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Supplementary figure 

 

 

 

Figure 1. Average Z score of HSP70 interactions. Average Z scores of interaction energies for 

complexes formed between HSP70-SBD and HSP70-NBD domains in bound and free forms 

with different classes of interacting molecules. 
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Supplementary Table  

 

Table 1. Molecules used for protein-protein docking 

Classification PDB ID Chains selected for 

docking 

 

SBD in complex 

4PO2 [1] A 

6JPV [2] A 

SBD in free form 5XI9 [3] A 

 

NBD in complex 

2E8A [4] A 

3ATU [5] A 

5AQZ [6] A 

 

NBD in free form 

2E88 [4] A 

Receptors 

of the 

immune 

response 

Toll-like receptors TLR1: 6NIH [7] A 

TLR2: 6NIG [7] A 

TLR4: 3FXI [8] A 

NK cell receptors NKG2A: 3BDW [9] A 

NKG2D: 1MPU [10] A 

TCR receptors TCR αβ: 6JXR [11] D E F G M N 

TCRγδ: 6MWR [12] C D 

Nod-like receptors NLRP3: 6NPY [13] A 

Complement receptors CD46: 3INB[14] C 

CD46: 5FO8[15] C 

 

Immune co-receptors 

CD80: 1DR9[16] A 

      CD86:1NCN [17] A 

CD40: 3QD6 [18] S 

CD40: 6PE9 [19] G 

CD28: 1YJD [20] C 

PD-L1: 6RPG [21] A 
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CD4: 1CDJ [22] A 

CD8: 1CD8 [23] A 

 

Antigen presentation molecules 

MHC I: 1HHJ [24] A 

MHC II: 4I5B [25] A B 

MHC II: 2IAN [26] A B 

 

Galectins 

Galectin-1: 

1GZW[27] 

A 

Galectin-9: 3LSD [28] A 

Galectin-9:3NV1 [29] A 

 

Apoptosis-modulating molecules 

Bcl-2: 2W3L [30] A 

Apoptosome: 

5JUY[31] 

B I 
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