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Figure S1. Variance explained by disease status (Control vs. CRC) is plotted against variance
explained by metadata variable for microbial species in A) Enterotype 1, B) Enterotype 2 and C)

Enterotype 3
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Figure S2. Variance explained by disease status (Control vs. ADN) is plotted against variance
explained by metadata variable for microbial species in A) Enterotype 1, B) Enterotype 2 and C)
Enterotype 3.
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Figure S3. Random Forest Classifier results for distinguishing CRC from Controls in A) Enterotype 1,

B) Enterotype 2, C) Enterotype 3.
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Figure S4. Random Forest Classifier results for distinguishing ADN from CRC in A) Enterotype 1, B)

Enterotype 2, C) Enterotype 3.



Enterotype 1 Network

A)

(]
+_Fansslibare-inm_pransrizii

@
& At mven s Eobaccerim iecale

Q
Uaemanas miza

2]
o s Campslabicur_cureys
il s b

o
s_Clostidwn_dificle

ST et i s

J
AT
5 arceilis @
L - T
& Emaoesceis aviu Pl [y
[ ]
13 T

R it

o
=.Ceniela mobilonm

Q
P D

o
_Procees _wisabilis

Q
+ sl v iy

£ Brachyspira_piostcol

=)
- s Doree orpicigenciars

o Dol
& Doiss ong:catena
o
[ ]

o

R

o
s Fugsalibuse:ium_prusrieel

3]
& Uitsbaci kaseri

]
s Bacedss shage B4 1

O

ricigenerens

Q
s Gedi

[

Enterotype 2 Network

B)

(o]
S s i

L
+_AnueBonceus_vayion

o
+_Fioegoldia_magea

Lo g

Enterotype 3 Network

o
s Aloprevotila_tapye:

_Prrn el e
8 [s]
S Eubacrerur bkt &_Dsardomenis_aenigiao:s
]
«_rilin
3p0 LA2GAA

O
o

e ©
“he s Sucpmcoscus_salbvarias

oy

5 Pl

o)
5 b

are Ln_atiacens

= Laoodozous phage fud

o
: Linela cviden ]
£ Lacocozeus ahage jmi

#
. Lactoz0zcs_phaga $30_senseLlaio

s_Lacocoscus

&
[

o
s Kasosectertur. cleanm

s awe

Gt 1147

o
revssneels exaemarnhanims

o

ey’

s Anmcrustipes_s

[}
Scrnides 13

T e W12t

o
S g 100

1

Figure S5. Microbial co-occurence network plots of enterotype classes, A) Enterotype

Enterotype2,C): Enterotype 3



