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Supplementary Figure S1. rAAVS8 sample characterization by capillary gel
electrophoresis (CGE) with UV and LIF detector. (A) Electropherogram of
CGE for the characterization of capsid proteins. (B) Electropherogram of
CGE for the characterization of the encapsidated genome of capsid proteins.
The results of upper panel are full sample (colored purple) and of lower
panel are empty sample (colored green).
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Supplementary Figure S2. Structural dynamics of rAAVS full capsids at a
labeling temperature of 20 °C over the labeling time course. The structural
dynamics of the rAAVS full capsid mapped onto the assembled full capsid
(PBD ID: 6PWA) external surface (A) and internal surface which is a cross-
sectional view of a capsid (B), VP3 monomer (C), and model of the
structurally unsolved region (D). The VP3 monomers are enlarged views
of a VP3 taken from a capsid composed of 60 VPs. The predicted model of
the structurally unsolved region is magnified. The characteristic structures
of rAAV capsids, such as 3-fold and 5-fold symmetry axes and VRs, are
shown. The regions where the peptides were not detected are colored gray.
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Supplementary Figure S3. Structural dynamics of rAAV8 empty capsids
at a labeling temperature of 20 °C over the labeling time course. The
structural dynamics of the rAAV8 empty capsid mapped onto the
assembled empty capsid (PDB ID: 6U20) external surface (A) and internal
surface which is a cross-sectional view of a capsid (B), VP3 monomer (C),
and model of the structurally unsolved region (D). The VP3 monomers are
enlarged views of a VP3 taken from a capsid composed of 60 VPs. The
predicted model of the structurally unsolved region is magnified. The
characteristic structures of rAAV capsids, such as 3-fold and 5-fold
symmetry axes and VRs, are shown. The regions where the peptides were
not detected are colored gray.
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Supplementary Figure S4. Uptake plots of peptides derived from outer
and inner surface of capsids. (A) Uptake plot of the S705-D714 peptides
derived from outer surface of capsid of rAAVS full in purple and empty in
green capsids. (B) Uptake plot of the L406-T417 peptides derived from
inner surface of capsid of rAAVS full in purple and empty in green capsids.



