
S12 Fig. Large set of abundance plots for the taxa from each of the genes, KEGG 
pathways, and PID pathways that harbored prevalent LoF mutations and showed 
significance as a means of predicting the interaction between the mutation and the 
microbiota. Abundances are plotted as both column dot plots as well as horizontal bar 
plots of the differences in the mean abundances of a subset of the taxa predicted to 
interact differentially with tumors with a LoF mutation relative to those without the 
indicated mutation. These subsets represent those taxa that had a mean difference in 
abundance of greater than 0.1%, proportionally.
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0

1

2

3

No Mutation Mutation

B1
10

0

5

10

No Mutation Mutation

O
PB

41

0

5

10

15

No Mutation Mutation

Le
ad

be
tte

re
lla

0.0

0.5

1.0

1.5

2.0

No Mutation Mutation
SH

A_
20

0

20

40

60

No Mutation Mutation

Ba
cil

lu
s

0

10

20

No Mutation Mutation

Ch
ris

te
ns

en
el

la
ce

ae

0

2

4

6

No Mutation Mutation

AB
Y1

0

2

4

No Mutation Mutation

DA
10

1

Direct p53 effectors
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ErbB1 downstream signaling



0

20

40

No Mutation Mutation

C
an

di
da

tu
sS

ol
ib

ac
te

r

0

5

10

15

No Mutation Mutation

Ac
tin

om
yc

et
al

es

0

5

10

15

No Mutation Mutation

D
or

ea

Insulin pathway



0.0

0.2

0.4

0.6

No Mutation Mutation

CC
U2

1

0

5

10

15

No Mutation Mutation

Ac
tin

om
yc

et
al

es

0

10

20

30

No Mutation Mutation

O
do

rib
ac

te
r

0

10

20

No Mutation Mutation

Ch
ry

se
ob

ac
te

riu
m

0

1

2

3

4

5

No Mutation Mutation

Ha
la

na
er

ob
ia

ce
ae

0.0

2.5

5.0

7.5

No Mutation Mutation

Su
lfit

ob
ac

te
r

0

1

2

No Mutation Mutation

Sp
iro

ba
cil

la
le

s

Neurotrophic factor-mediated Trk signaling
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p75 (NTR)-mediated signaling



0

20

40

No Mutation Mutation

C
an

di
da

tu
sS

ol
ib

ac
te

r

0

10

20

30

40

No Mutation Mutation

C
or

yn
eb

ac
te

riu
m

0

25

50

75

No Mutation Mutation

Pr
op

io
ni

ba
ct

er
iu

m

0

10

20

No Mutation Mutation

C
ol

lin
se

lla

0

1

2

3

4

5

No Mutation Mutation

Fl
av

ob
ac

te
riu

m

0

50

100

150

No Mutation Mutation

Fu
so

ba
ct

er
iu

m

0

5

10

No Mutation Mutation

M
SB

L6

0

10

20

30

No Mutation Mutation

AK
AU

35
64

0.0

0.5

1.0

1.5

No Mutation Mutation

Be
ta

pr
ot

eo
ba

ct
er

ia

0

1

2

3

No Mutation Mutation
D

es
ul

fo
co

cc
us

0

1

2

3

No Mutation Mutation

En
te

ro
ba

ct
er

PDGFR-beta signaling pathway
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Presenilin action in Notch and Wnt signaling
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Regulation of CDC42 activity
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Regulation of nuclear beta-catenin signaling and target gene transcription
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Signaling events mediated by Hepatocyte Growth Factor Receptor (c-Met)




