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[ Abstract | As a novel genetic marker, microhaplotype can be applied in the field of
forensic genetics. Microhaplotype has the advantages of high polymorphism, low mutation
rate, no stutter products and short amplification fragments. Microhaplotype can effectively
detect mixture, and quantitatively analyze the contributors of mixture. DNA with severe
fragmentation can be successfully genotyped by microhaplotype. It can be used as
ancestry informative marker to effectively divide the global continental population

according to genetic structure. Microhaplotype system can provide more information than
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traditional short tandem repeat and help to identify complex relationships. It can provide
new ideas for tumor source identification, cell line identification and prenatal paternity
testing. Here we review the applications of microhaplotype, intending to provide

references for forensic practice.

[ Key words | Forensic genetics; Microhaplotype; Biological evidence; DNA mixture;
Degraded DNA; Ancestry inference; Complex kinship testing; Review

[ 45B81E | 42 %3 E & (short tandem repeat,STR); 4% ¥ B2 % &M (single nucleotide
polymorphism,SNP) ; #5 X/ 4k & % 25 (insertion/deletion polymorphism, InDel) ; 7% &5
4k B (polymerase chain reaction, PCR) ; 44843 €45 % (ancestry informative marker, AIM )
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