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Owl Populations
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Haplotype Summary

Population Sample No. of
Size (n) Haplotypes
19 5
19 8
14 §)
M onterey 8 1
CSO (MON)
60 17 (some shared)

Total




Haplotype Freguencies
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Marin (NSO)
Mendocino (NSO)

El Dorado (CSO)
Monterey (CSO)
Barred Owl*

(*from Barrowclough et al. 1999)
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Mt DNA Sampled
Spotted Owl
Populations

O Marin NSO

O Mendocino NSO
O El Dorado CSO
O Monterey CSO
. I:l Barrowclough, et al. 1999
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