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Introduction
• Significant inter-individual variability in SARS-CoV-2 infected 

persons

MIS-C/ PIMS-TS:
• New, but rare and severe clinical syndrome in children 

related to SARS-CoV-2

• Post-infectious response 
- Symptoms 4-6 weeks after SARS-CoV-2 infection



Genetics?

Figure 2: The partners of the COVID-19 Host Genetics Initiative (adapted from https://www.covid19hg.org/partners/).
Design credit: Denise Scholtz



Methods-
Data analysis
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Variant 
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Pathogenicity 
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Sample collection
• Tygerberg Hospital (Dr Dee Abraham) and 

Red Cross Children’s (Dr Kate Webb) 
hospital

• CDC and WHO criteria 
• Positive serological test, PCR (rarely) or 

known exposure
• Control group



Results

Criteria Sample IDs
6 7 10 11 13

STEP1: Total variants
In VCF submitted to 
ANNOVAR

6 025 
296

5 938 
651

5 995 
949

6 079 
739

5 356 
563

STEP 4: All non-
intergenic variants

2 588 
072

2 560 
064

2 577 
095

2 604 
143

2 286 
334

STEP 5:Exonic and 
splicing variants* 

3 021 3 012 2 882 3 177 2 574

STEP7: Pathogenic 
variants associated 
with immune system 
pathway

1 2 1 2 2

Table 1: The total number of variants 
prioritised in 5 cases by the filtration 

steps of TAPER. 

• Samples recruited – Cases = MIS-C 35 Red Cross and 64 Tygerberg 

– Controls = 27 infected & not MIS-C +12 KD 

• Total sequenced and analysis complete= 48 MIS-C samples + 2KD



Why is the study important?
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• First investigation between MIS-C and genetic susceptibility in African 
population 

• Pathogenesis of disease in children vs adults
• Identification of novel variants 

• Novel and improved therapeutic interventions
• Add to precision medicine initiatives
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