Supplementary Material 1 Supplementary methods

1 Methods
1.1 Molecular docking
The BAG6 structure (PDB ID:4DWF; PDB DOI: https://doi.org/10.2210/pdb4DWF/pdb) and EP300 structure (PDB ID:6PGU) were retrieved from the Protein Data Bank[1-3]. The three-dimensional structure of human RAB3A (UniProt ID: P20336) was predicted using AlphaFold2(version 2.3.0) with default parameters[4, 5]. Protein-protein docking was performed using HDOCK server(http://hdock.phys.hust.edu.cn/) [6-10], utilizing residues within 5Å of the reported functional site. Top-ranked complexes were visualized in PyMOL v2.5.4[11].
1.2 Double Immunohistochemistry
Paraffin-embedded sections were baked at 65°C for 1 hour, followed by dewaxing. Heat-induced epitope retrieval was performed in citrate buffer (pH 6.0) at 100°C for 32 minutes. Sections were incubated with 100 µL of rabbit anti-RAB3A primary antibody (1:100 dilution; Proteintech, Inc., USA) at 37°C for 24 min. Brown chromogen was produceed using the OptiView DAB IHC Detection Kit (760-700), according to the manufacturer's instructions. Additionally, the sections were incubated with 100 µL of rabbit anti-BAG6 primary antibody (1:200 dilution; Proteintech Group, Inc., USA) at 37°C for 24 min. Red chromogen was resulted in using the UltraView Universal Alkaline Phosphatase Red Detection Kit (760-501), according to the manufacturer's instructions. The sections were counterstained with hematoxylin, dehydrated, cleared, and mounted using a synthetic resin mounting medium. Slides were digitally scanned using a Digital Pathology Slide Scanner(KF-PRO-005-EX; KFBIO).
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