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Heavy Chain IgG1 Constant Region
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FIG. 2A

Kappa Chain Constant Region
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FIG. 3A

Heavy Chain IgB2 Constant Region
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FIG. 4A

Heavy Chain IgG4 Constant Region
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FIG. 13
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FIG. 15A
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FIG. 25A

Avidin-cvnolL-1TRFLAG mutanis
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