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lasticum) . ¥ [G B UCG-003 J& (Prevotellaceae_UCG-003) . JK % 3 ¥ J& (Anaerovibrio) . Gastranaerophilales_
unclassified . XA 5 )& (Bifidobacterium) . p—251-05_unclassified . & #1 Bi—i& %% i )& (Escherichia—Shigella) .
K # & (Sharpea) . FLAT#i /& (Lactobacillus) . #EKE & (Enterococcus); 2) 35 SCC 5 \E M3 IR 1 8 O AH
Xof B 5L i 2 TE M (P<0.05), 53 G UCG-003 Ja& AT X =13 54 2 IE M G(P<0.01).
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The correlation between somatic cell count in goat milk
and rumen microflora of dairy goats

FAN Sigint, ZHOU Yugiao!, LI Hongjia!, GONG Xinyu!, YONG Congyan?,
QU Jintao*?, JIAN Yaowei', YANG Lingyuan'®

(1.College of Animal Science and Technology, Hunan Agricultural University, Changsha, Hunan 410128, China; 2.Hunan
Shanmu Husbandry Co. Ltd, Chengbu, Hunan 422500, China)

Abstract: 120 healthy Xinong Saanen dairy goats with similar parity(2.530.2), body weight(54.8444.21) kg, and
lactation age(72.043.5) days were selected. After feeding 42 days, milk samples were collected and somatic cell
counts(SCC) were determined. Based on SCC, the dairy goats were categorized into three groups: L-SCC group(SCC<
5.0%10% /mL), M-SCC group(5.0<10°< SCC<1.0x10° /mL), and H-SCC group(SCC> 1.0x10°® /mL). Fifteen goats were
randomly selected from each group Rumen fluid was collected from these goats to assess rumen microbial diversity and
analyze the correlation between somatic cell count in goat milk and rumen microflora. The results indicated that: 1) there
were no significant differences in a-diversity, B-diversity, and dominant bacterial groups in the rumen microbiota among
dairy goats with different SCC levels. At the phylum level, the Actinobacteriota in the L-SCC group was significantly
higher than that in the M-SCC and H-SCC groups. At the genus level, notable differences were observed in
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Succiniclasticum, Prevotellaceae_UCG-003, Anaerovibrio, Gastranaerophilales_unclassified, Bifidobacterium, p-251-

05_unclassified, Escherichia-Shigella, Sharpea, Lactobacillus, and Enterococcus; 2) SCC showed a significant positive

correlation with the relative abundance of Succiniclasticum in the rumen and a highly significant positive correlation with

the relative abundance of Prevotellaceae_ UCG-003 in goat milk.

Keywords: dairy goats; somatic cells counts in goats milk; rumen microflora; correlation
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Table 1 Composition and nutrient levels of basal diets for dairy goats

BIRE| H 2L /% HIKF Q]
FIE K 17.00 WFLAAE! (MJ kg ) 5.97
B TR 23.00 HLER 15T /% 16.50
MEAE T 25.00 BRI AT 1% 44.52
ok 8.30 TRk LT 2 1% 27.58
B33 10.16 5% 0.61
=X it 14.74 1% 0.45
Fayyi) 0.09
BERR VS 0.21
INTRET 0.50
TR 1.00

A kg TR RHELSEA: % A 50 000 U, 4% B125 mg, 4ir:%
B2 95 mg, #iEE Bs40 mg, 4iA:% Be25 mg, 4iE# Bi 0.38 mg,
Y% D3 17500 IU, 442 E1100 IU, 4% Kz 125 mg, Cu375mg,
Fe 1750 mg, Mn625mg, Zn2000 mg, 13.50 mg, Se 3.75mg.
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Table 2 The number of somatic cells in goat milk

25 IIES5 (oS AN AR/ <1054~ /mL
L-SCC 56 (2.15+1.55)C
M-SCC 30 (6.21+2.90)B
H-SCC 34 (20.10£19.11)A
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Table 3 Rumen microbial a diversity index of dairy goats
Sap! Chaol

Goods _coverage Shannon Simpson

L-SCC 1770.668 0.979 9.142 0.995
M-SCC 1894.795 0.977 9.239 0.994
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SEM 125.291 0.002 0.081 0.001
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K1 3R], REAR L0 AL A0 S A
B AR ZE A 2, B 3 dAEA R A
I3 SR R (P>0.05).
0.3r H-SCC
* L-SCC
M-SCC
0.2F
Sol
3
©
00
<
S
01
0.2F
-0.3L 1 N 1 | I
—0.25 0.00 0.25 050
PCOA1(30.4%)

1 HLFEBRENE B SN

Fig. 1 p-diversity of rumen microorganisms in dairy goats
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Fig.2 Composition of rumen microbial community at phylum level in dairy goats
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Table 4 Relative abundance of rumen microbiota at phylum level in dairy goats with different somatic cell count
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Fig. 3 Composition of rumen microbial community at genus level in dairy goats
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Table 5 Relative abundance of rumen microbiota at genus level in dairy goats with different numbers of somatic cells

T B R I s A X 2 BE 1%

21 51 frgeRn EIRE UCG- RN Gastranaerophilales  SUSHT

e -
pasi- BT HEIR o oo sk

HB 003 )& HiB unclassified =1 05_unclassified E3HE "B
L-SsCC 3.191b 1.178b 0.444b 0.149b 0.470a 0.147b 0.116b 0.370a 0.157a 0.176a
M-SCC 3.121b 1.364b 0.994a 0.553a 0.410a 0.164b 0.087b  0.122ab 0.117b  0.005b
H-SCC 4.883a 2.123a 0.398b 0.554a 0.098b 0.608a 0.320a  0.019p  0.119b  0.164a
SEM 0.410 0.137 0.093 0.081 0.058 0.078 0.023 0.018 0.008 0.020
P i 0.049 0.016 0.033 0.019 0.010 0.022 0.000 0.032 0.022 0.000
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Table 6 Correlation analysis between SCC and rumen microorganisms in dairy goat

LiEBES
WEH MIEH W %%Mcﬁﬁﬁﬁ’?ﬁﬁ £§i§§ﬁ%ﬁﬁf,%%R S —
WlE  UCG-003)& WIE |nclassified /% fied  SOEE  HE
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