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Supplementary Figures 1-3. 
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Supplementary Figure 1. The number of samples in the CoVEO database. a. The number of good-quality 
SARS-CoV-2 samples with a human host assigned to different variants in the CoVEO database. b. The 
relationship between the total number of samples assigned to a specific variant and the number of co-
infection samples containing the variant. The straight black line represents a linear dependence with a slope 
of 1 on a log-log graph. R represents the Pearson-correlation coefficient.

R = 0.760; p = 0.002 
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Supplementary Figure 2. Temporal distribution of co-infection samples for variant combinations 
with more than 50 samples. (The same figures for the top 4 most abundant combinations are shown 
in Figure 1C of the main manuscript.) Prevalence curves indicate the number of GISAID samples 
assigned to the respective variants (binned weekly). Blue vertical lines on the bottom panels mark 
the collection date of co-infection samples of the given variants. 
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Supplementary Figure 3. Disjunct defining mutations in GISAID samples assigned to the XD, XF and XS 
’Deltacron’ (recombinant Delta and Omicron) lineages. Samples (rows) are listed by their GISAID ID, with their 
Pango lineage indicated in brackets. Defining mutations (columns) are colored by their respective variant (blue 
for Delta and red for Omicron). Heatmap colors show whether the given sample contains the given mutation or 
not (dark blue: present Delta-mutation; light blue: missing Omicron-mutation; dark red: present Omicron-
mutation; light red: missing Delta-mutation). Dashed vertical lines mark the recombination breakpoint range(s) 
for each lineage. (The same genomic regions are indicated with red shaded areas in Figure 4 of the main 
manuscript.)


	SI_base
	SuppFig1
	Page 1

	SuppFig2
	Page 1

	SuppFig3
	Page 1


