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Structural Analysis of Peptide P3

Introduction

* Heterooligomers of (aB),-sequences have demonstrated the adoption of 11-, 14/15- and

11/9 helices.
* (ay),-sequences have exhibited the ability to form 12- and 12/10- helical structures.

* In contrast to the prevalent protein secondary structures such as a-helix and B-sheets, B-
double helices are rare in proteins.
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CD Study of the Peptides P1-P3
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