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Figure S1. Workflow of integrated profiling Diagram describes integrated profiling process

for identifying differentially methylated and expressed genes in saline, OVA, and DSE samples.
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Figure S2. Experimental scheme and sample information. Schematic diagram depicts
induction of airway inflammation in the mouse model. The table displays sample information
for identifying DNA methylation and gene expression changes among the saline, OVA and
DSE groups. Saline: control group, OVA: ovalbumin-induced group, DSE: Descurainia sophia

seed extract group.
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Figure S3. Histogram for percent methylation distribution. Numbers on bars denote what

percentage of locations are contained in that bin in saline (A), OVA (B), and DSE (C) samples.
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Figure S4. Histogram for the read coverage. Numbers on bars denote what percentage of

locations are contained in that bin in saline (A), OVA (B), and DSE (C) samples.



A —eVegfa Cor=-0.525
o
téo 0 Clec4d Hopx
@O
P =)
O - Katba
o) - .
L - o
= 4T Dig3
>
[} : . ’
Pemtd1 Ctf2e2  Nder
| 2310035C2%Rik
. L ]
-8 Kit
L ShrgomZ
121 | TN T
-10 0 10 20
met (meth.diff(%))
Cor=-0.569
B - —Kit
L 2.3100.35(323Rik
— Gtf2e2
& 501
c
@ =
<
3] -
K
o E=eKatba Pcmtd1
~ 257=
= — I3
b - Clec4d # Hopx
Gpr155 Errfi
0.01
25T, [WRTIHI Veglat
-40 -20 0 20

met (meth.diff(%))

Figure S5. Correlation plot between methylation and expression of candidate genes.
Comparison of DNA methylation and expression change in OVA vs. saline (A). Comparison

of the DNA methylation and expression change in DSE vs. OVA (B).



