Figure S1. Bile acids with significant differences between SZL-4
and SZL-1, SZL-2 and SZL-3 after a two-way comparison.(A-O).”*”
and “**” represent signifificant difference, p <0.05 and p <0.01,
respectively.
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Figure S2. LEfSe analysis of gut microbiota composition throughout
the reproductive cycle of the sow. Clade map using the LEfSe method
showing the phylogenetic distribution of the sow's gut microbiota
throughout the reproductive cycle. Each successive circle represents a

phylogenetic level.
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Figure S3. Main cholesterol-degrading bacteria at the genus level. “*”

and “**” represent signifificant difference, p <0.05 and p <0.01,
respectively.

A g__ Lactobacillus B g__Bacteroides C g__ Bifidobacterium
80— 6- * 2.0-
o * X 33 *
g : g
c 60 - 2 1.5+
@ @ 4— @
< © "]
e - g
3 40- F= 2 1.0-
@ y] W
> S 2 E
E 20— = E 0.5
) @
o o o
0 == 0 == 0.0——%‘ l——T——
SZL-1 SZL-2 SZL-3 SZL-4 SZL-1 SZL-2 SZL-3 SZL-4 SZL-1 SZL-2 SZL-3 SZL4
D 9__Enterococcus E g__ Parabacteroides F g__Akkermansia
4 - 2.0 * 06— *
3 % 33 R
v O U *
§ 3 § 1.5- %
'E -E _E 04-
2 2- 2 1.0 3
© 3 ©
S g 2 0.2-
© 1- I 0.5 T T
Q Q Q
0- 0.0 | T + I 0.0 |

SZL-1 SZL-2 SZL-3 SZL4 SZL-1 SZL-2 SZL-3 SZL4 SZL-1 SZL-2 SZL-3 SZL4



