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Supporting Figure S1: RMSD Vs Time for all replicas of AhR different termini. (A) AhR Canon; (B) NC Trunc; (C) 
N- Trunc; (D) C-Trunc. 



 

Supporting Figure S2: RMSD Vs Time for all replicas of different PAS-B domains simulated. (A) AhR; (B) AhR - 
reduced C300-C313 Bond; (C) D. Suzukii JHR; (D) HIF1α; (E) NCOA1; (F) HIF2α; 

 

Supporting Figure S3: Sequence alignment for all five different PAS-B domains: . indicates weak similarity, : indicates 
strong similarity and * indicates complete conservation (identity). 

 



 

Supporting Figure S4: 3D structural alignment for all five different PAS-B domains investigated in this study: Orange 
boxes indicate the structurally conserved areas, In grey, the cpnservation and Backbone RMSD graphs per residue.. 

 

Supporting Figure S5: HIF2a Hydrogen bond in the conformation showing buried Y281, the red line indicate the 
backbone interactions. 


