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Context:

Movie S1. A representative movie showing the dynamical process of A4, adsorption
onto the graphene surface, peptide transfer at the boundary of graphene and h-BN, and
the final peptide confinement/stretching on the h-BN stripe.

Fig. S1. Representative snapshots of the diffusion process of AB;.4, from the graphene
surface to the h-BN stripe.

Fig. S2. Analysis of the polyQ,; stretching process on the Graphene/Hexagonal Boron
Nitride/Graphene (GRA/BN/GRA) heterostructure.

Fig. S3. Analysis of the a-Syng;.os stretching process on GRA/BN/GRA.
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Fig. S1. Representative snapshots of the diffusion process of AB;.4, from the graphene surface to

the h-BN stripe.
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Fig. S2 (a) Number of atoms in GRA/BN/GRA that are within 4.0 A of the polyQ peptide throughout
the simulation. (b) The van der Waals interaction energy per residue between polyQ and
GRA/BN/GRA. Inset: Coulomb interaction energy per residue between polyQ and GRA/BN/GRA.
(c) Interaction energy between polyQ and GRA/BN/GRA when the elongated polyQ peptide moves

in the y direction across the h-BN stripe.
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Fig. S3 (a) Number of atoms in GRA/BN/GRA that are within 4.0 A of the a-Syn peptide during
the simulation. (b) The van der Waals interaction energy per residue between o-Syn and
GRA/BN/GRA. Inset: Coulomb interaction energy per residue between a-Syn and GRA/BN/GRA.
(c) Interaction energy betweena-Syn and GRA/BN/GRA when the elongated a-Syn peptide moves

in the y direction across the h-BN stripe.
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