Additional file 4 – Comparing clustering algorithms
Yeung and co-workers have developed a figure-of-merit (FOM) scale [1]. They rated the predictive power of a clustering arrangement based on a leave-one-out technique. This method also tends to diminish the bias of the disequilibrium between the clusters. Wu and co-workers assigned cellular functions with confidence values to new proteins by making use of a database of clusters produced from different clustering algorithms [2]. Thalamuthu and co-workers performed a comprehensive comparative study to evaluate the effectiveness of several commonly used clustering methods [3]. They proposed a weighted Rand index to compare clustering algorithms. Nonetheless, they assessed the performance of the methods only by a predictive accuracy analysis through verified gene annotations. Swift and co-workers improved Wu’s [2] approach to build consensus clusters of gene expression data [4]. This method produces robust clusters which include all full agreement pairs across all clustering methods. As their approach is dependent on some thresholds, it is not obvious that consensus clusters are significantly better than the other clusters.
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