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Supplementary Data 
 
Supplementary Data 1: Patients with mCAs. In each case, detected mCAs are indicated by 
chromosome (chr), start and end coordinates of the event, estimated proportion of cells carrying 
the mCA (cellularity) and type of event (gain, loss, or copy neutral loss of heterozygosity – cnloh). 
Patient age, COVID-19 severity, and patient status (dead or alive) 90 days after disease are 
shown in the three last columns. NA: data not available. 
[See Supplementary Data Excel File] 
 
 
Supplementary Data 2: Male patients with XCM due to LOY. In addition to the patient identifier 
(ID) and patient age at diagnosis of COVID-19, columns show the estimated proportion of cells 
with XCM (LOY proportion), COVID-19 severity, and patient status (dead or alive) 90 days 
after disease. NA: data not available. 
[See Supplementary Data Excel File] 
 
 
Supplementary Data 3: Individuals with germline (non-mosaic) complete aneuploidies 
(chromosome 21 and gonosomes), and developmental mosaic X-chromosome aneuploidies. 
[See Supplementary Data Excel File] 
 
 
Supplementary Data 4: Y-linked genes with homologs in the X-chromosome and a possible role 
in immunity. 
[See Supplementary Data Excel File] 
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Supplementary Data 5: Y-linked genes with homologs in the X-chromosome and no known role 
in immunity. 
[See Supplementary Data Excel File] 
 
 
Supplementary Data 6: Top 30 differentially expressed genes in blood of individuals with mCAs. 
[See Supplementary Data Excel File] 
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Supplementary Tables 
 

Table S1: Comparison of analytical parameters between age-
matched individuals with and without LOY in the EGCUT 
biobank. 
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Table S1 – continued from previous page 
 

 
 

 
 
 
 
 

Table S2: Top 30 differentially expressed genes in blood of individuals with LOY 
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Table S3: Top 30 differentially expressed Y-linked genes in blood of individuals with LOY 
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Table S4: Association between cell-type composition estimated using 
bulk transcriptomic data (immunedecov R package) and LOY status. 
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Table S5: GO enrichment analysis of differentially expressed genes in 
individuals with LOY. GO terms significant at 5% FDR are shown. 

 
 
 
 
 
 
 
 

Table S6: KEGG enrichment analysis of differentially expressed genes in individuals 
with LOY. KEGG terms significant at 5% FDR are shown 

 
 
 
 
 
 
 
 
 
 
 
 

 
 
 
 

 



 
8 

Table S7: Top GO enrichment of differentially expressed genes in the two cell lines infected 
with SAS-CoV-2 (NHBE and A549). 
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Table S8: Intersection between significant genes in the blood transcriptomic comparison of LOY versus 
no LOY individuals and in the two cell lines infected with SAS-CoV-2 (NHBE and A549) 
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Supplementary Figures 
 
Figure S1: Plots of the whole-genome molecular karyotype obtained by SNParray of blood DNA 
from all 133 individuals of SCOURGE with detectable mCAs 
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Figure S2: Top differentially expressed genes in blood between individual with LOY and controls at 
genome level. The plots show the gene expression for individuals with (LOY) and without LOY 
(normal). The p-values correspond to a linear model adjusted for age and surrogate variables using 
limma 
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Figure S3: Top differentially expressed chromosome Y genes between individual with LOY and controls. 
The plots show the gene expression for individuals with (LOY) and without LOY (normal). The p-values 
correspond to a linear model adjusted for age and surrogate variables using limma 


