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Pai = 0.003; Pggigpee = 0.624;

Pecieses = 0-064; Pggigacs = 0.064;

Pecieses = 0-098; Pagigacs = 0-015

F

. Akkermansia
Distance to BG1 Flavonifractor
% p =0.015 Lachnospiraceae NK3A20 group 0.8-
I _ 1 Preweanin Oscillibacter .
I % p =0.023 ) Campylobacter| 9 Prevotellaceae UCG-004 —
- Prevotella Parabacteroides S
+p=0036 24 Tyzzerella © 0.6
10 —T -T- =
1 1 1 :
o % ou
208 > 0.4+
] £
I} =
Rl 2
° Oscillospira = Jd
g 0.6 Roseburia Postweaning % 02
= Sutterella
Q
go4 | 04
@ - Elusimicrobium @ Q/\\’b
. Lachnospiraceae AC2044 group O L ,(@‘
0.2 Mogibacterium E:C’\\ o
BG1 BG2 BG3 BG4 BG5 BG6 Ruminococcaceae UCG-005 O




