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Supplementary Figure 1. SG gene-disease interaction network. (A) Interaction of SG genes and the associated lung/respiratory affecting diseases. SARS-CoV-2 target SG genes are shown in
green, lung/respiratory-related affecting diseases are represented in pink. (B) Bar plot of key SG genes having maximum connections to various lung/respiratory affecting diseases in the

network.


https://app.powerbi.com/groups/me/reports/fa2cb36f-9712-4903-9654-dfadcade36b0/ReportSection?pbi_source=PowerPoint

GSE1 7400 F GRLSF0 S 1554600_s_ at

11.5

Enriched Terms THp ol e .
11 5 e reeme s nme el E
11.2

ﬂ@oQ%\}Qs}Q“\\*}-:EF
00 Qa Ko
5 %QQ BQQ_,\\@&

SRR
Cowid-19 Infected after
EEmErE] 24 hours
= gxpression walue
LWA— GSE1 7400 5 GRPLSF0 S 229042 s_ at
=
ST e oo e e R e e e
S.ooa [l e ,
Satf- e e
5 .85
S.85 ol R I B e
S5.52
oo
Cowidd-19 Infected arter
=] 24 hours
= g=xpression wvalue

z -
WL
Gswazuaa;
B H
{0 .
3755

(5k43200
5432208

(532332 p

G303
Gi30M
(it 32204
(532333
G5M32360

Input Genes

SGSE1 7400 F GRLSF0 S 211 F780_=_at
10.77F
LRt Bl - ooc oocco onot docaosoeoo sty [BRBERr <oos e socen soost caoss caas osoes ceaot on B
107 1 [ L L e R L e R LR e LR L LR LR B
DCTNI 1o.ea el :
10.65 et I L R e R ECEE R L LR LR R B
106z [l L I rrrrrrrrrrrrrrrrr 8
| m
ol o = ol o] =
= = = 35 ) e
e s o e e s
= = = = = =
= = = = = =
= =t b= =1 = =t
fad 5 5 fai fad 5
Cowicd-19 Infected after
EEmiFEl 24 hours

= g=pression value

Supplementary Figure 2. Effects of SARS-CoV-2 challenges on the expression of LMNA, DYNC1H1, and DCTNL1 genes. (A) GSEA of the COVID-19 related gene sets revealed mostly
downregulation of the key SG genes. GEO profiles of the LMNA, DYNC1H1, and DCTN1 genes expression in human bronchial epithelial cell in COVID-19 condition after 24hr of
infection (GSE17400).
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Supplementary Figure 3. (A) GSEA of the drug perturbations from GEO database records of downregulated genes identify bexarotene as potential drug candidate against SARS CoV 2

infection. (B) Bexarotene increasing the expression of LMNA, DYNC1H1, and DCTN1 genes as shown by enriched GEO records (GSE3952).



