


Memory CD4 T—cells | | MAIT T—cells
*

0.08- 1.00- >k
| — | | —
f—*|
*
0.06- 075- ————————
* *
*
o 3
0.04- 0.50-
o (@]
002- © 1 0.25-
[72]
[
5 0.00- —— -0 0.00-
[oX
o
a
= | NaiveCD4T—cells | NaiveCD8T—cells |
8 *
*
1
0.10- 0.10-
@] O

0.05- ? 0.05- o 8
% o |
0.00- ﬁ 0.00- % —o— &
® Healthy B8 TO & T1 & T2

Supplementary Fig. S2. Cell proportions identified by DCQ
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Supplementary Fig. S3. Change in gene expression (log TPM) in different severity
groups in a different module.
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Supplementary Fig. S4. A. Viral load (logi0) on the day of hospitalization (T0). B.
Rate of viral load decline in different severity groups at the discharge from hospital
(T1). The rate was calculated as follows: 100 * ([(Viral load at T1- Viral load at TO) /
Viral load at TOT1]*100
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Supplementary Fig. S5. gene set enrichment analysis by PIANO in five different

immune cells.



FSC-H

FSC-H

FSC-H

FSC-H

FSC-H

B
CD4+ T cells
100
: , |Pe=
g 5 2 g
18 ? 8 2 &0
» %] pres
5 [s]
. h 5 40
[e]
g R 20
FSC-A FSC-A Live/Dead CD4 0
CD8+ T cells
© CD4+T cells
© CD8+Tcells
< < @ Monocytes
4 o a © NKecells
7] @D 3]
”n ”n © Becels
FSC-A FSC-A Live/Dead CD8
NK cells
< <
: : g
7] 7] =
FSC-A Live/Dead CD56
B cells
< <
: : ;
» 7] &
Live/Dead CD19
Monocytes
< < <
J 3 S =
7] 7] (7] a
%] 7] %] o

FSC-A

FSC-A

Live/Dead

CD3

Supplementary Fig. S6. Cell purity of different immune cells
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