K-means Algorithm Cluster imbalance (K-Means algorithm)
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Gaussian Mixture Model Cluster imbalance (GMM)
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DBSCAN Algorithm (black dots are outliers)

Cluster imbalance (Density-Based Clustering)
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Spruijt et al. 2006

Supplementary4-C. Potential outliers identified from K-means clustering, DBSCAN, and Gaussian mixture models
in studies reporting G11778 A mutation rate among 3 primary LHON mutations.
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