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    Abstract
Novel methods for the sequencing of single-cell DNA offer tremendous opportunities. However, many techniques are still in their infancy and a major obstacle is given by sample contamination with foreign DNA. In this contribution, we present a pipeline that allows for fast, automated detection of contaminated samples by the use of modern machine learning methods. First, a vectorial representation of the genomic data is obtained using oligonucleotide signatures. Using non-linear subspace projections, data is transformed to be suitable for automatic clustering. This allows for the detection of one vs. more genomes (clusters) in a sample. As clustering is an ill-posed problem, the pipeline relies on a thorough choice of all involved methods and parameters. We give an overview of the problem and evaluate techniques suitable for this task.
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