KPNA1 expression
log2 (norm counts +1)

KPNA4 expression

KPNA?7 expression

0.64

0.82

0.82 0.44
0.67

= - ——

non-COVID19 LOW MEDIUM HIGH non-COVID19 LOW MEDIUM HIGH non-COVID19  LOW MEDIUM HIGH

o
I
8

<
&
=3

—_
(&2

o

0.73

:

o
—_
o

o
(%2}

KPNA2 expression
log2 (norm counts +1)
KPNAB expression
log2 (norm counts +1)

(5]

0.34 0.051
.13

n

o
n
o

0.5 0.8
0.87 0.84 0.6
0.84 0.93
0.32 0.46
0.39 0.85

=l e ———

0
non-COVID19 LOW MEDIUM HIGH non-COVID19 LOW MEDIUM HIGH non-COVID19 LOW MEDIUM HIGH

w
o

(S
—_
(9]

n
o

KPNAG6 expression
log2 (norm counts +1)
o

-
o
[9)]

[6)]
KPNAS expression
log2 (norm counts +1)

log2 (norm counts +1)
)

n
(&2
T
Co|
n
o
bl
1
|

o
)
ol
2|
-
o

N
&)

o
o

KPNB1 expression
log2 (norm counts +1)
o o

log2 (norm counts +1)

N
2

AL sk

non-COVID19 LOW MEDIUM HIGH non-COVID19  LOW MEDIUM HIGH

o
=)

0.55 0.75

03 0.68
o X E— 07
0.0067

0.92 0.043
0.13
+ +
0 . . .

n
o

n
o
=
~
o
n
o
o
o]

—
(%2}

CDC42 expression
log2 (norm counts +1)
o S
I B
‘3

o
—_
o

0.4

-

RAC1 expression
log2 (norm counts +1)
» >
RHOA expression
log2 (norm counts +1)
» >

o o e e

0 . o
non-COVID19  LOW MEDIUM HIGH non-COVID19  LOW

0.85
0.11
MEDIUM HIGH non-COVID19  LOW MEDIUM HIGH

Figure S2. Gene expression stratified by viral load. Gene expression analysis of non-COVID-19 patients (red)
and COVID-19 patients (blue) stratified by low (Ct > 24), medium (Ct = 24-19), and high (Ct < 19) viral load
(GSE152075). Viral load was defined by the cycle threshold (Ct) of the N1 viral gene amplification during
diagnostic PCR. (p values correspond to pairwise Wilcoxon rank-sum test)



