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Figure S1. Core OTUs (with the relative abundance > 0.01% )in the feces of healthy (A) and
diarrheic piglets (B).



A B myw = 95% confidence ntenvals

. N |
W HF =3 DF 95% confidence intervals Lachnospwal 0 6964
| Streptomyces | 0 1783
| Y
| Oribacterium | 0 1953
1
unidentified Bacteri ! o033 Athrobacter | 0 4103
|_Bacteria 00—, :
| | Aeromicrobium | ‘ 5.96e3
1 Massiia | ¢ o000
1
1
g unidentified Gemmatimonadaceze | ¢ oo
Bacteroidetes —O0— 0.036 g 1
1 2 Lacunisphaera | ¢ oo
: Modestobacter | ¢ o
! H
| Phenylobacterium | 0 oo g
Gemmatimonadetes [ ) 0.042 i | S
Intestinimonas | o 002%
| 1
| [¢ L 00
1 Mogibacterium | ¢ o008
1 L g
0.0 298 -40 =30 -20 -10 0 10 20 30 paraacterces fi o 0031
: . . . |
Mean proportion (%) Difference in mean proportions (%) Pedomicrobium | [ TH
c Manvinbryantia | ¢ ooy
} !
Caenimonas | 0 003
95% confidence intervals |
| unidentifed Prevotelaceae [ 0037
1 Amnibacterium | + 0041
Treponema_porcinum ’ ® 4.39e-3
1
; 00 20 -40 =35 -30 =25 20 -15-10 =5 0 5
Streptococcus_gallolyticus_subsp_macedonicus F : ———@ —0.025 Mean proportion (%) Difference in mean proportions (%)
[
Acidobacteria_bacterium_LWH4 | o) 0.025
S
! s
z
rumen_bacterium_NK4A214 l + 0.027 <
1
Novosphingobium_resinovorum | o 0.042
1
1
Corynebacterium_xerosis | Q 0.044
1
L L
0.0 44.9 —10 0 10 20 30 40 50 60 70

Mean proportion (%) Difference in mean proportions (%)
Figure S2. Differential microbiota between diarrheic and healthy piglets at the phylum (A),
genus (B), and species (C) levels.
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Figure S3. PCA analysis of total fecal samples in diarrheic and healthy piglets at positive (A)
and negative (B) ions mode.
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Figure S4. PLS-DA plot (A) and permutation test (B) derived from the fecal metabolite profiles
of healthy and diarrheic piglets at negative ions mode.
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Figure S5. KEGG enrichment scatterplot of differential fecal metabolites at positive (A) and
negative (B) ions mode.
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Figure S6. Correlation network of differential gut microbiota and fecal metabolites.



