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Figure S1: The average reads for each group matched to the bacterial domain. The vertical axis
represents the number of average reads of each group matched to the bacterial domain. NC1:
negative control 1, NC1: negative control 2, UTG: untreated TB group, TTG: treated TB group,

3e+05-

3e+05-

3e+05-

NC1

2e+06

1e+06 -

—

CTG

1e+06 *
9e+041 3e+05
8e+05 1
8e+041 2e+051
8e+04- 2e+05/ GeHI5]
8e+04- 2e+051 2e+05
NC2 UTG TG
. 2e+07 - 4e+051
3e+05+
1e+06 1
1e+07 26405
2e+05+
5e+06
5e+05 ‘ 2e+05-
1e+051
0e+00+

LCG

Throat_Swabs

BAL_Sample(HCG)

CTG: cured TB group, LCG: lung cancer group, HCG: healthy control group.



CAP2

800 757
i ' 600
AN - X MGG
X o CTG 8
: A HCG
: ‘igz X Swab é 400
s ; utGg] e
a g v UTG g
Swab| HCG
() —ammmsandy D) A N R 200
TT1G
2N [ 56
T_ LQG 51492921181410976443322111111
Ut @ @ 'Y 0 0 ? 0 'Y 'Y 'Y
c\II | X ; HCG @ ® o ® ¢ 0 o [ Y ' I
oy O
o? i ; IccG & & @ ® o ¢ ¢ ¢ I
, Cl-J | , , CTG & ¢ & & ® [ ¢ ® ® ®
2 4 0 1 2 I
TG 6 & & © ®© 6 0 o ® o ® ®
CAP1

1000 750 500 250 0

Cohorts

Figure S2: Overview of microbiota within all samples. A: Constrained analysis of principal coordinates (CAP)
using bacterial genus relative abundances.The ellipses indicate throat swab samples. B: UpSet plots were used
to determine the common genera within the indicated groups. The vertical bar charts represent the number of
genera or species contained in each type of group. The vertical bar charts represent the number of genus or
species included in each group. The dotted lines show the contained groups.
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Figure S3: Microbiota profiles significantly differ between throat swabs and BALF samples from healthy
individuals. Alpha diversity indicated by the ACE index, Chaol index, Shannon index and Simpson index at the
genus level. Adjusted p value are listed at the top of the bar charts. Beta diversity depicted by principle
coordinates analysis (PCoA) plot based on Bray curtis dissimilarity at the genus level. Each dot represents one
sample from each group.



O R I Group I =,

>

_ p.adj=0.026 .adj=0.026
260 p.adj=0.32 | p-adj=0.00069 p.adj=0.32| p.adj=0.00069

N
o
=]

N
&
=)

240 ‘

Chao1 index
N
N
=

ACE index

n

o

k=3
n
=1
S

HCG LCG uTG HCG LCG uTG

padj=0.0045 p.adj=0.0028
p.adj=0.88 | p.adj=0.0018 p.adj=0.79| p-adj=0.00068

NN
& a 8

Simpson index

-
9
o

0.1

Aﬂji
—
I
P e

_ ) HCG
® rcc
© vte

Pco2(8%)
°
o

-0.50 -0.25 0.00 0.25 -
Pco1(67%) B

Figure S4: Comparison of lung microbiota among the UTG, HCG and LCG samples. A: Alpha diversity
indicated by the ACE index, Chaol index, Shannon index and Simpson index at the genus level. Adjusted
p value were listed at the top of the bar charts. Beta diversity depicted by principle coordinates analysis
(PCoA) plot based on Bray curtis dissimilarity at the genus level. Each dot represents one sample from
each group. B: Heatmap of the top 100 species based on Euclidean distance. Bacterial species names are
listed on the right side of the heatmap, and group names are indicated by color bars at the top of map.
The dendrogram on the left of the map indicates the phylogenetic relationship between species.
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Figure S5: Anti-TB treatment significantly alters lung microbiota. A: Alpha diversity indicated by the ACE
index, Chaol index, Shannon index and Simpson index at the genus level. Adjusted p value are listed at the
top of the bar charts. Beta diversity depicted by Principle Coordinates Analysis (PCoA) plot based on Bray
curtis dissimilarity at genus level. Each dot represents one sample from each group; B: Heatmap of top 100
species based on euclidean distance. Bacterial species names are listed on the right side of the heatmap, and
group names are indicated by color bars at the top of map. The dendrogram on the left of the map indicates
the phylogenetic relationship between species.
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Figure S6: Comparison of lung microbiota between the CTG and HCG samples. A:
Alpha diversity indicated by the ACE index, Chaol index, Shannon index and Simpson
index at the genus level. Adjusted p value are listed at the top of bar charts. B: Bar chart
of the top 30 species in both groups.



