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A. WGS Metagenome B. RNA Metatranscriptome
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SFigure 2

Rarefaction Analysis
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SFigure 3

Taxonomic Annotation

A. 16S vs. WGS B. 16S vs. RNA
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SFigure 4

A.

Functional Annotation
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SFigure 5

—log10(adjusted p-value)
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SFigure 6

0.01+

Veillonella SCFAs
ex vivo production

t ¢

¢ ¢

—

0.001

Media Veillonella
Alone

Acetate
Propionate

Butyrate
Hexanoate
Valerate
Isovalerate
Octanoate

Butyrate concentration
dynamics in BAL cells

2000+
1500 T
E 1000 1
=
-8 BAL Cells + Butyrate (2mM)
500 RPMI + Butyrate (2mM)
SCFA (Butyrate)
Added
0L T T 1
-0:30 0:00 0:30 1:00
Time (hr)

Propionate concentration
dynamics in BAL cells

4000~

3000+

=== BAL Cells + Propionate (1mM)

1000+

SCFA (Propionate)
Added

0:00 1:00 2:00 3:00 4:00

Time (hr)




SFigure 7

Acetate Propionate
1000 100=- Py
rho=0.28 rho=0.30
p=0.23 p=0.19
o
)
~~ 100— ~ 10~ ®
E 100 o P E
= =
< =
o
0 1o- Cs) 0 - ¢ ° ; o
o®° ® o® ° (3
° ®
1 T | T 1 0.1 T T | 1
1 10 100 1000 10000 0.1 1 10 100 1000
UA (uM) UA (uM)
Isovalerate Butyrate
1= 10=-
tho=-0.04 ® tho=0.10
p=0.85 P06 o ©
® o ® o
— —~ 1= [
= =
= 0.1 ¢ = o o ¢
- - )
< < o’
m M (.1
° o
o e . ’ *
) 0% ()
0.01- [ o
°
T T T 1 0.01 T T 1
0.01 0.1 1 10 100 0.1 1 10 100
UA (M) UA (pM)
@BAL16S.SPT

@BAL16S.BPT



SFigure 8

A. WGS Metagenome
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SFigure 9
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