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TCR mimic antibodies

&  Figure 1. SCT design and structure. (A) can be made as
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Figure 7. TCR mimic antibody (Fab fragment)
In complex with AFP/HLA-A*02 (7RE7).3 (A) Overview of

SCT Production and Purification Solving SCT Structures A\ 770" structure. (8) Close up view of the HLA peptide cleft and

binding region of the Fab

Figure 4. SCT X-ray diffraction pattern.
Reflections are visible out to past 2.95 A
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