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Background

Being able to determine the age of a person through a DNA
sample is a feat that current DNA profiling is not able to
accomplish. Recent studies have shown that DNA
methylation patterns can be used to predict the
chronological age of the donor of the sample. Several genes
have shown promise in their ability to be related to age,

Results

Ct (cycle threshold) values are the results given by the
instrument and represent the expression (methylated or
unmethylated) levels of that target.
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Discussion

* All buccal swab collections yielded quantifiable DNA.

* Methylation status was unable to be detected in the
target gene for all but 3 sample doublets, and only in the
unmethylated state.
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Table 3: Sample Comparison Significance

N
o

=
-

Signal Unmethylated(Average Ct)
—
Ul

Samp es

-

Average Ct values for data obtained from FHL2 unmethylated
collections. (p<0.05 is significant)

caused the varied results. Further studies should be done to
explore further viable methods for methylation analysis, as
well as age determination techniques. If viable methylation
techniques are tested then further research should be done
for suitable gene targets.
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