Polymorphonuclear cells show features of dysfunctional activation during

fatal sepsis
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Supplementary Figure 1 | A) Plot describing the correlation between the normalized counts
of TNK-AS1 and the SOFA score of each patient. The black line indicates the linear regression
and the grey area indicates its 95% CI. The numbers in the plot indicate the Spearman
correlation coefficient and the P value of the correlation. B) Boxplot (Tukey) comparing the
normalized counts of TNK-AS1 in early deceased patients and D5+ survivors at TP1. C) Results
of the seq deconvolution performed with quantiSeq and MCPCounter. D) Boxplot (Tukey)
representing the number of unique TCR clonotypes in the three patient groups. Dots indicate
the number of clonotypes identified in each sample. Pairwise comparisons were performed

using Dunn’s test with Holm correction for multiple comparisons.



