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4, BERZUNOBAD—IRELTDEAV NI/ ED
BiERTEEDOKRIERE
IZIEFTRTOX V7 HIE, fEEE T 72k

e (Unfolded) X2 H A LTV 7272 7z iREE
(Folded) % &L DIRFEZ AT E KL T 2 25,

JEATE LT, T 0 7272 £ /- RBE T D RBEREN C
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4.1. BEREMOKREREL; cDNA display
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EREEICEET 5 7 — 2 2 KREUB 2 DR I
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4.2. cDNA display proteolysis jZ DI E

T, AVANTEOT I BEYIAa—-FEh
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Rz cx (FiglA, 1), CoHELLH
W7ol T 2MELELEEZEHTE S
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4.3. cDNA display proteolysis i=ZDF] & & RS
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/Y - EnzRkECDO T a7 7 — P
(K50,U/K50,F) offtEIEfEch s L, (d) ¥
ANT 4 PG REREET. 7 nT T —EUi
XY N Kige CRimpmitdT 22 &, Lo
TEBOEMERM I N RERD D L%
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4.4. cDNA display proteolysis i%(Z & 3 87K
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