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A-25 Integrated studies on development and aging of cognition, physiology and morphology in Primates  
Ceridwen Boel (New South Wales University)  
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Zhang Y, Kono RT, Wang W, Harrison T, Takai M, Ciochon RL, Jin C (in press) Evolutionary trend in dental size in 
Gigantopithecus blacki revisited. JHE. 
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B-14 Feeding ecology and fecal DNA analysis of wild rhesus macaques in a disturbed habitat of Southern China 
Zhang Peng, Wu Chengfeng, Xia Xunxiang(Sun Yat-sen University)  

From September 1st to 20th, I visited Japan and had cooperative researches with Dr. Imai Hiroo, my counterpart at Primate 
Research Institute of Kyoto University. During my stay at Dr. Imai's lab, I learned the basic techniques to extract DNA from feces 
and amplify bar-cording regions (mtDNA) by PCR, and to estimate ratio of plant species taken by rhesus macaques in Hainan 
Province of China. As the results, I improved my method on DNA analysis and successfully extracted genomic DNA from feces 
samples of wild rhesus macaques. We also tested possible method to determine kin relationship of the study group using 
microsatellite markers from DNA from feces and fur samplings. I published one book in Chinese and two papers based on the 
funding supports. From August 11-17 of 2014, I attended the 25th congress of the International Primatological Society at Vietnam 
and the Bogor Symposium for Asian Primate Research in Indonesia. From 28 June-3 July, 2014, we Invited Prof. Michael A Huffman 
to visit my primate lab of Sun Yat-sen university, China. 
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B-18 Molecular characterization of HERV-Y family in primates 
Kim Heui-Soo Eo Jungwoo Hee-Eun Lee(Pusan National Univerisity)  

 
Endogenous retroviruses (ERVs) inserted into the genome early in primate evolution. Human ERVs (HERVs) occupy about 8% of 

the human genome. In this study, we identified novel HERV-Y elements among 31 families. The full-length HERV-Y is located on 
chr8 and chr13 (HERV-Y101, -Y102, and -Y103; Table 1), and clustered with HERV-I,-T,-E, and –R in the pol-based phylogenetic 
relationship. HERV-Y pol were ubiquitously transcribed in human tissues, and also highly expressed in rhesus monkey. In addition, 
we observed high expression patterns in tissues from African green moneky and cotton-top tamarin, suggesting biologically 
important roles of HERV-Y gene products in primates. 

B-19  
( )  

( )
OPN5 UV (Kojima et al., 2011)

UV UV
OPN5 OPN5

OPN5 cDNA
Ca OPN5 cDNA

11 (387 nm) Ca++
OPN5 cDNA  

B-20 Genetic diversity of long-tailed macaque Macaca fascicularis and rhesus macaque M. mulatta: mainly focus on their 
hybridization range 
Srichan Bunlungsup, Suchinda Malaivijitnond (Chulalongkorn University)  

To determine the hybridization between M. f. fascicularis and M. f. aurea, blood and fecal samples of these two subspecies and the 
hybrid throughout Thailand and Myanmar in total 16 populations were collected. The species and subspecies of monkeys were first 
identified in regard to their morphological characteristics. HVSI on D-loop region was amplified to trace the genetic structure in 
macaque populations. SRY and TSPY genes were analyzed to trace the migration pattern. Then, mtDNA and Y-chromosome trees 
were constructed with 1000 bootstraps using Neighbor joining method. From our result, we proposed two hypothesized about their 
migration routes. Firstly, aurea population migrated southward along the Mergui Archipelago towards the southwestern Thailand, 
probably during the glacial period. After that, some of them may migrate north eastward across the low altitude of Tanasserim Hills 
towards mainland Thailand and islands on Thai Gulf respectively. 
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B-56 Developing a model of cold-stressed primate thermoregulation from Japanese macaques (Macaca fuscata) 
Cynthia Thompson (Grand Valley State University) Chris Vinyard(Northeast Ohio Medical University) Susan Williams(Ohio 
University)  

