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Figure 1: Agreement with the original clusters when the k-means clustering was initialized

from 10 random starting points (k

5).

The solid lines indicate the results from the

deterministic KZZ initialization (see Fig. 3), while the dashed lines are the results from the
particular random initialization (10 different starting points). The error bars represent the
standard error of mean (SEM) values over the 30 replicate missing datasets.



