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thus when a local minimum of its energy was reached, a relatively stable conformation was formed. However not all of the

local minimums will lead the protein to a biologically useful conformation, for those otherwise are called energy traps.

Wolynes energy landscape theory and natural selection have well explained the high efficiency of protein folding in vivo,

instead of being stuck in energy traps. As to whether a protein can assume different conformations with the same

bioactivity, there is no clear answer yet. In this paper, two conformational states of a pHLA-A*2402 are discovered after

refolding, and by studying their interactions with TCR and CD8aa, two conformations of pHLA-A*2402 are confirmed of

having escaped from natural selection.
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BiFbws e, F-20CHRA74
1.2.2 pHLA-A*2402 &1

W5 mL WESAFm 2 L ZHE% iR
(100 mmol/L Tris (pH 8.0), 400 mmol/L L-Arg
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Fig. 1 Charts and pictures of pHLA-A2402. (A) Gel filtration of pHLA-A*2402. (B) Ion exchange of pHLA-A*2402
on column Resource Q, two peaks were eluded as P1 and P2. (C) Gel filtration of P1 and gel electrophoresis. (D) Gel
filtration of P2 and gel electrophoresis. (E) Ion exchange of P1 after two months’ storage in 4 C. (F) Ion exchange of P2
after two months’ storage in 4 “C. (G) Ion exchang of the mixture of P1 and P2 after two months storage and data fitting.
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Fig. 2 Ton exchange of refolded TCR, non-reducing
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3 BWMAEMRE pHLA-A*2402 5 TCR 1 CD8ao HYHHEER
Fig. 3 Charts of BIAcore®. (A) Interaction between P1 and TCR. (B) Interaction between P2 and TCR. (C) Interaction
between P1 and CD8aa. (D) Interaction between P1 and CD8ac.

®1 FWHAEMERE pHLA-A*2402 5 TCR #1 CD8oe %17
Table 1 The affinity between the two conformations of pHLA-A*2402 and TCR, CD8ao

TCR/CD8 pHLA-A*2402 k, (1/Ms) kq (1/5) Rmax (RU) Kp (mol/L) Chi’

P1 7.01¢e3 0.0189 84.6 2.7e-6 7.35
TCR

P2 4.08¢3 0.0169 79.1 4.14e-6 4.83

P1 987 1.04e-3 2.16e3 1.05e-6 163
CD8oa

P2 1.54e3 1.69¢-3 767 1.1e-6 21.3
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