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Expression and polyclonal antibody verification of Smarcadl recombinant protein
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Abstract Objective: To establish a stable laboratory polyclonal antibody preparation process, to select Smarcadl as the target gene for
recombinant protein expression purification and polyclonal antibody preparation,and to verify its specificity. Methods: The pcDNA3.1-
Flag —Smarcadl plasmid in our laboratory was used as the template to construct the pET —16b —Smarcadl —-F1 prokaryotic expression
plasmid. Smarcadl —F1 protein was expressed and purified. Antibody specificity was detected using Western blotting, protein co —
immunoprecipitation and immunofluorescence experiments. Results: PCR identification results showed that the pET-16b—Smarcad1-F1
expression plasmid was successfully constructed. In the protein expression purification experiment,Coomassie brilliant blue staining
showed that compared with before induction,the Smarcadl protein was successfully induced to express after adding IPTG,and the target
protein with a molecular weight of 27 kD was purified. Western blotting proved that the prepared antibody could specifically recognize the
endogenous Smarcad] protein. The protein co-immunoprecipitation experiment showed that, compared with the control group, the prepared
antibody could bind to the Smarcadl protein. The specificity of the prepared antibody was detected by immunofluorescence experiments,
and the results showed that the prepared antibody could specifically recognize the endogenous Smarcadl protein. Conclusion:The
Smarcadl prokaryotic expression plasmid is successfully constructed,and the Smarcadl protein is purified by prokaryotic protein
expression. The antibody prepared from this protein can specifically recognize the endogenous Smarcad1 protein, which provides ideas for
the subsequent prokaryotic expression protein and polyclonal antibody preparation.
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Fig 2 Expression purification of Smarcad1 protein
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Fig5 Immunofluorescence detection of antibody specificity
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