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Supplementary Figure S1. Crystal structure of AtBAG3 BD. (A) The overall structure of AtBAG3 

BD. The two molecules in the asymmetric unit are colored grey (molecule A) and cyan (molecule B). 

(B) Comparison of the helix α1 and helix α2 of molecule B with that of the AtBAG1 BD. 

 

 



 

Supplementary Figure S2. Comparison of AtBAG1 BD structures with other BAGs. (A) Structural 

comparison of AtBAG1 BD (magenta) with mammalian BAG1 BD (lemon). (B) The dimeric BNB 

structure of mammalian BAG2. (C) Structural comparison of AtBAG1 BD with mammalian BAG3 

BD (tint). (D) Structural comparison of AtBAG1 BD with mammalian BAG4 BD (yellow). (E) 

Structural comparison of AtBAG1 BD with mammalian BAG5 BD1 (marine). (F) Structural 

comparison of AtBAG1 BD with mammalian BAG5 BD4 (grey). 



 

Supplementary Figure S3. Structural comparison of various NBD structures. (A) Comparison of the 

NBD structure in complex with AtBAG1 UBD (magenta) and in the ADP-bound state (marine) (PDB 

ID: 1HJO). (B) Comparison of the NBD structure in complex with AtBAG1 UBD and in complex 

with mammalian BAG1 BD (lemon). (C) Comparison of the NBD structure in complex with AtBAG1 

UBD and in complex with mammalian BAG2 BD (grey). 

 



 

Supplementary Figure S4. The crystal contact of UBL domain in the structure of AtBAG1 

UBD/Hsc70 NBD. 



 

Supplementary Figure S5. Superposition of the side chains in Hsc70 NBD involved in ATP binding. 

AtBAG1 UBD binding results in an opening of the nucleotide-binding cleft of NBD. The nucleotide 

bound state is colored green; the bound ADP molecule is drawn in black; the conformation of the 

respective residues in AtBAG1 UBD bound NBD is colored red. 

 

 

 

 



 

Supplementary Figure S6. The binding of BD with Hsc70 in Arabidopsis thaliana. (A) GST pull-

down assay of interaction between AtBAG1-4 BD and AtHsc70 NBD. (B) GST pull-down assay 

between the AtHsc70-GST fusion proteins and successive gradient amounts of AtBAG1 BD and 

AtBAG1 UBD. ‘Input’ represents 0.2% of the total HA-tagged protein used in the assay. 


