Supplementary Material

Supplementary Figures

Figure S1. Taxonomic alteration of cecum microbiota in rabbits from different groups at the phyla and genus

level. CW, cold water group; WW, warm water group.
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Supplementary Material

Figure S2. (A) Genus differentially represented between the early postweaning (day 58) and subadult rabbits

(day 82) identified by LEfSe (linear discriminant analysis score >2, P < 0.05). (B) Significantly different genera

among the early postweaning (day 58) and subadult rabbits (day 82) are shown, with P <0.05 by Wilcoxon

rank-sum test. CW, cold water group; WW, warm water group.

A

I CW58d N CW82d
I T
g dgA_11_gut_group
P
g l’@‘.\wl»l:lrcln‘lmrlcnuxn

g Oscillibacter
g_ Papillibacter

€

£ Ruminic
: g Coprococcus 2
g Ruminococc: UcG 009

g:_Ruminococcace: G_004

g_ Clostridiales_bacterium
Anaeroplasma

2 _Coriobacteriaceae_UCG_002
Marvinbryantia * :
Eisenbergiclla *
Flavopifractor

Rumigococcacede NK4A214_group
1 | 1

-2 -1 1 2 3 4
LDA SCORE (log 10)

R EEED

(1
W
| -
E
(1=
w
o -

N wwssd EEE wws2d
1 ! !
2_Oscillibacter

g Christensencllaceaé R 7_group
& Roscburia

g R\immoc c UCG_009

2 Clostridialgs_bacterium

¢ Family_X11_AD3011_group [ NN
: g Erysipelothrix

g_ Coprococeus_1

‘g Lachnoclostridium_10

¢ Helicobacter
& Flavoniféactor

I - cicobcicls
I I | I I

1 2

LDA SCORE (log 10)

=3 =2 =1

(=1

B

Eisenbergiella-
Flavonifractor

Ruminococcaceae_UCG-004+
Anaeroplasma-
Marvinbryantia-
Coriobacteriaceae_UCG-0024
Candidatus_Saccharimonas
Clostridiales_bacterium-

bt bt he LA )

Ruminococcaceae_UCG-009+
Ruminiclostridium_1
Coprococcus_2
Oscillibacter
dgA-11_gut_group
Papillibacter
Phascolarctobacterium
Alistipes
Ruminococcaceae_NK4A214_group:

Bl CW58d Wl CWw82d

00 05 1.0 1.5 3 4 5 6 7 8

Eisenbergiella§
Gelria-)
Flavonifractor-)
Erysipelothrix
Family_XIII_AD301 l_grtmp-I
Coprococcus_1
Lachnoclostridium_10+
Coriobacteriaceae_UCG-002
Ruminococcaceae_UCG-009
Clostridiales_bacterium-

Roseburia-]

Candidatus_Saccharimonas:
Oscillibacter-

Christensenellaceae_R-7_group

e

Relative abundance (%)

Bl WW58d Bl WWw82d

1 2 3
Relative abundance (%)



Supplementary Tables

Table S1. Composition of the basal diets

Item Content Item Content
Ingredients Chemical composition
Alfalfa meal 31.80 Dry matter (g/kg feed) 868.00
Corn 27.60 Crude protein (g/kg DM) 202.00
Soybean meal 17.70 Neutral detergent fibre (g/kg 318.00
Wheat bran 20.00 Ether extract (g/kg DM) 30.00
Premix? 0.15 Digestible energy (MJ/kg 11.89
Salt 0.40 Ca (g/kg DM) 10.40
Limestone 0.39 Total phosphorus (g/kg DM) 7.40
dl-Methionine 0.41 Lysine (g/kg DM) 9.80
Lysine 0.05 Methionine + cysteine (g/kg 9.30
Calcium hydro phosphate 1.30 Threonine (g/kg DM) 9.20
Threonine 0.20
Total 100.00

a Premix provided per kg of diet: 12 000 IU of vitamin A; 2500 IU of vitamin D3; 40 mg of vitamin E; 2.0 mg of vitamin K;
2.0 mg of vitamin B1; 4 mg of vitamin B2; 2.0 mg of vitaminB6; 0.01 mg of vitamin B12; 0.06 mg of biotin; 50 mg of niacin;
0.3 mg of folic acid; 10 mg of d-pantothenic acid; 1000 mg of choline; 40 mg of Zn; 10 mg of Cu; 30 mg of Mn; 50 mg of Fe;

0.5 mg of I; 0.2 mg of Se; 0.5 mg of Co.



Table S2. Primers used for PCR
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Forward primer

reverse primer

Gene
(5'to3) (5'to 3"

TGEF-p1 CACAGCATGAACCGACCCTTC AGTTGGCGTGGTAGCCCTITG
IL-1p GCCGATGGTCCCAATTACAT TCCAGAGCCACAACGACTGA
IL-10 AAGCCTTGTCGGAGATGAT GCTTTGTAGACGCCTTCCTC
IL-12 ACCTCCTCTATGGTGACCC CAGCTCCACTGTTGGAATTC
plgR2 ACTGGTGCAAGTGGAATGACC CGCAACCTCTTCAAACTCGTG
GRa GGGAAGGAAACTCCAGTCAGAAC GATTGGTGATGATTTCAGCTAGCA

occludin AGAGTCCTACAAGTCCACACCG TCGTAGTGGTCTTGCTCTGATCTC

claudin-1 ATAGCAATCTTTGTGGCCACTGTT CCGCATCTTTTGCTCCTCATC

GAPDH

TGGTGAAGGTCGGAGTGAAC

ATGTAGTGGAGGTCAATGAATGG




