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Randomization
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All data are contained within the manuscript or as supporting information. Source data files associated with all the graphs are also provided with this paper. The
sequences are retrieved from NCBI (https://www.ncbi.nlm.nih.gov/) and UniProt (https://www.uniprot.org/) data-bases. All the accession codes are provided in the
respective sections of proteins in supplementary tables 1 to 6.

This research article does not include any human research participants.

Not applicable to this article.

Not applicable to this article.

Not applicable to this article.

We have used the SARS-CoV and SARS-CoV-2 proteins/regions for in-vitro aggregation using synthesized proteins. These peptides were
selected based on the aggregation prone regions predicted by the web-servers. Here, a total number of 9 proteins and peptides are procured
from Genescript (Spike signal and fusion peptides of both SARS-CoV and SARS-CoV-2, NSP1-p, NSP6-p, and NSP11 protein) and
ThermoScientific Inc. (ORF10 protein) and validated for in-vitro aggregation.

No data was excluded from the analysis.

Each experiment was successfully performed twice with two/three technical repeats. These replicates have produced similar results.

We have used the synthesized peptides and performed aggregation related assays with biological and technical replicates. Among replicates,
we have considered 2 or 3 technical replicates for calculating statistics therefore it does not require randomization in our data.

Similar to above answer, among replicates, we have considered 2 or 3 technical replicates for calculating statistics therefore it does not
require blinding either in our data.




