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i INTRODUCTION

Forensic genetics bases its applications in human genome variation. This variation can present itself, for example, as a difference in a single nucleotide at the same position in the same species, thus it is
considered a marker of the difference between individuals. When analyzed, these markers can help identify every single human being, so they have been used for judicial investigation and parental testing.

i An extensive bibliographic research has been done to know which markers are used actually and their current applications. This review aims to explain all their characteristics to deduce why using one marker in
% certain circumstances may be more suitable than using another.
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.-" CONCLUSIONS

STRs are the most used markers for individual identification because of their high liability and their low cost. However, they are incapable of predicting the phenotype
and to identify the tissue of origin. Also, their analysis presents problems when the samples are degraded.

SNPs are not recommended for identification, but to increase STRs discrimination power. They can be used to predict phenotypes like hair color and can be analyzed
when the sample is degraded.

mtDNA’s use is more recommended when nuclear DNA is too degraded for analysis, thanks to its elevated copy number by cell :I_ Haplogroup identification can predict
Y chromosome analysis is useful in sexual crimes, where male part needs to be analyzed. the geographic origin

Databases store information and are useful tools to improve the efficiency in crime investigation.

Expression analysis can be useful to identify the sample’s tissue of origin.
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