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Helix-loop-helix peptide[Z X HPPIsPHEFEDFHE S A A—
Case A: a-helix W & FICBEAET S

a-helix in the interface

Helix-loop-helix peptide

loop-helix peptide (no requirement of
screening from peptide libraries)

Case B: a-hellxb“f‘*Al B 5 LU GLR#EENTER) /}

Screening of helix-loop-helix
peptide from phage-displayed
random peptide libraries
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AAl AA2 AA4 AA8 AA9 AA10
. A binding site that consists of 10 amino acids (AA1 - 10) was proposed.

. Compounds that are expected to bind to the binding site were designed and
synthesized.

. Experimental condition of NMR was carefully examined with TTO01, which
showed IL-6-binding activity and inhibitory effect on IL-6/IL-6R binding by SPR.

. TTO0O01 was clarified to interact with 5 amino acids (AA3, 4, 5, 8, 9) of 10 amino
acids consisting of the binding site.

. Under the same condition, TT002, more efficacious than TT001 in SPR,
showed interactions with 7 amino acids (AA3, 4, 5, 7, 8, 9, 10).
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