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Fig. 3 Linear gradient elution curves of native and
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20

@ (2)
. Column : SP Sepharose HP
L Sample : Lysozyme
z
£ 10
Ry
ks [ ]
5 o ¢ o
32
£
ER . . .
2 0 2 4 6 8
[ Urea concentration [M]
=20
@ (b)
Column : Q Sepharose HP
g Sample : BSA ° ® @
=
£10L,
£
=}
S
]
ks
£
2 o , ‘ ,
e 0 2 4 6 8
=

Urea concentration [M]

Fig4  The number of binding sites B as a function of
urea concentration. (a) sample :lysozyme, column:
SP-Sepharose HP, (b)sample :BSA, column:
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Fig.8  Linear gradient elution curves of several

proteins with micro-plate based high throughput system
(HTS) and a disk column HPLC system. BSA= bovine
serum albumin, 3-Lg= B-lactoglobulin, Lys=lysozyme
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