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Fig. S4. Evaluation of the confidence of predicted protein 3D structures. Evaluation of the
confidence of predicted protein 3D structures. The confidence in the predicted VP1, AAP,
and MAAP protein structures is indicated by pLDDT values. Red color represents pLDDT
values below 50%, and yellow denotes values ranging from 50% to less than 70%. (A) AAV
1, (B) AAV2, (C) AAV4, (D) AAV5.





