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Supplementary Figure 1: F-Measures produced by MLC1 on Amidohydrolases protein 
sequences when the number of the sequences in each block is 200. The sequences were sorted 
in order of decreasing lengths. The threshold used for clustering is increased by steps of 0.01 
ranging from 0 to 1. The best F-measures of MLC1 on this dataset when the representative 
sequences were chosen as the first sequence, the central sequence and the almost-central 
sequence are 0.9188, 0.93 and 0.942 respectively. It is noted that the almost-central sequence 
of a group was computed with k=10. 

 

 

Supplementary Figure 2: F-Measures produced by MLC1 on medical fungal ITS sequences 
when the number of the sequences in each block is 200. The sequences were sorted in order of 
decreasing lengths. The threshold used for clustering is increased by steps of 0.01 ranging 
from 0.97 to 1. The best F-Measures of MLC1 on this dataset when the representative 
sequences were chosen as the first sequence, the central sequence and the almost-central 
sequence are 0.8666, 0.8753 and 0.8753 respectively. It is noted that the almost-central 
sequence of a group was computed with k=10. 
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Supplementary Figure 3: Zooming in the quality (F-measure) of MLC1 clustering on 
Amidohydrolases protein sequences. 
 

 

 

Supplementary Figure 4: Zooming in the quality (F-measure) of MLC1 clustering on the 
medical ITS reference sequences. 
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Supplementary Figure 5: Number of groups before and after clustering. 

 

 

Supplementary Table 1: Results of rMLC with the threshold 0.95 where n is the number of 
sequences in each block. 

 B1 B2 B3 B4 B5 B6 B7 B8 B9 B10 
n 26,997 28,78

 
24,728 14,310 25,241 28,603 21,791 29,702 88,703 55,383 

Time 23m 26m 20m 33m 30m 20m 21m 22m 2h15m 2h3m 
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