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INTRODUCTION 

Origin and domestication of camelids in the New World is controversial with regard to the 

contribution of two extant wildlife in the Andes， the guanaco (Lαmα guαnicoe) and the vicuna 

(Vicugnαulcugnα). There are two domestic forms that are typically known as the alpaca (Lαmα 

pαC08) and the llama (Lαmα glamα). Those wild and domestic forms all share the same 

chromosome number (2n=74) (TAYLOR et αl.， 1968) and any intercross of them can produce fertile 

offspring (GRAY， 1972). Their domestication has been discussed primarily by comparative 

morphology and archaeozoology. Two major hypotheses are presented for the ancestry of the 

domestic camelids. One is monophyly from the guanaco (for example， COOK， 1919; HERRE， 1952). 

The other considers multiple-ancestry of the alpaca and the llama from the vicuna and the 

guanaco， respectively (for example， DARWIN， 1868). An alternative hypothesis of such polyphyly 

considers establishment ofthe alpaca by crossing the vicuna and the llama after domestication of 

the llama from the guanaco (HDDIER， 1990)， 

Recent molecular studies suggested congruence with the polyphyletic ancestry hypothesis in 

the comparison of mitochondrial DNA sequences and microsatellite DNA typing (STANLEY et αl.， 

1994; KADWELL et αl.， 2001). In order to extend molecular phylogenetic assessment further for 

testing origin and phylogenetic relationship of domestic camelids in South America， we examined 

blood protein variations detectable by conventional electrophoretic procedures in this study. In 

this preliminary study， small number of blood samples were collected from the four species then 

compared for 18 protein loci目 Resultsof genotyping and quantification of genetic diversity within 

and between animals are reported here. 
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系統関係.起源と家南化合調査するため，血液タンパク主主の多燃について分析した。試料はペルーの
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