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1. INTRODUCTION 

 

 

 

 

2. METHODS 

2.1. Previously developed: Assemble-And-Match 
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2.2. The new feature: rapid affinity evaluation 

2.3. 3D Printing 

3. RESULTS AND DISCUSSION 

3.1. An example of the first setup 
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3.2. An example of the second setup 

   
 

 5.14 9.008  
 2.89 16.020 16 
 1.44 32.153 32 
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material,  small  differences  are  observed  between  the  obtained  and  expected  number  of  contacts.  The ex-

pected number of contact points is calculated using our model of the ligand and the receptor. The obtained number of 

contact point, on the other hand, is derived from the measured resistance and as can be seen from the table, there is a 

close agreement between expected and obtained values. 

 

 

 

FUTURE WORK 

It is realized that several factors are involved in determining the affinity of the ligand and the receptor. In this paper, 

we have focused on one of the most important ones, namely, the geometric complementarity. That said, we plan to 

develop solutions that could also evaluate charge/charge interactions, hydrophobic effect and hydrogen bonding in 

regard to the interplay of ligand and receptor. 

 

CONCLUSION 

 

 

 

       

     9.6 4.823  

     8.0 5.787  

   4.3 10.767 11 
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