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Molecular basis for the diversity of gibbons
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Genes coding proteins responsible for the seminal coagulation (SEMG1 and
SEMG2) were analyzed in gibbons of three genera to find that 1) the repeat structure of the SEMG1
was consistent in three genera but of the SEMG2 was different in each genus. When dN / dS was
determined for the partial sequence of the SEMG2, a strong correlation with the testes weight ratio
was found in primates. This result supported higher sperm competition in the multi-male groups in
the primates.

GRAS-Di analysis was performed on the genomes of seven species / subspecies of the gibbons, and
it was supported that the divergence of gibbons in the continental and in island regions occurred
about 3.5 million years ago and then divergence among the Sunda island species took place. Evidence
of introgression was detected in several species of the genus Hylobates to indicate that the history

of gene flow between these species is relatively old.
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FIGURE1 Repeat structure of the gibbon SEMG1 and 2. The code of the repeat classes and the human SEMGs gene structure (*) are based on
Jensen-Seaman and Li (2003). The length of the gene is represented by the number of nucleotides
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DNA cytochrome b

AHEDOFER
i HIERT HER
Symphalangus syndactylus 28 28
77 aFFHFEN
Nomascus leucogenys 3 3
¥ FRAVaT L
Hylobates pileatus 13 13
RO TFFHHFNL
Hylobates lar 77 77
vazF 7
Hylobates agilis 21 8
T ONTF TN
Hylobates albibarbis 0 4
BARAVa e FFFHFL
Hylobates muelleri 1 6
22 F—=FFHFN
Hylobates abbotti 0 6
TRy b A aTFHFNL
Hylobates moloch 5 0
U9 gTrAENL
Hylobates klossii 1 0
7 a AT HEN
PR AR 4 4
HIEARFT 0 4
it 153 153
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