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Optimizing and integrating K-means and PSO algorithms for haplotype
reconstruction using SNP maker information
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Step2: Initialize a population of size N.
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Step3: Set iterative count Gen1=0.

Step4: Set iterative count Gen2 =0.

Step5: ((PSO Method)

Step5.1: Apply the PSO operator to update the N+k Particles.

Based upon PSO algorithm

Step5.2: Gen1=Genl1+1.if Gen1<8, go to Step 5.1.

Step6: (KM Method) For P,

Step6.1: Recalculate P, using the KM algorithm.
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