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Abstract: This research aimed to 1) gain knowledge on distribution and present status of long-tailed
macaques in Thailand, 2) to study the geographical variation on physiological, morphological and
genetic characters of long-tailed macaques in Thailand, especially to contrast differences
between Indochinese and Sundaic regions, and between the mainland and isiands of Sundaic
region, and 3) to elucidate the phylogenetic relationship and provide evolutionary scenario of
long-tailed macaques in Thailand. Forty localities in Thailand were selected for surveying and 10
of 40 localities in Thailand and 2 localities in Indonesia were selected for monkey capturing. The
captured monkeys were determined the somatometrics and pelage color, taken dermatoglyphics
and photos, collected feces and blood, and checked their health. From our census, the
distribution pattern of long-tailed macaques in Thailand at present is similar to that in 30 years
ago, however, the population has increased to about 25:775%. From the fecal analysis, three
species of parasitic eggs were found, and the proportion of infected monkeys was depended on
the hygiene of provisioning food. The plasma lipid level, blood hematocrit and frequencies of
human-type ABO blood group were not different between males and females in the same locality,
but different among localities. However, these differences were not related to the habitat type,
e.g., temple and park. Based on the analyses on physiological, morphological and genetic
characters, long-tailed macaques in Thailand can be lumped into either Indochinese or Sundaic
group. The boundary between the two groups is at the Isthmus of Kra, Ranong province, which
is the major zoogeographical boundary. Based on our genetic analysis of mtDNA and Y-
chromosome (TSPY) gene, we can hypothesize that long-tailed macaques inhabiting above the
Isthmus of Kra are hybrids between dispersing male rhesus macaques and philopatric female
long-tailed macagues during the interglacial or postglacial periods. The male rhesus macaques
could not migrate across the Isthmus of Kra down to the south. Thus, the long-tailed macaques
of indochinese group are inherited the longtailed-type mtDNA gene and rhesus-type TSPY gene
whereas the Sundaic monkeys are inherited the longtailed-type of both mtDNA and TSPY gene.
This is the first study providing the evolutionary scenario of long-tailed macaques in Thailand,
though the analyses of other genes should be made to provide a clearer and better scenario.
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