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Table 1 Effect of lactic acid bacteria on the a-diversity

of rumen microbe in Sunit sheep

FUELH A x84

A5 # 40508 41897

OTU # 2 494 2 140
Shannon #& £ 5.24 +0.19° 431 +0.54

Ace 83 22425 +396.62°  997.46 + 126.22"
Chao 1 754 1987.33 + 177.54* 1244.33 +59.53"
BEEI% 99 99
AT AR EAR R FROR 22 57 8 3 (P<0.05) , T REbR FE %R 22
AR (P>0.05)
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Fig.1 Shared genus cluster heatmap between two groups
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Table 2 Effect of lactic acid bacteria on the cecal

flora of Sunit sheep (phylum level, %)

FLBR A 4 x RE 48
BRI 62.05 +4.33 71.51 £ 145
BAFEA 1 28.42 +2.12¢ 18.34 + 4.98"
AT 5.58 +1.83* 0.73 +0.12
HEHA N 3.58 +1.34 347 +1.62
EHBA 1.30 £ 0.81 1.58 £ 0.61

e [FAT AR B4R 7 R 308 22 53 W35 (P<0.05) , Jo 7 REbR T 4m 22
SEARRE (P>0.05),
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ARG IE R, 20 171 52 15 i J DT AR K S 52 Bt A 0005
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Table 3 Effect of lactic acid bacteria on the cecal

flora of Sunit sheep (genus level, %)

FLER A X P8 20

U B Mk A A A R- 8.68+£296 9.48 +£3.20
7_group

MATE 9.27 £2.60" 426 +2.09"
FEEHEAMEA 4.03 = 1.69 8.92 £2.61
7% B # ¥ & UCG_013 3.94+232 7.00 =3.20
7% B # & UCG_002 4.51 +1.69 524 +2.59
55 % W B 5.55 +1.85° 1.3+0.61"
A AH 2.8 £2.51° 3.9+2.52°
i Ak B A 3.13+1.88 1.24 £0.77
£92 8 A NK3A20 % # 1.07 £0.26"  3.21 £0.70°

T R AT AR /NG TR R 22 5 W 3 (P<0.05) , o7 BEARTE AL
RRARE (P>0.05).
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Y RS AE LA I A7, & S ENLA W pH {H
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2L R AR LR T 1 KL o B
AL B & 5t BRAL o™ (L FE P4 b ¥ 6 5 2
5 (P>0.05) , 1t W] ] M 3L 1R 1 ) LAk 22 P € 78 I
AR (A5 P Jo 1 B e 21

PR ) BB 24 A 2 DD R B R B, TR A RS
BEHRYLT LR A1 20 JLZF 4 24 70 7 FE PR 3R 8 S AL
ARSI N, pH (E 2 158 B2 IS 2L AR
Ml A HRRE O 2 LT e rh i LBk AR A, (& 2R
AT A R A NURE LT 4IRS a8
LA 7 79 5 % PRI ) B2 A B L 1) 5 e B
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AR ARV RS TR 2 —, R
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IR KAARR ARNETR NETR | H 2R 2
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(), [ asf 2 200 i B R AR I IR T R, Herh n=3 &
Gl Z AR (PUFA) £ B A0 45 a— 1 KR
(ALA) . 8k FL4 R (EPA) A1 -+ R S i R
(DHA) %, LR 41 PUFA LI & n-3 PUFA )

() e 2 T TN FRZH (P<0.05) ,n—=3 £ AN ik
U7 P 0 2k A T 4 5 3 420 oA AR A AR ot 37 R 28
il 2 P L0 R0 H I = R KO, R A AR il
P I AE I &, A6 IR TR (AA) B T n—-6 &
G Z AR IR, 520 & HUAA-E A5 L R
KRR TE BE, FLER AL AA % & B 35 5 X
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Table 4 Effect of lactic acid bacteria on sensory and nutritional indexes of Sunit sheep

