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1. zwitterion 2. Zymogen
3. pl 4. Kt and Km
5. primary structure 6. Isozyme
7. Oxidative phosphorylation 8. Genomic library
9. Lipid bilayer 10. Ribozyme
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1. Glycosidic bond 2.peptide bond
2. phosphodiester bond between two nucleotides

IV. — B A1 & 2ehDNA B 74T .

GTGCGTGTTGACAATTTTTACCTCTGGCGGTTATAATTTCTCCATACCCGTTTTTTATGTAC
1 2 +1 3
TACGGAGCCGATTCCGATATACGCATGTAGCCATGCGTAA
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First position Second position Third position
(5 end) U C A G (3' end)
Phe Ser Tyr Cys U
U Phe Ser Tyr Cys C
Leu Ser STOP STOP A
Leu Ser STOP Trp G
Leu Pro His Arg U
C Leu Pro His Arg C
Leu Pro Gln Arg A
Leu Pro Gln Arg G
Ile Thr Asn Ser U
A lle Thr Asn Ser C
Ile Thr Lys Arg A
Met Thr Lys Arg G
Val Ala Asp Gly U
G Val Ala Asp Gly C
Val Ala Glu Gly A
Val Ala Glu Gly G

V. FRT3s G%E;Ffﬁf?iﬂz 280 nm F $ g Rk @ o i H32d o (15%)

a).Ser-Val-Trp-Asp-Phe-Gly-Tyr-Trp-Ala
b).GlIn-Leu-Glu-Phe-Thr-Leu-Asp-Gly-Tyr




