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1. Input instance for the HSRP 

 
Locus 1    Locus 2 

<allelel1,allele2>  <allelel1,allele2> 

1 

2 

3 

4 

5 

<7,8>          <19,20> 

  <7,10>          <20,46> 

<35,36>          <19,23> 

<34,35>          <15,19> 

 <32,10>           <15,19> 

 

2. The optimal solution for the HSRP 
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Vertex Cover Problem (VCP) [8] 

Instance: G=(V,E) 

Problem: C (Vertex cover)
E C

(incident) C cardinality  

 

1:
1 locus

: HSRP Instance: n
i 1 <ai,bi>

VCP instance: G=(V,E) : 

 V={vai�vbi,1�i�n}
<ai,bi> vai vbi  

E={(vai,vbi ), if <ai,bi> i 1� 
i�n} i
vai vbi  
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 3. Input instance for the HSRP 
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