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restriction enzyme. The A(C. elaphus sibericus)

gel digestion

genotype shows only one fragment of 475bp,
while genotypes with C-E(C. elaphus xanthopygus

C. elaphus nelsoli, C. elaphus canadedsis) show
two fragments of 30lbp and 174bp. The B(C.
elaphus  bactrianus) genotype  shows two

fragments of 224bp and 174bp. M indicates 100bp
ladder molecular markers as DNA size marker.
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