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Evaluation of genetic diversity and estimation of probability of
identity indices in brown bear in Parvar protected area
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1994

G10B ATTTTCTTGAGGACTTTTGCATATA GTTTCTTAACCTCCATCCATACAATACAAC 94-122 bp Paetkau and Strobeck
1994

Gl1A ACCCTGCATACTCTCCTCTGATG GCACTGTCCTTGCGTAGAAGTGAC 177-195 bp Paetkau and Strobeck
1994
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1994

MU10 TTCAGATTTCATCAGTTTGAC TTTGTATCTTGGTTGTCAGC 133-153 bp Taberlet et al. 1997

MuU23 GCCTGTGTGCTATTTTATCC GTTTCTTTTGCTTGCCTAGACCACC 164-180 bp Taberlet et al. 1997

MUO05 ATGTGGATACAGTGGAATAGACC GTTTCTTGTGACATGAACTGAAACTTGTTAT 109-133 bp Taberlet et al. 1997

MUO09 GCCAGCATGTGGGTATATGTGT GTTTCTTAGCAGCATATTTTTGGCTTTGAAT 98-128 bp Taberlet et al. 1997

MU15 CATCTGAATTATGCAATTAAACAGC GTTTCTTGTTTTTGTTTAGCAGGTTTGTCTC 104-120 bp Taberlet et al. 1997

MU26 GCTGAGAATTCCATTGTATGTAT ATCTTCTTTACACATAACATACCAT 82-100 bp Taberlet et al. 1997
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