(11-0T X G > d ‘3533 UOX02|IM\) AdOD PUe dd0J-uou
IV (@) "0T!d (D) pue juadiad eaue ||epn (g) ‘SsaudIyl

IS 9uad Aemu

| 9J02S ainjeusd

Iu8IS s

U9aM1( JuaJap Ajpuedyy
llem Aemuly (W) yum paleiposse Ajaainisod st aunjeudis auad Aemury ‘ainleudis sauad Aemuiy jo uonnqguisig 't3 Si4

50

21005 ainjeub|s susn Aemily
0

S0

adOD-uoN

adoo

=4

=d'zl'0

80-o1

Airway Gene Signature Score

21005 ainjeub|s ausn Aemily

21005 ainjeubis auay) Aemily

Airway wall thickness

00
0z

S0

3o
Liay

00

o
u
e
o
L
° : .
o o
I
~
o
¢
S
=
Wall Area Percent
S
8 & ]
S
o
°
°
.
el
"
I
o
e u
7 @
w
@
o
<




Bacterial
SLE infection
Viral LRI Bacterial LRI
0
>.=.<<m< gene Airway gene
signature signature

Fig E2. Overlap of airway gene signature with publicly available gene expression of autoimmune disease and
respiratory infections. (A) Airway gene signature overlaps with SLE gene expression but not with bacterial
infection. (B) Airway gene signature overlaps with viral lower respiratory infection gene expression but not with
bacterial lower respiratory infection. LRI: lower respiratory infection.
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Fig E3. Genome wide association study of airway gene signature score. Regional association plot showing locus

near IKZF1
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Fig E4. Normalized expression of AWT score genes. (A) peripheral blood (Smart-Seq2 single cell RNA sequencing) (B) lung. 17 of
18 genes (except CTD-2083E4.5) are expressed. AWT score composite expression was calculated by the average expression of
each genes on a single cell level, subtracted by the aggregate expression of randomly selected control features



