Farm A

Oliverpabstia spp. Faecousia spp. Faecousia spp. Sodaliphilus spp. Faecousia spp.
(MAG0001) (MAG0052) (MAG0119) (MAG0288) (MAG0622)
2.0 06 : 03 ‘
0.2 107 )
1.5 04 02 3
1.0
- 0.5
0.2 01 0.1
0.5
0.0/ e 00 ; 0.0 0.0 0.0
Sodaliphilus spp. Oliverpabstia intestinalis Blautia spp. Faecousia spp. Limivicinus spp.
(MAG0743) (MAG0882) (MAG1019) (MAG1020) 08 (MAG1028)
,\; C - L]
< 1.5
7.5 —~
S 10 2- 0.6
S
g 1.0 . 5.0 0.4 o
Qo e e
o 05 . ot
2 0.5 25 0.2
g _ s
! =
0.0 0.0 ; —==— 00 ~ — 0- . ——==— |00 : —eee—
Parabacteroides goldsteinii PWD- PWD- PWD- PWD- PWD- PWD- PWD- PWD-
(MAG1114) resilient susceptible resilient susceptible resilient susceptible resilient susceptible
1.25
1.00
0.75
0.50+
025 i
0.00] ——w==—o ‘
PWD- PWD-
resilient susceptible
Farm B
F23-B02 spp. RUGO099 spp. Angelakisella spp. Enterococcus faecalis Butyricicoccus spp.
(MAG0059) (MAG0301) (MAG0373) (MAG0439) (MAG0461)
- 0.75
1.0 0.2 20- 0.2- .
0.50 -
0.5- 0.1r . 10- ¢ 0.1-
y 0.25 b .
0.0- 0.0r — = 000 —a——— E 0 ; —d&=— |0.0- ;
SFDBO1 spp. CAG-349 spp. UBA2868 spp. UBA1685 spp. SFIEO1 spp.
(MAG0611) (MAG0626) (MAG0677) 20 (MAG0851) (MAG0877)
g™ 081 20 . 04
3 1.5-
o 4
g 10 06 15 03 .
1.0 h
2 . 0.41 1.0 s 0.2
© 1
2 5 ’ .
5 0.2 . 05 0.5- 0.1 ;
© 2 o o "
[5} o
14 . .
0 —d— 0.0 — 0.0 0.0- —— 2 0.0 —
F23-B02 spp. Ruminococcus spp. RUG099 spp. Butyricicoccus spp. Vescimonas spp.
(MAG0880) (MAG0905) (MAG0959) (MAG0983) (MAG1090)
. . ) 04 )
. 44 0.3 0.4- .
1.0 34 0.3- ¢ 0.3
. N 0.2 . ?
) 21 0.2- 0.2
05 : - 0.1 -
14 . : 0.1- 0.1 )
0.0 ; . 0 , ; 0.0 , = 0.0~ , == 0.0 : ———
PWD- PWD- PWD- PWD- PWD- PWD- PWD- PWD- PWD- PWD-
resilient susceptible resilient susceptible resilient susceptible resilient susceptible resilient susceptible

Figure S5. Boxplots illustrating the relative abundance of metagenome-assembled genomes (MAGs) identified by the Random Forest
model as significantly associated with piglet health status.



