sub-analysis
Figure 8: % phenotypes in CYP2D6 sub-analysis
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Figure 1: Sample Population (n= 10,673) for General Analysis

American Indian Alaska Native

Ashkenazi Jewish

Asian

Black African American

Central South Asian

East Asian

First Nation Inuit Metis

Hispanic Latino

Native Hawaiian

Near Middle Eastern

Sephardi Jewish

Unknown

White Caucasian

0%

5%

10%

15%

20%

25%

30%

35%

40%

45%

PM IM NM RM UM

Figure 4: CYP2C19 General Analysis 
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Figure 5: CYP2D6 General Analysis
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Figure 7: CYP2C19 Sub-Analysis
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Figure 8: CYP2D6 Sub-Analysis
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Figure 2: % PMs General Analysis

CYP2C19 %PMs within each group CYP2D6 %PMs withiin each group
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Figure 3: % UMs General Analysis

CYP2C19 %UMs within each group CYP2D6 %UMs within each group


