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Supplementary Figure 1: RBP binding pattern on the SARS-CoV-2 genome between the two methods, pysster and
DeepRiPe. Comparison of single-nucleotide probability scores of binding for two RBPs, QKI (left panel) and TARDBP
(right panel). Significant binding sites, commonly predicted by both methods are shown underneath the probability
plots together with their corresponding learnt motifs from the attribution maps. Prediction score correlation and p-value
correlation given in the header.
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(a)
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Supplementary Figure 2: Impact of variants of concern on predicted binding sites. a. Accumulation of high-impact
variants of concern in viral components for each lineage. The subset of high-impact variants here corresponds to the
one represented in Figure 4a, i.e. the top 20% of binding-impacting variants. b. Accumulation of impacted RBP sites
for each lineage. The same subset as in (a) was used here.

48

was not certified by peer review) is the author/funder. All rights reserved. No reuse allowed without permission. 
The copyright holder for this preprint (whichthis version posted May 4, 2022. ; https://doi.org/10.1101/2021.12.22.472458doi: bioRxiv preprint 

https://doi.org/10.1101/2021.12.22.472458


COMPUTATIONAL MAPPING OF THE HUMAN-SARS-COV-2 PROTEIN-RNA INTERACTOME

Supplementary Figure 3: In silico perturbation analysis of SARS-CoV-2. Nucleotides across the viral genome were
perturbed towards the three alternative bases and the alternative base with resulting the highest delta score considered for
downstream analysis. Here, we show the delta score heatmap across positions with at least one gain- or loss-of-binding
event across all RBPs.
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Supplementary Figure 4: Expression of RBPs in tissues across the body: Median expression values in log10 transcript
per million (TPM) of RBPs across 54 sub-tissue types from the Genotype-Tissue Expression (GTEx) project (7). RBPs
from different methods color coded above the heatmap: pysster-exclusive in red, DeepRiPe-exclusive in blue, and
shared between models in grey.
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