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Figure S1. Gut microbial co-occurrence network of H. molitrix, and the microbial
community composition of different modules.
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Figure S2. Gut microbial co-occurrence network of A. nobilis, and the microbial
community composition of different modules.
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Figure S3. Gut microbial co-occurrence network of C. auratus, and the microbial
community composition of different modules.
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Figure S4. Gut microbial co-occurrence network of C. alburnus, and the microbial
community composition of different modules.

[ o 3
/ e — Ev:u\ H ;
¢ ® o © Son
b Rhoddpoccus L o i | . ‘ - . -
°o o \ ol o Eoo Bl mmg — || o -
< i ® s o e S Sl S P P > g = N N N R a
P = o P AN A SN N oy F ¥ g @ ‘T AW A A A A
o' la’ ;mgﬂ:m%’”m""” i Pl fif I’ j’ ,,,-" ‘_,.f . (;r;e Y ., r}‘:‘/“ﬂrs“ﬁ( s ft‘f Fa f“y;"'& T E .
& , ° g & A
o § e .A cinetgbacter g rd . Module | T Mo Vodnlz
° ’ o 5
Clostridium @nsu stricto I,B”"d.""‘“ J ° ° € ” an
3 PN > .
® & e o/ \ e H i &
% PR / e i~ 5o ¥
® Unclassified blosparac%ﬂn itsia | H H 3
© Iseud@nonas o ® §"" e .;
p .
® @ ® i - e =
Py [ ) Y » ® | - - "
® - = = -
° S F PP P -
[ ] L] v & S & & il s
o ¢, "l s
[} E
Medul; Module & Mecule ¥

Medulz 4



Figure S5. Gut microbial co-occurrence network of C. brachygnathus, and the
microbial community composition of different modules.

e ® o
° e 2 N
w «
e g ® 8 8
e e ] ° oo =
° 9, R ) ol N B
©  Undlasifiedtrankiales o £l i
- ey ° H
* ualo& w. o S l. l i —;.-TT’.:T;’ &
one 4oTe F &8, 'y
. L /P VS e B ° = - .I- - - —_— __{;‘/’\.“’jﬂ’ P
1 \ S s .
s b 'ﬂu.'.udn [ ] v '/ / ./ / ,,xf A g 3’ / o é ‘,sj;,,*‘ \"”_}f & ﬁ," I"ﬁ & P p_,’ Mo
e £ .Sh o .4 Nodule | Modvle2 ,f
ennc ‘
K} .,mwb.rﬂwshw"mm ®
g - §
* Ve ey oS .Au'nz"m-ter. i § o'v i
S o H
[ ] K L. H
{ \ ol | @ e H
® ¢ o Candidatus M_vll{pw:ljl.‘v ° o § - . i i
[} ] P P | e
v ¢ > = = P == e £ =l -
/ a3 > > 7 S <t
® o Iguilagbuillis i« / s ,;' vf S e AL J/' f ~
’f oo - A f ¢

Moduls 6 Madole T

Figure S6. Gut microbial co-occurrence network of C. carpio, and the microbial
community composition of different modules.
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Figure S7. Gut microbial co-occurrence network of C. ectenes taihuensis, and the
microbial community composition of module.



