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Supplemental Figure

—0 04 4 —D
4 —H —H
035 -
a5
03
3
2 H
2 2 o
2 25— 2
[ — E
] o
k] k]
3 2 = % 02
b1 °
£ £
c c
G ]
€ 15 2 o1
= E
7] 7]
1 01
05 0.05
o T T T T T T T T 0 T T T T T T T
5000 10,000 15,000 20,000 25,000 30,000 35,000 40,000 5000 10,000 15,000 20,000 25,000 30,000 35,000 40,000
Number of Reads Sampled Number of Reads Sampled
" —o
—H
400
350 |
T —
g (]
2 H
2 ]
E 2
o o
° k]
o} 3
2 °
£ €
: £
@ 2
£ <]
Q 2]
0 T T T T T T ° T T T T T T T T
5000 10,000 15,000 20,000 25,000 30,000 35,000 40,000 5000 10,000 15,000 20,000 25,000 30,000 35,000 40,000
Number of Reads Sampled Number of Reads Sampled

Supplemental Figure 1. Bacterial rarefaction curves based on Shannon index (A), Simpson index
(B), Chao index (C) and Sobs index (D) were used to assess the depth of coverage for each healthy

(H) and diarrheal (D) sample.
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Supplemental Figure 2. Bacterial alpha diversity differences between healthy (H) and diarrheal (D)
piglets determined by (A) Shannon index and (B) Chaol index. Different letters above the bars
denote a significantly different alpha diversity index among the groups tested by paired sample

Wilcoxon signed-rank test and adjusted by false discovery rate (FDR, p < 0.05).
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Supplemental Figure 3. Bar graphs illustrate the differences in (A) predominant bacterial phyla and

(B) genera between diarrheal (D) and healthy (H) groups. Data of PRD and control groups are

shown as relative abundance (%) of genera in each group. Statistical analysis was performed by the

Wilcoxon rank-sum test. = p < 0.05, ** p < 0.01, and *** p < 0.001.
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Supplemental Figure 4. Bar graphs illustrate the differences in (A) predominant bacterial phyla and
(B) genera among three age groups. Data of PRD and control groups are shown as relative
abundance (%) of genera in each group. Statistical analysis was performed by the Wilcoxon

rank-sum test. * p < 0.05, ** p < 0.01, and *** p < 0.001.



