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Figure S1. (A) Crystal structure of AT with fondaparinux. (B) The hydrophobic surface 
representation suggests that heparin pentasaccharide/fondaparinux binds on the surface of 
AT. The surface is presented in the same orientation as the ribbon diagram. (C) Details of 
interactions of fondaparinux with AT as obtained from PDBsum.  
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Figure S2. Sequence alignment of human AT (taken from pdb 1AZX) and homologs coloured 
by Consurf conservation. The secondary structure helix and beta is represented by yellow and 
green, respectively. The green box shows RCL binding site whereas the black box indicate 
residues in fondaparinux binding site. 
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Figure S3. (A) Crystal structure of heparanase (two chains shown in red and blue) with heparin 
tetrasaccharide. (B) The hydrophobic surface representation suggest that heparin 
tetrasaccharide binds in a cavity of heparanase. The surface is presented in the same 
orientation as the ribbon diagram. (C) Details of interactions of heparin with heparanase as 
obtained from PDBsum for 5e9c structure.  
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Figure S4. Sequence alignment of human heparanase (taken from pdb 5e9c) and homologues 
coloured by Consurf conservation. The secondary structure helix and beta is represented by 
yellow and green, respectively. The black box indicate residues in heparin binding site. 
 
 



4 14 24

34 44 54 64

 

Figure S5. Sequence alignment of CCL5 (taken from pdb 5COY) and homologs coloured by 
Consurf conservation. The secondary structure helix and beta is represented by yellow and 
green, respectively. The black box indicate residues heparin binding site. 
 
 



 

Figure S6. Sequence alignment of Eotaxin 1 (taken from pdb 1EOT) and homologs coloured by 
Consurf conservation. The secondary structure helix and beta is represented by yellow and 
green, respectively. The black box indicate residues heparin binding site. 
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Figure S7. (A) Sequence alignments of eotaxin 1, 2 and 3 with CCL5. Eotaxin receptor, CCL5 
receptor and CCL5 GAG binding residues are shown in blue, brown and black boxes, 
respectively. (B) Electrostatic surface potential surface representation for all three eotaxins. 
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Figure S8. Sequence alignment of IL-8 (taken from pdb 1IL8) and homologs coloured by 
Consurf conservation. The secondary structure helix and beta is represented by yellow and 
green, respectively. The black and orange box indicate residues heparin binding site.  
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Figure S9. Sequence alignment of PF4 (taken from pdb 1IL8) and homologs coloured by 
Consurf conservation. The secondary structure helix and beta is represented by yellow and 
green, respectively. The black and orange box indicate residues heparin binding site.  
 
 


