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Structural Study of protein A and its derivatives in solution

Kihara, Hiroshi
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Protein A is oftein used for preparation of immunoglobulins. However, its
conformation is solution has not known. We have used X-ray solution scattering method for obtaining
the conformation of protein A and its derivatives.

Results are also compared with the structure predicted by molecular dynamics, which gives the very
good coincidence. This result suggests the protein A takes the relaxed conformaton without the
stress.

We have also done X-ray solution scattering study on the complex of protein A and Fc fragment of

Immunoglobulin, and successfully obtained the scattering profile of the complex. Further analysis
should be done.
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Kratky plot
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(3) C5d Fcfragment

pH7.4

Mw kDa) Rg(A) |Cma/mDL/C Mw)
c5d 334 377 |+ 04 550 | 146x1072
Fc 518 297 [+ 08| 253 | 128x1072

Fc/C5d=005/1 ( 439 |+ 05| 542 | 170x107
Fc/C5d=0.15/1 ( 434 (02| 606 | 260x1072
Fc/C5d=025/1 ( 509 [+ 02| 666 | 359x1072
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7. Protein A IgG fragment
2) protein A IgG  Fc fragment 25
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