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The phenotype classification concerns the penetrance of the disease. While this is

generally high for this disease, the age of onset might be high. Reexamination of the

individuals in the youngest generation initially classified as healthy, indeed revealed

findings in individuals 5 and 11, changing their status to affected. A new run of the

linkage analysis now yielded a single peak of  (see Figure 18.9).

Figure 18.9 Two-point LOD scores for the markers on chromosome 1.

18.4 Forensic genetics
The introduction of DNA in 1985 to forensic genetics revolutionized the field.

There are two fundamental reasons for this. The first is that the genetic variation

between individuals is sufficient to allow for identification if identical twins are dis-

regarded. Identification is crucial in many forensic contexts, for example crime-

related biological material, paternity cases and other pedigree problems, and iden-

tification after disasters. Pedigree problems also occur in other areas of genetics

including linkage analysis, where it is important to verify that the pedigree is cor-

rect. The second reason is the remarkable fact that DNA can be recovered from vir-

tually all types of biological material, including sources like blood and semen.

The genetic markers used for forensic application typically differ from those

used in other areas of genetics. A good forensic marker should distinguish well

between individuals, and this can be achieved if it has a large number of alleles.

Based on this reasoning, SNP markers are not suitable, having only two alleles.

However, SNPs can be used, but then a larger number is needed. So far SNPs have

rarely been seen in forensic cases. Moreover, the allele frequencies of a genetic
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