This project had a successful first year.  In December 2014, animals were captured and implanted with temperature loggers.  
During our data collection trip from December 10-23, 2014 we successfully obtained 331.25 hours of focal animal behavioral 
observation, 274 infrared images, 79 fecal samples (to measure hormones), and continuous weather station data.  Our preliminary 
data indicate that Japanese macaques utilize behavioral thermoregulation during the winter.  There is a significant trend for animals 
to use heat conserving postures (e.g. curled with limbs on body and ventrum covered) when ambient temperatures are lower (JT=4.26, 
P<0.001).  Similarly, animals use heat conserving postures when solar radiation in lower (JT=2.06, P<0.039).  However, wind 
speed and rain did not significantly impact posture.  During this winter sample, animals also positioned themselves in sunny over 
shady locations during times with higher solar radiation (F=53.6, P<0.001).  Likewise, sunbathing sessions with the ventrum 
exposed occurred during times of higher solar radiation (x =345.3 W/m2) than sun exposure to the dorsum or lateral areas (x =287.7 
W/m2), although this difference did not reach statistical significance.  Analyses of thyroid hormone levels and infrared images have 
not yet been conducted. A comparative summer sample will be collected in July 2015, followed by retrieval of loggers to obtain body 
temperature measurements. 
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B-62 Genomic Evolution of Sulawesi Macaques 
Bambang Suryobroto (Bogor Agricultural University)  

Sulawesi macaques are exceptional as the seven species evolved allopatrically in an island that is less than 5% of the whole 
coverage area of the genus Macaca. The island itself is part of the zoogeographical realm called Wallacea which is highly endemic. 
There are three issues regarding the evolution of Sulawesi macaques. The first is taxonomic status, the second phylogenetic 
relationship, and the third hybrid population problem. Recent development in DNA technology (next generation sequencing, NGS) 
leads to the ability to read the whole genome of an individual. This immense genomic data provide an opportunity to find the most 
taxonomically informative loci to base the phylogenetic hypotheses and also to observe the gene dynamics of hybrid population. Dr. 
Yohei Terai (Soken-dai) and I took fecal samples of M. maurus, M. nigra, M. hecki, and M. tonkeana from the island and in Japan we 
made library for the whole genomic sequencing. We used exome approach so the NGS libraries were hybridized to exon capture 
sequence. Quality of the exomic library is quite good, for instance, for one sample of M. nigra we got molecules from 278bp to 
1300bp with average 561bp and their concentration was 31.5ng/ul. We performed NGS using Illumina Myseq machine to determine 
300bp reads from both ends and we could get 75,339,456 sequences. We mapped the sequences to reference genome which is the 
genome of M. mulatta. The analysis is now on going. 

 

B-63 Variation of Gene Encoding Receptor of PTC bitter taste compound in Leaf-eating Monkeys 
Laurentia Henrieta Permita Sari (Bogor Agricultural University)  

T2R38  is one of T2R multigene families that encode receptor to recognize bitter from PTC compound. In primates, T2R38 had 
been identified in human, chimpanzee, Japanese macaques and exhibit intra-species polymorphism. Polymorphism in this gene lead 
to different behavioural response of individual. Taster individual show aversion to bitterness from PTC, in contrast to tolerant in 
non-taster individuals.  
 Leaf-eating monkeys (Subfamily Colobines) are unique among primates because their diet mostly consisted of leaves that 
perceptually tasted bitter to human. Based on  behavioral experiment, Chiarelli (1963) found that five individuals of three species of 
Colobines have non-taster phenotype. Thus, we conducted preliminary behavioral experiments of PTC-tasting on leaf-eating 
monkeys kept in Ragunan Zoo. The result indicated that nine individuals of genus Trachypithecus, Presbytis and Nasalis were all 
non-tasters.  

Genomic DNA of leaf-eating monkey was obtained from fecal samples. After DNA extraction, T2R38 gene region was specifically 
amplified using standard PCR reaction. The result showed that there are some polymorphisms in the T2R38 genes of  T.  auratus 
and T. cristatus. To know whether the T2R38 receptor of leaf-eating monkeys is functional or not, we are trying to conduct functional 
assay based on cell expression. 
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