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9. 0702132139
ZbF 0 F20—LTOHTFy bT— 2NV — )L PDBnet:
http://gibk21.bse.kyutech.ac.jp/pdbnet/
10. 0702132142
BRI AR — 2L
http://gibk21.bse.kyutech.ac.jp/tfportal/ TRP/TRP-j.html
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AWFECiE EE'E L DNA O BEMOGHHY I 21—V 3
VIZRAL T, BRSO KL BRI R & LR &
To72,
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