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|ntr0d uctiOn FIGURE 2: Comparable gating strategies between Aurora® CS and BD Influx™. The samples shown
are the same as described in Figure 1. Samples were run at Cytek Assay Settings on the CS, and at
The Cytek® Aurora CS (CS) is a cell sorter that provides all the full spectrum optimal operator-defined voltages on the BD Influx™.
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Conclusion

Both the BD Influx™ and Cytek® Aurora CS showed similar trends across to all sort metrics measured (Figure 1).
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Analysis of a sort panel designed for a conventional flow cytometer showed all populations were able to be easily identified, with similar

percentages across the two sorter systems (Figure 2). The Aurora CS has the added benefit of removing the need for user-defined gains, thus

ensuring optimal population resolution. The Aurora CS produced highly comparable data to an Aurora analyzer, with near identical data
resolution, as shown by the overlaid UMAPs in Figure 3.

The Aurora CS brings a well-performing sort unit to a cytometer that is extremely closely matched to the Aurora analyzer, making transfer of
experiments from analyzer to sorter extremely simple.
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