
Complex Name Number of datasets

Nop56p-associated pre-rRNA complex 6
Ribosome, cytoplasmic 5
60S ribosomal subunit, cytoplasmic 4
40S ribosomal subunit, cytoplasmic 3
TRBP containing complex (DICER, RPL7A, EIF6,
MOV10 and subunits of the 60S ribosomal particle)

2

BAF complex 1

Table S1: CORUM database core complexes that were enriched for DAS genes in betacoronavirus
datasets. The column “Number of datasets” shows the number of betacoronavirus that showed enrich-
ment for the complex.
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Figure S1: Heatplots representing enrichment of Gene Ontology (GO) terms in 16 datasets (See Table 1
of main manuscript). A) A total of 1,044 GO terms were significantly enriched in the DAS genes identified
in at least two of the 16 investigated datasets. The SARS, SARS-CoV-2, and MERS samples showed the
highest number of enriched terms. Each cell of the heat plot represents − log10 p, where p is the p-value
for enrichment of the term in the sample.
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Figure S2: Heatplots representing enrichment of Gene Ontology (GO) terms in 16 datasets (See Table 1
of main manuscript). A total of 1,519 GO terms were significantly enriched in the DGE genes identified in
at least two of the 16 investigated datasets. Row labels are omitted because of lack of legibility, and details
are presented in Figures 1 and 2 of the main manuscript for selected terms. Rows are ordered according to
max(− log10 p) for p-values of the non-betacoronavirus datasets.
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biological process involved in symbiotic interaction
biological process involved in interspecies interaction between organisms
peptide metabolic process
cellular amide metabolic process
amide biosynthetic process
peptide biosynthetic process
translation
translational elongation
translational initiation
posttranscriptional regulation of gene expression
protein−containing complex assembly
cellular protein−containing complex assembly
ribonucleoprotein complex biogenesis
macromolecule biosynthetic process
cellular protein metabolic process
ribonucleoprotein complex subunit organization
ribonucleoprotein complex assembly
protein localization to endoplasmic reticulum
nuclear−transcribed mRNA catabolic process
regulation of mRNA metabolic process
organonitrogen compound metabolic process
protein metabolic process
cellular component disassembly
cell development
cellular response to stress
cellular protein complex disassembly
protein−containing complex disassembly
formation of translation initiation ternary complex
translational termination
RNA localization
establishment of RNA localization
nucleic acid transport
RNA transport
nuclear transport
nucleocytoplasmic transport
nucleobase−containing compound transport
mRNA transport
protein export from nucleus
nuclear export
regulation of catabolic process
regulation of cellular catabolic process
regulation of mRNA catabolic process
regulation of apoptotic signaling pathway
regulation of RNA stability
regulation of mRNA stability
regulation of organelle organization
regulation of anatomical structure morphogenesis
cytoplasmic translational initiation
regulation of cellular amide metabolic process
regulation of translation
viral transcription
viral gene expression
organonitrogen compound biosynthetic process
response to inorganic substance
response to peptide
regulation of cell development
cellular response to oxygen−containing compound
neurogenesis
nervous system development
response to abiotic stimulus
generation of neurons
response to nitrogen compound
muscle structure development
epithelial cell differentiation
heart development
circulatory system development
negative regulation of cellular macromolecule biosynthetic process
negative regulation of macromolecule biosynthetic process
negative regulation of cellular biosynthetic process
negative regulation of biosynthetic process
negative regulation of nucleobase−containing compound metabolic process
negative regulation of RNA metabolic process
regulation of ubiquitin−dependent protein catabolic process
regulation of cellular protein catabolic process
regulation of proteolysis involved in cellular protein catabolic process
cellular protein catabolic process
modification−dependent protein catabolic process
proteolysis involved in cellular protein catabolic process
protein modification process
cellular protein modification process
protein catabolic process
organonitrogen compound catabolic process
regulation of protein catabolic process
RNA splicing
RNA splicing, via transesterification reactions
mRNA splicing, via spliceosome
RNA splicing, via transesterification reactions with bulged adenosine as nucleophile
regulation of mRNA processing
regulation of RNA splicing
regulation of mRNA splicing, via spliceosome
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Figure S3: 130 of the terms shown in Fig. 1 of the main manuscript had a median score below the
threshold, and 90 of them that belong to the Biological Process ontology are shown here. Hierarchical
clustering was performed using the R package pheatmap with clustering method ’ward’.
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Figure S4: Fraction of RSEM counts of ADAR isoforms out of total ADAR RSEM counts, for different
viral loads.
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IRF1 0.70; p=0.00 (*)

