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Methods
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ChIP-seq

Flow cytometry

MRI-based neuroimaging

Sample size was determined based on the limited number of children presenting with MIS-C and COVID-19 ARDS. This is extremely low in the
population. This has been clearly discussed as a limitation within the manuscript.

No data excluded.

This study does not include biological replicates. Technical replicates and quality control were completed at the Mass-Spectromety data
acquisition stage. One sample from each batch was randomly selected and acquired twice, as well as samples pooled from one batch in data
acquisition and data analysis for assessing data quality in each batch.

Allocation to groups was not random and was determined based on a diagnostic criteria (whether diagnosed with MIS-C or COVID-19 ARDS).

Samples were organised and batched randomly across multiple batches into the mass-spectrometer. Samples were de-identified to a random
study ID at the mass spectrometry analysis stage and groups were not known to the technician. Samples were not classified as "healthy",
"MIS-C" or "ARDS" until statistical comparison of groups occurred.




