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UPHL Bioinformatic Workflow

Computational Requirements & Throughput 

Oakeson KF, Wagner JM, Mendenhall M, Rohrwasser A, Atkinson-Dunn R. 

Bioinformatic Analyses of Whole-Genome Sequence Data in a Public Health 

Laboratory. Emerging Infect Dis. 2017 Sep;23(9):1441ï5. 
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Sequence QC with SeqyClean

lya Y. Zhbannikov, Samuel S. Hunter, James A. Foster, and Matthew L. Settles. 2017. SeqyClean: A Pipeline for High-throughput Sequence Data Preprocessing. 
In Proceedings of the 8th ACM International Conference on Bioinformatics, Computational Biology and Health Informatics (ACM-BCB '17). ACM, New York, 

NY, USA, 407-416. DOI: https://doi.org/10.1145/3107411.3107446


