
Supplementary information

Analyzinghigh-dimensional cytometrydata
usingFlowSOM

In the format provided by the
authors and unedited

12
34

56
78

9
0
()
:,;

12
34
56
78
90
()
:,;

https://doi.org/10.1038/s41596-021-00550-0



Supplementary Figure 1 |  An overview of the gating strategy to obtain the manual labels that will be mapped on the FlowSOM tree. 
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