BB S R FLER X B 2R
K B35 AR pHasuin 6.25 +0.15 6.32£0.12
pHou 5.32 +0.02 6.13 +0.03"
L 36.50 £ 0.19° 33.27 £ 0.5
a 19.94 + 0.55° 17.30 £0.18"
b 3.77 £0.58 3.31 £0.04
#NE/% 0.59 £ 0.02 0.54 +£0.03
W 1IN 77.28 £ 0.92" 96.07 +2.38°
W EES 36.98 +3.41" 41.07 £5.72¢
Bk K 37.15 £ 6.50 40.71 £ 7.08"
e 5.08 £ 1.06° 475 091"
LEES 6.35 £0.52° 4.88 +0.57"
B & 4.90 £ 0.92° 433+0.97"
re 8.02 +£0.98° 1.20 £ 0.31"
T« AT AN ] R 5 B 7R 28 5 135 (P<0.05) , JC - BRI 7R 28 5 A 35 (P>0.05)
x5 IBEXAREFAERERNZM
Table 5 Effect of lactic acid bacteria on nutritional quality of Sunit sheep
CRGEYY SR #1841
A /g (100 g)! LHERARILE 24.85 £ 1.65 22.48 +0.72
e FREREE 36.80 £ 1.70° 3295+ 1.11°
% 2R R 61.65 +3.35° 5543 +1.83"
Ji§ Vi B2/ %o AR A B (C16:0) 25.11 £ 0.61° 27.03 £0.73"
H g B2 (C18:0) 17.47 + 1.17 17.07 + 1.13
B2 (C18:1 cis—9) 39.12 +1.82° 45.58 £ 1.97°
I B (C18:2 cis—9 tan—11) 0.34 +£0.07* 0.22 +0.01"
y—T ik B (C18:3 n-6) 8.15 + 0.86" 3.09 £ 0.30
a—3 kB (C18:3 n-3) 0.12 +0.02 0.11 £0.01
248 I 3 52 (CLA) 0.31 £0.09* 0.15+0.01"
A6 w9 M B2 (C20:4 n—6) 3.76 £ 0.28" 0.86 +0.11"
= &K 8 (C20:5 n-3) 0.18 +0.05 0.05 + 0.04"
= =B S M Bk (C22:6 n-3) 0.12 £ 0.01 0.06 + 0.06
4o, 7w Jig oy B2 (SFA) 4549 £ 0.51 47.41 £ 1.49
R e fe i B 8 (MUFA) 4134 £ 1.62" 47.96 £ 1.73°
% 48 e g By B2 (PUFA) 13.17 + 1.15° 4.63+0.51
n-3 PUFA 0.42 +0.05 0.22 +0.09"
n-6 PUFA 12.32 + 1.07° 422 +041°

AT AR E bR 7R85 5 8 3 (P<0.05) , TP R IEF R 22 58 B35 (P>0.05) .,

3 #ig

FRDHRL FP s T L R T 2 B 3 JE R A i R
R 2H RN S5 4 e A B T i TR AR A 0 B
SRR R T W) DA ot o, A b LR TR 2H W 3 el e
Y42 M ST Ry, KT J5EBE TR 1] BT

M1 SRR, 8 K40 T Ja Bl o 2 7 ) 2
JE v HA 5 R WA G, e IR P oS N LR
WAL E PR A o LM (LTSS . R
PR BT D) T 5 i LA H AU S | TR LA B A
TRL NG 05 TR A 5 A 300 A 2 I B RCR
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Effects of Lactobacillus on Intestinal Flora Composition and Meat Quality of Sunit Sheep

Liu Ting', Wang Bohui', Liu Chang', Duan Yan', Su Lin', Tian Jianjun', Su Buda?, Jin Ye”
(“Inner Mongolia Agricultural University, Hohhot 010018
*Bureau of Agriculture, Animal Husbandry and Science and Technology of Wulate Zhongqi,
Bayan Nur 015300, Inner Mongolia)

Abstract The diversity of intestinal flora in ruminants plays an important role in the quality of animal meat. In this
study, high—throughput sequencing was used to analyze the effects of Lactobacillus on intestinal flora composition and
meat quality of Sunit sheep. Twelve 3-month—old healthy Sunit sheep were divided into two groups, one group was fed
with basic diet, the other group was fed with 0.5% Lactobacillus and slaughtered after 90 days. The results showed that
Bacteroidetes and Verrucomicrobia in the intestinal flora of the Lactobacillus group were significantly higher than the
control group (P<0.05), Lachnospiraceae NK3A20 group and Alistipes were significantly lower than the control group (P<
0.05). In the Lactobacillus group, the redness value @ and luminance value L* were significantly higher than the control
group (P<0.05), the flavor substances such as hydrocarbons, ketones and esters were significantly higher than the control
group (P<0.05), the contents of amino acids and unsaturated fatty acids were significantly higher than the control group
(P<0.05), and the shear force was significantly lower than the control group (P<0.05). Lactobacillus added to feed could
optimize intestinal flora composition of Sunit sheep, promote nutrient metabolism of the body and improve meat quality.

Keywords Lactobacillus ; intestinal flora; high—throughput sequencing; meat quality



