Supplementary Materials

Table S1. Module colors characterization of A549 dataset.

# Module Colorst Number of Genest Correlation# p-valuet
1# Turquoiset 1964 1# 1.00 x 105
24 Grey60+ 138 0.72% 0.1%
3+ Brown44 13134 0.53¢% 0.3%
44 Darkturquoiset 1114 0.444 0.4¢
5% Thistle2# 414 0.44 0.4%
61 Red# 2174 0.32¢ 0.5¢
7+ Skyblue3# 474 0.22¢ 0.7¢
8 Salmon4# 914 —0.1¢ 0.9¢
9¢ Darkolivegreent 2164 —0.16¢ 0.8+
10¢ Saddlebrown# 564 —0.16% 0.8¢
114 Mediumpurple2# 30¢ —0.19¢ 0.7¢
124 Coral2t 1184 —0.28¢% 0.6¢
13¢ Lightpink4+ 35¢ —0.3¢ 0.6%
144 Cyant 2014 —0.31¢ 0.5¢
15¢ Palevioletred3# 824 —0.33¢ 0.5¢
16¢ Maroont 374 —0.544 0.3
174 Plumt 188¢ —0.67¢ 0.1#
18¢ Darkslatebluet 233¢ —0.77¢ 0.07¢
194 Lightsteelbluel# 529+ —0.86# 0.03#
20 Darkorange2 121 —0.89 0.02
Table S2. Module colors characterization of NHBE dataset.

# Module Colorst Number of Genest Correlation# p-valuet
1# Yellowgreent 1984 1# 2.00 x 105%
24 Violett 574 0.72¢ 0.1#
3+ Black# 175¢ 0.65¢% 0.2¢
44 Cyant 684 0.44 0.44
5% Corall$ 68 0.26¢ 0.6%
64 Darkredt 112¢ 0.19¢ 0.7¢
7+ Pluml# 2424 0.14¢ 0.8f
8t Floralwhitet 4254 0.1# 0.8
94 Darkorange2# 464 0.075¢ 0.9
10¢ Indianred44 884 0.0584 0.9¢
11¢ Yellow4+ 33 -0.066¢ 0.9¢
124 Lightcyanl# 484 -0.075¢ 0.9¢
134 Darkseagreend 744 —0.18¢ 0.7
144 Sienna3# 53¢ —0.28% 0.6%
15¢ Thistle2¢ 132¢ —0.36¢ 0.5¢
164 Lavenderblush3# 38¢ —0.38¢ 0.5¢%
174 Bluet 1544 —0.47¢ 0.4¢
18¢ Bisque4+ 2144 —0.56% 0.2¢
194 Darkgrey# 120¢ —0.6¢ 0.2¢
204 Darkolivegreent 8414 —0.65¢ 0.2¢
214 Brown2# 1844 —0.744 0.09¢
224 Pink# 2064 —0.76% 0.08%
23 Darkgreen 186 —0.82 0.05
24 Coral2 238 —0.92 0.01
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Figure S1. Sample clustering to detect outliers. (A) A549 dataset and (B) NHBE dataset. The color is proportional to the
pathological stage (Red=infected samples and white=mock treated samples).
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Figure S2. Heatmap of DEGs between mock-treated and SARS-CoV-2-treated cell lines. (A) A549 dataset and (B) NHBE
dataset.
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Figure S3. Selection of the soft-thresholding powers. (A) A549 dataset and (B) NHBE dataset. The left panel shows the
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Scheme 9. and 22 for A549 and NHBE datasets, respectively for the next analysis.
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Figure S5. Module-trait relationship. Each row corresponds to a module eigengene and column corresponds to SARS-
CoV-2 trait. Numbers in each cell represent the corresponding correlation and p value. (A) A549 dataset and (B) NHBE

dataset.
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Figure S6. Module-module associations. Eigengene dendrogram and Heatmap plot of the adjacencies in the eigengene

network including the state represents the relationships among the modules and disease. (A) A549 dataset and (B) NHBE
dataset.



