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Construction of phage display antibody library of human monoclonal Fab antibody against Dabie
Bandavirus

XU Jiaxin, WANG Jingjing, WANG Lin, XU Ruijie, WU Yulong, LLI Boging, QIAO Yuanyuan
(Department of Pathogen Biology ,College of Basic Medicine , Binzhou Medical University ,Yantai 264003,Shandong .
China)

Objective To construct a phage display antibody library of human anti-Dabie bandavirus (SFTSV) Fab
fragment with potentially neutralizing activity. Methods Peripheral blood specimens of patients recovering from SFTS
were collected,and peripheral blood mononuclear cells (PBMC) were isolated from the specimens with cross-neutralization
activity. Then PBMCs were subjected to extract total RNA,and ¢cDNA was obtained by reverse transcription PCR (RT-
PCR) using these total RNAs as template. The first round PCR amplification of sequences of heavy chain variable region
(VH) and light chain variable region (Vi and VA) was finished using cDNA as template, similarly, heavy chain constant
(CH,) and light chain constant (Ck, CA) were obtained using pComb3XTT and pComb3XX as templates. The second
round PCR amplification of heavy chain (Fd),light chains (x and X) was finished by splicing overlap extension (SOE-
PCR). The complete Fab gene was obtained by SOE-PCR using the second round amplified products as the template.
After inserting into pComb3XSS phage plasmid,a phage display Fab fragment of antibody library against SFTSV was
constructed. Results The antibody Fab fragment sequences were amplified by three rounds of PCR.and a phage display
antibody library with storage capacity of 1. 875 X 10° was successfully constructed.  Conclusion A phage display
antibody library was successfully constructed using blood specimens from SFTS convalescent patients with cross-
neutralizing antibodies, which provided a reliable basis for further screening of specific neutralizing antibodies.
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