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Fig E4. N
orm

alized expression of AW
T score genes. (A

) peripheral blood (Sm
art-Seq2 single cell RN

A
 sequencing) (B) lung. 17 of 

18 genes (except CTD
-2083E4.5) are expressed. AW

T score com
posite expression w

as calculated by the average expression of 
each genes on a single cell level, subtracted by the aggregate expression of random

ly selected control features
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