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Table 1 in this article was published without the legend
and the footnote. The complete table is shown below.

The online version of the original article can be found at http://
dx.doi.org/10.1007/s10344-005-0087-y

1The sequenced fragments correspond to positions 15494-15893 in the control region of the complete Munticus muntjak mitochondrial
genome (AY225986). Letters designate base substitutions. Nucleotide position numbers correspond to positions in the alignment

Table 1 Characteristics and distribution of mtDNA haplotypes at
each sampled location, number of individuals (N), haplotype
diversity (h), and nucleotide diversity (p) within sika deer popula-

tions (OA=Ostangel, HDB=Hüttener and Duvenstedter Berge,
WB=Weserbergland, MS=Möhnesee, HR=Hochrhein, PO=
Persenbeug-Ostrong and TD=Tullner Donauauen)
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