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(57) Abstract: A nucleic acid sequencing technique is described. Sequence data, e.g., generated by a sequencing device, may be
analyzed to scan k-mers of a fixed size n in individual reads in the sequence data. Exact matches of the k-mers in the sequence data with
reference k-mers are identified. K-mer matching may be used to identify alternative alleles in sequence data with anomalous distribution
associated with contamination or other quality issues and to determine a quality metric in real-time.
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