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[Abstract] Giardia lamblia is an important zoonotic intestinal parasite with a wide range of hosts. Eight
valid assemblages(A-H) have been identified within this parasite. With the development of molecular biologi-
cal techniques, multi-locus genotyping(MLG ) tools have been used increasingly to characterize G. lamblia iso-

lates. This paper focused on reviewing the application of MLG in understanding genetic diversity and zoonotic
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potential of G. lamblia as well as its taxonomy.
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