How does this sequence fold? Protein folding: schematic

VQAVAVLKGDAGVSGVVKFEQASESEPTTVSYEIAGNSPNAERGFHIHEFGDATNGCVSA
GPHFNPFKKTHGAPTDEVRHVGDMGNVKTDENGVAKGSFKDSLIKLIGPTSVVGRSVVIH
AGQDDLGKGDTEESLKTGNAGPRPACGVIGLTN
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Lattice model Conformations
» model a protein as a chain of hydrophobic (H) and polar (P) *— o —"—00—C—0——C—00

residues

The HP model: He® PO

» a conformation is a self-avoiding walk on a 2D square lattice
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