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Functional analysis of a novel amino acid racemase from Lactobacillus 
sakei discovered from comparative genome analysis 

Tadao Oikawa1,2, Shiro Kato2 
(1Fac. Chem. Mater. Bioeng., Kansai Univ., 2HRC, Kansai Univ.) 
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Development of an expression system for in vivo and in vitro characterization 
of the selenocysteine Se-methyltransferase homologue from Arabidopsis   

Kazuya Yamanaka1, Tadao Oikawa1,  

(1Fac. Chem. Mater. Bioeng., Kansai Univ) 
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Improvement of degradation capacity to environmental pollutants in 
Shingomonas bisphenolicum AO1. 
Yoshinobu Matsumura1, Miryo Koh2, 

(1Kansai Univ., 2Grad. Kansai Univ.) 
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The molecular mechanisms leading to neurite outgrowth  
via specific gene expression and its epigenetic control   

Ryosuke Yamazoe1, Hiroki Aoyama2, Kumi Matsuura2,  
Keisuke Yatsuo2, Koji Shimoke 2

1ORDIST, Kansai Univ., 2Fac. Chem. Material. Bioengin., Kansai Univ.  
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Influence of Selenium Exposure on Gene Expression Profiles  
in Arabidopsis thaliana 

Ryota Hosomi, Yutarou Hirose, Munehiro Yoshida 

(Faculty of Chemistry, Materials and Bioengineering, Kansai University) 
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Effects of Cruciferous Sprout, was Exposured of Selenium  
on growth parameters in plant and health functions in mice 

Munehiro Yoshida, Ryota Hosomi 
(Faculty of Chemistry, Materials and Bioengineering, Kansai University) 
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Structural Studies on Temperature Adaptation of Aspartate Racemase 
○Yasuo Hata1, Tomomi Fujii1, Takae Yamauchi1, Tadao Oikawa2,  

(1Institute for Chemical Research, Kyoto University, 2Faculty of Chemitry, 
Materials and Bioengineering, Kansai University) 
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Bacterial adaptation mediated by genomic segmental amplification 

Takashi Inaoka, Shiori Motoyama, Wannasiri Wannarat, Katsue Kusafusa  

(National Food Research Institute, NARO) 
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Utilization of next-generation sequencer in plant research 
Yoshihiro Takemura1 (Faculty of Agriculture, Tottori University) 
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Molecular mechanism for heterochromatin formation   
Yuichi Mishima, Hironobu Kimura, Saori Takahashi, Isao Suetake 

(Institute for Protein Research, Osaka Univ.) 
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