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Supplementary Tables
Table S1: The homology model (a), ramachandran plot (b) and docked structure of proteins with

heparin.
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Table S2: Docking score and detailed indicators of olfactory receptor with heparin.

Protein

Intermolecular

Electrostatic

Internal

Docking Score Predicted
with heparin Energy Energy Energy _
(kcal/mol) (kcal/mol) (kcal/mol) (kcal/mol) KI (um)
OR2C1 -6.79 -12.16 -4.50 -12.12 10.60
OR1LS8 -4.98 -10.35 -0.39 -9.46 299 97
OR2M3 -6.25 -11.62 -1.11 -9.29 26.32
OR4K13 -1.63 -7.00 -0.11 -9.99 64.04
OR5V1 -5.85 -7.22 -0.32 -10.27 44.09
OR6S1 -2.33 -7.70 -0.36 -10.41 19.49
OR7A17 -2.88 -8.25 -0.92 -10.66 776
OR10Z1 -4.36 -9.73 -2.78 -11.49 632.86
OR49 -5.53 -10.90 -4.36 -6.29 8775
ORS51F2 -4.81 -10.18 -0.70 -10.32 997 59
OR51T1 -6.23 -11.60 -4.84 -10.56 27 04
OR52E4 -4.22 -9.59 -0.79 -11.61 805.57
OR52K1 -5.86 -11.23 -1.46 -10.89 50.35
OR140 -4.39 -9.76 -3.85 -9.94 602.51




Supplementary Figures
TMHMM posterior probabilities for OR2C1
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Figure S1: TMHMM posterior probabilities for OR2C1. Seven transmembrane regions are clearly
indicated as purple bar.
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Figure S2: The full residue sequence of OR2C1 protein, the different TM region is marked in the
different colors and red rectangle box.



