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Supplemental figures  

 

 

Fig.S.1. The effect of COVID-19 on the capacity of monocytes to produce different cytokines is coordinated and global. 

(A) Heatmap showing the correlations between the production of each cytokine under different stimulations, in controls or during 

acute and recovery phases. Spearman correlation coefficients were calculated between each pair of features. (B) Heatmap 

showing significantly different features between controls, acute and convalescent patients. The Z-score represents the deviation 

from the mean in each line. 
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Figure S2. No evidence of over-expression of genes associated with M-MDSC-like cells in CD14+ monocytes during 

acute severe COVID-19. Heatmap of the expression of selected genes associated to M-MDSC-like cells in controls (n = 11) and 

during acute severe infection (n = 7). 

Figure S3. Protein expression of selected surface markers identified as differentially expressed genes in RNA-Seq 

experiments in hospitalized patients. Median fluorescence intensity of surface markers on CD14
+
 monocytes in unstimulated 

whole blood from controls (n = 9), acute infection (n = 11), “early recovery” (n = 22) and “late recovery” phase (n = 13). Kruskal-

Wallis test was performed to examine the statistical differences between groups, followed by Dunn's correction for multiple testing. 

*p <0.05, **p <0.01, ***p <0.001, ****p <0.0001 

Each dot represents an individual donor and bar represents the mean value.  
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Figure S4. Several epigenetic modulators are differentially expressed in monocytes from early convalescent patients. (A) 

Volcano plot showing epigenetic modulators significantly up (red) or down (green) regulated in early recovered patients. (B)Scatter 

plot showing the correlation between AP-1/MAF module accessibility (expressed as a geometric mean of the top 70 most accessible 

regions) and RNA expression of histone acetyltransferase EP300 (top) and lysine-specific demethylase KDM6B (bottom). Correlation 

coefficient (R) and its p-value (p) are indicated.  
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 Figure S5. Gating strategy for intracytoplasmic staining analyses by flow cytometry. Plugin flow AI was used to increase 

the quality of the analysis. The following gating strategy is applied only on “good events” resulting from this process. Gating of 

intracytoplasmic cytokines is based on FMO controls for each of them. 

Unst , unstimulated ; FMO, Fluorescence Minus One 
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Figure S6. Gating strategy for fluorescence-associated cell sorting of CD14+ monocytes from peripheral blood 

mononuclear cells. 
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Supplemental tables 

 Table.S.1. Demographics and clinical data. Data are presented as mean (min-max) or number of patients (%). Continuous 

variables were compared by Kruskal-Wallis test, followed by Bonferroni posttests. Dichotomous variables were analysed with 

Chi-square test. 

AKI, acute kidney injury; ECMO, extracorporeal membrane oxygenation; ICU, intensive care unit; MV, mechanical ventilation 
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 Table.S.2. Demographics and clinical data of the subset of patients used for molecular analyses. Data are presented as 

mean (min-max) or number of patients (%). Continuous variables were compared by Kruskal-Wallis test, followed by Bonferroni 

posttests. Dichotomous variables were analysed with Chi-square test. 

AKI, acute kidney injury; ECMO, extracorporeal membrane oxygenation; ICU, intensive care unit; MV, mechanical ventilation 
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Table S3. List of antibodies used for flow cytometry staining. 


