Supplementary Material

1  Supplementary Tables

Table S1. Effects of dietary alfalfa meal levels on serum immune indices of raccoon dogs

(n=7)
Item Level of alfalfa meal, %
Mean SEM P-value
0 5 10 15
IgA, ng/mL 22524 216.03 213.97 216.98 218.06 6.16 0.931
IgG, g/L 2.63 2.69 2.73 2.82 2.72 0.13 0.970
IgM, pg/mL  194.41 181.99 192.56 180.27 187.31 7.15 0.873

IgA = Immunoglobulin A, IgG = Immunoglobulin G, IgM = Immunoglobulin M.

Table S2. Difference in alpha diversity of intestinal flora of among four groups (n = 7)

Item Level of alfalfa meal, %
5 p o s Mean SEM  P-value
Cecum
Observed otus  474.71 498.86 479.43 495.14 487.04 12.10  0.884
Chaol 476.48 503.73 481.27 501.64 490.78 12.21 0.826
Shannon 6.76 6.84 6.79 6.78 6.79 0.05 0.951
Simpson 0.977 0.978 0.979 0.979 0.979 0.001  0.814
Coverage 1.0000 0.9996 0.9999 0.9996 0.9998 0.0001 0.174
Colon
Observed otus  542.00°  622.86®  464.14>  736.14° 591.29 3332 0.018
Chaol 543.55°  629.77®  466.17°  742.66° 595.54 3347  0.015
Shannon 6.91° 7.03ab 6..84° 7.55° 7.08 0.11 0.082
Simpson 0.977 0.976 0.980 0.984 0.979 0.002  0.454
Coverage 1.0000%  0.9996° 1.0000*  0.9992¢ 0.9997 0.0001  <0.001

Ce = cecum, Co = colon, AM = alfalfa meal.

a5 ¢ With a row, values with different superscripts are significantly different (P << 0.05).

Table S3. The intestinal flora in phylum level (%)
Ce.AM CeAM Ce.AM Ce.AM Co.AM Co.AM Co.AM Co.AM

Phyla

0 5 10 15 0 5 10 15
Bacteroidetes 76.82 69.67 74.55 73.99 79.37 56.26 67.47 57.30
Firmicutes 10.25 12.72 13.25 7.97 11.23 13.58 17.16 26.63
Fusobacteria 3.87 9.56 4.28 4.48 0.95 14.88 3.97 6.05
Proteobacteria 6.31 4.74 4.57 3.87 443 8.75 6.24 2.74
Spirochaetes 1.36 1.88 1.97 7.72 1.45 1.64 4.12 5.59

Actinobacteria 0.28 0.40 0.30 0.19 1.00 1.62 0.09 0.14
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Ce = cecum, Co = colon, AM = alfalfa meal.

Table S4. The intestinal flora in genus level (%)
Ce.AM Ce.AM Ce.AM Ce.AM Co.AM Co.AM  Co.AM  Co.AM

Genus
0 5 10 15 0 5 10 15

Prevotella 54.51 46.14 56.62 54.55 51.78 34.49 50.68 34.43
Alloprevotella 12.43 8.96 8.27 8.37 12.68 7.01 6.57 6.14
Fusobacterium 2.36 7.00 2.99 3.56 0.53 11.00 2.62 5.07
Bacteroides 2.08 4.60 1.86 1.66 2.79 4.09 1.64 1.86
Treponema 0.97 1.47 1.87 6.39 1.13 1.31 3.84 5.38
Muribaculaceae 0.66 2.29 0.66 0.82 3.21 3.25 0.86 3.29
Streptococcus 1.57 2.46 2.66 0.18 0.90 3.90 2.68 1.24
Sutterella 2.93 1.64 1.59 1.61 1.45 1.71 2.13 0.85
Sphaerochaeta 0.38 0.41 0.11 1.29 0.33 0.33 0.27 0.20

Anaerobiospirillum 1.58 1.50 0.85 0.54 0.95 2.24 2.77 0.41
Rikenellaceae RC9Y 0.81 0.94 0.74 1.25 0.81 0.76 0.65 2.07

_gut group

Prevotellaceae UC 1.04 1.03 0.81 1.26 1.22 0.64 1.45 2.50
G-003

Succinivibrio 0.35 0.52 0.35 0.33 0.40 1.04 0.23 0.33
Clostridia UCG- 0.33 0.32 0.27 0.48 0.46 0.52 0.75 1.97
014

Phascolarctobacteri 0.20 0.47 0.32 0.03 0.22 0.76 1.14 0.94

um
UCG-005 0.15 0.18 0.17 0.24 0.94 0.11 0.42 1.20
Ruminococcus 0.17 0.13 0.12 0.32 0.17 0.12 0.20 1.18

Ce = cecum, Co = colon, AM = alfalfa meal.
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2 Supplementary Figures
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Figure S1. T-tests difference diagram at phylum level of (A-E) cecum and (F-K) colon
microbiota under different alfalfa meal levels. Ce = cecum, Co = colon, AM = alfalfa

meal.
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Figure S2. T-tests difference diagram at genus level of (A-F) cecum and (G-L) colon
microbiota under different alfalfa meal levels. Ce = cecum, Co = colon, AM = alfalfa
meal.



