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In vitro evolutional selection of a combinatorial phage library
displaying randomly-rearranged various binding domains of

SpA and SpG with four mouse IgG subclasses
Xu Wenzhu' Ding Yingying® Wu Lili' et al
(' Dept of Pathophysiology Anhui Medical University Hefei 2300323 Dept of Pathogen Biology
The Second Military Medical University Shanghai 200433)
Abstract Objective In order to study the different subclasses of mouse IgG Fe and the binding properties with
the SpA or SpG the in vitro molecular evolution of the library was conducted with four mouse IgG subclasses as the
baits respectively. Methods The in vitro molecular evolution of the library by four mouse IgG subclasses respec—
tively were used to generate novel evolved immunoglobulin binding molecules ( NEIBMs) with special binding

advantages. The binding activity of the NEIBMs with the four mouse IgG subclasses were compared by phage ELISA.
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To further compare the binding activity of NEIBMs with the four mouse IgG subclasses ELISA was conducted with
HRP-abeled NEIBMs. Results

rected by mouse IgG1

After five four five and five rounds molecular evolution of the phage library di-
[gG2a IgG2b and IgG3  the control phages and one inserted the library was all two inserted
domains phages suggesting that the evolution of the library was finished. Sequence analysed by the software
showed that DD DD AC and DC were obtained by the mouse IgGl IgG2a IgG2b and IgG3 respectively. The
phage binding assays confirmed that the three molecules possessed binding advantages with the four mouse IgG sub—
classes. The results of ELISA with HRP-Jabeled NEIBMs were not completely consistent with the in vitro molecular
evolution of the library by four mouse IgG subclasses
IgG2a > 1gG2b > 1gG1. Conclusion

C and D-C are obtained from the in vitro molecular evolution of a combinatorial phage library displaying randomly—

but the binding strength was consistent all were: IgG3 >

In this work three novel evolved immunoglobulin binding molecules D-D A-
rearranged various binding domains and they have special binding advantages with the four mouse IgG subclasses
that don’ t exist neither in SpA nor SpG. The three molecules provide the new molecules for the purification and de-
tection of the four mouse IgG subclasses.

Key words phage library; directed molecular evolution; subclass; NEIBM



