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Field and genetic research of native goats in Philippines and Indonesia Islands
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In Southeast Asia, farmers raised native goats, called Kambing Katjang,
which are adapted their environment well. The native goats may have different origin and/or
propagation route, based on our previous studies. In this study, therefore, we collected blood
samples and information of phenotypic traits from Philippines and Indonesia. We obtained DNA samples

of 206 individuals from Philippines and 71 individuals from Indonesia. DNA analyses by mtDNA and

Sry gene reveals that they have unique genetic structure, and the genetic tendency is more distinct
as apart from Asian continent.
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Kambing Katjang
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Sampling data sheet for domestic animals in Indonesia
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