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Figures
Figure 1 - owCore Framework

For each experiment, the content of the FCS les, phenotypic and metadata are stored in aowSet. Each
owFrame in a owSet corresponds to one FCS le. All basic operations (e.g., compensation,

transformation, gating) can be applied to either single owFrames or a owSet simultaneously.

Figure 2 - Quality assessment
HTML quality assessment report generated by the owQ package for a subset of data from an experiment
focusing on Graft-Versus-Host Disease [1]. Rows correspond to the samples in the set, columns to di erent

quality checks.
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