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Input : Short sequence read set, R = {r, 1, ..., i}
Output  : Inferred number of species
1: | Compute nucleotide frequency from R
2: | Make Frequency vector V for each element of R
3: | New dataset is obtained (R, V)
4: | while(Until get a local optimal solution)
5: Choose initial K center
6: Compute distance between V & each centers
7: Assign each vector to closet centers
8: Recompute centets using current cluster memb
9: if(Center # newCenter) then
10: goto step 6 with newCenter
11: else
12 Complete Clustering
13: for(i=1; i<K; i++)
14: Remove more than 80% repeating reads
15: Compute frequency from all remaining
16: Make Frequency vector Cv
17: end for
18: Compute Sjieraion from all possible pair-wise Cy
19: Score < Siicration :
20: if(Score = local optimal) then
break;
21 else
22: change the K
23: | return optimal K
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