Journal of Life Science 2011 Vol. 21. No. 3. 459~463

ISSN :1225-9918
DOI : 10.5352/J1.5.2011.21.3.459

Molecular Analysis of
Tissues of Rhesus Monkey

Se—Eun Yun, Kung Ahn and Heui-Soo Kim=

Alternative  Transcripts  of

CCDC94 Gene in the Brain

Department of Blological Sciences, College of Natural Sciences, Pusan National University, Busan 609-735, Korea

Received March 14, 2011 /Accepted March 17, 2011

The genome of the rhesus monkey has diverged as an average sequence identity of “93%. The rhesus
monkey has been widely used as a non-human primate in the field of biomedical and evolutional
research. Insertion of transposable elements (TEs) induced several events such as transcriptional diver—
sity and different expression in host genes. In this study, 112 transcripts were identified from a
full-length ¢cDNA library of brain tissues of the rhesus monkey. One transcript (R54) showed a differ-
ent expression pattern between human and rhesus monkey tissues. This phenomenon can be an ex-
planation that R54 transcript was acquired by splicing a donor site derived from exonization of the
L2A element. Therefore, integration of TEs during primate radiation could contribute to transcriptional

diversity and gene regulation.
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Table 1. Primer pair for expression comparison in human and rhesus tissues

Primers Sequences (5'-3) Accession number
R54-R-2S 5-GGT GCT TGC GAG GTG ATT AG-3 NMO18074
R54-R-2AS 5-GCA GGG GTC CTA AGA GGG-3

R54-R-3S 5-CCA GAA AGC GAA GAC TGC TG-3

R54-R-3AS 5-CAA CGC TCT GCT CCC AGA C-3

HU NM 018074

N N R |

CH XM_001137976

.
R54 N

i

B> |

2 L2A

I Untranslated region

i Coding region

Fig. 1. The structure comparison with CCDA94 mRNA of human and chimpanzee in monkey R54 transcript. The arrow indicate

L2A transposable element and boxes indicates exons.
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Fig. 2. Expression comparison of region contained L2A-derived exon in human and rhesus monkey tissues by RT-PCR amplification.
Blank hoxes indicate the products of different transcripts. (A) The expression pattern of region contained L2A-derived exon
in human tissues. (B) The expression pattern of region contained L2A-derived exon in rhesus monkey tissues.
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Fig. 3. Schematic structure of alternative spliced exon by insertion of L2A in R54 transcript. Grey box indicate L2A and blank
boxes indicates exons in the lower figure. A dotted line indicate splicing site provided by L2A element.
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