IRF1 (ENST00000493208)
-0.21; p=0.8351 (*)

IRF1 (ENST00000245414)
0.09; p=0.9847 (*)

IRF1 (ENST00000405885)
0.45; p=0.0178 (*)

IRF1 (ENST00000472045)
-0.19; p=0.9218 (*)

9.19 kp

Figure S5: IRF1 isoforms in clinical samples (nasal swabs from individuals with COVID-19). The overall
expression of IRF1 is increased. From top to bottom, ENST00000493208 is a retained intron isoform
(nontranslated); ENST00000245414 and ENST00000405885 both encode a protein with 325 residues;
ENST00000472045 is a retained intron isoform (nontranslated). The proportion of the protein-coding
isoforms increases while that of the retained intron isoforms decreases. The effect of the isoform shift can
be predicted to further increase the productive translation of interferon regulatory factor 1.
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A)
OAS2 2.83; p=0.00 (*)

OAS2 (ENST00000392583)
0.08; p=0.9973 (*)

OAS2 (ENST00000449768)
-0.62; p=3.80E-04 (*)

33.32 kp

B)
Upregulated:

ENST00000392583 (log-fold change: 0.08)

1 2 3 4 5 6 7 8 9 10

Downregulated:
ENST00000449768 (log-fold change: -0.62)

1 2

2'-5'-oligoadenylate synthetase 1, domain 2/C-terminal (IPR018952)
2-5-oligoadenylate synthetase, C-terminal conserved site (IPR006117)
2-5-oligoadenylate synthetase, N-terminal conserved site (IPR043518)
2-5OAS/ClassI-CCAase, nucleotidyltransferase domain (IPR006116)
Polymerase, nucleotidyl transferase domain (IPR002934)

Figure S6: OAS2 A) The expression of OAS2 is increased with a fold change of 22.83 = 7.11, whereby the
expression of a short isoform is reduced. B) The short isoform has one OAS domain (UniProt P29728-3),
while the long isoform has two (UniProt P29728-2).
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RPL10A -0.48; p=0.0019 (*)

RPL10A (ENST00000467020)
0.44; p=0.0133 (*)

RPL10A (ENST00000322203)
-0.01; p=0.9937 (*)

2.38 kp

Figure S7: RPLA10A isoforms in clinical samples (nasal swabs from individuals with COVID-19). The
overall expression of RPLA10A is decreased and the proportion of the non-coding isoform is increased.
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A)
CLSTN1 0.02; p=0.9827 (*)

CLSTN1 (ENST00000361311)
0.42; p=0.0051 (*)

CLSTN1 (ENST00000435891)
-0.11; p=0.9912 (*)

94.96 kp

B)
Upregulated:

ENST00000361311 (log-fold change: 0.42)

1 2 3 4 5 6 7 8 9 11 12 13 14 15 16 17 18

Downregulated:
ENST00000435891 (log-fold change: -0.11)

1 2 3 4 5 6 7 8 9 10 11 12 13 14

Cadherin-like (IPR002126)

Figure S8: CLSTN1 A) The proportion of the longer isoform (ENST00000361311) was increased. B)
The corresponding protein has two CADHERIN 2 motifs (Prosite PS50268).
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A)
G3BP1 -0.05; p=0.8835 (*)

G3BP1 (ENST00000520177)
0.45; p=0.0048 (*)

G3BP1 (ENST00000356245)
-0.10; p=0.9751 (*)

33.41 kp

B)
Upregulated:

ENST00000520177 (log-fold change: 0.45)

2 3 4

Downregulated:
ENST00000356245 (log-fold change: -0.10)

2 3 4 5 6 7 8 9 10 11 12

G3BP1, RNA recognition motif (IPR034374)
Nuclear transport factor 2 (IPR002075)
Nuclear transport factor 2, eukaryote (IPR018222)
RNA recognition motif domain (IPR000504)

Figure S9: G3BP1 A) The proportion of the shorter isoform (ENST00000520177) was increased. B) The
shorter isoform lacks the RNA recognition motif (RRM) domain (Interpro IPR034374).
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SMAD3 0.04; p=0.9238 (*)

SMAD3 (ENST00000558763)
0.42; p=0.0271 (*)

SMAD3 (ENST00000327367)
-0.01; p=0.9956 (*)

129.35 kp

Figure S10: SMAD3 isoforms in clinical samples (nasal swabs from individuals with COVID-19). A shift
to the retained intron (non-coding) isoform ENST00000558763.1 is shown.
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