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Abstract: High-throughput sequencing was used to analyze bacterial diversity in 15 samples of white cashmere goat
milk and its dairy products collected from Alxa, Inner Mongolia. The samples differed significantly in bacterial diversity
and richness (P<0.05). Processing goat milk into traditional dairy products greatly alters the dominant bacterial phyla and
genera and introduces many unclassified bacteria. Additionally, the relative abundances of foodborne pathogens, including
Enterobacter, Enterococcus, Raoultella, and Pseudomonas, were greatly reduced in the traditional dairy products. At the

operational taxonomic unit level, Shurmeg had the richest composition of bacterial species and the highest number of unique
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bacterial species. According to PICRUSt2-based prediction of gene function, the main metabolic gene functions of bacteria in

goat milk and its dairy products included global and overview maps, carbohydrate metabolism, and amino acid metabolism.

The results of this study clarify the bacterial diversity in white cashmere goat milk and its dairy products collected in

Alxa, Inner Mongolia, providing a basis for comparison of bacterial microbiota, prediction of functional genes, and safety

evaluation of goat milk and its dairy products.
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Table 2 Characterization of bacterial 16S rRNA gene

sequences in Goat milk and its dairy products

Sample number  Seq-num OTUs Good’s coverage
M-1 42795 34 0.999 6
M-2 48210 43 0.999 8
M-3 43189 23 0.999 8
M-4 46 267 40 0.999 9
M-5 46 841 26 0.999 8
M-6 37770 33 0.999 8
C-1 43941 440 0.9972
C-2 48 558 102 0.998 9
C-3 38 734 180 0.998 3
W-1 45 696 237 0.998 1
W-2 44 184 272 0.997 3
W-3 53217 150 0.998 9
A-1 42 285 81 0.999 6
A-2 43 955 22 0.999 9
A-3 43 825 41 0.999 8
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Fig.4 Bacterial community composition and Venn diagram
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T L SE G A . AR AS B AL BEAE X = BEE Y
B Wy R Wi i T I =E D). £E Pathway level 2
K Chn el sby A R BE AT 5 K56 A D BEAT Global
and Overview Maps. /KAt & )X # (Carbohydrate
Metabolism). ZEHE{R# (Amino Acid Metabolism).
Ji iz %5 (Membrane Transport) M ft & 1K1} (Energy
Metabolism), ' Global and Overview Maps [ #f
X . R, I SE G AN, Gam Al R T
1R 35 R Ty BEAH X = BRSO ARABL,  HLI2 W56 FH 473 B
{14 5k DR T REAE A 3 B v T Ll R RS o btk e R,
Ll = 473 R L) ot o 4 T A AH 5 1Y) B R ) RE AR AE
Z2 5, I HFLH] b A0 AR DS BE R D Rg He L
FYIHE Y E A, PR E B A TR A 2 R ) e sk
XA G L R CR A D Re b R 3R R .

RO WFMREIAFAPAHEMEMN G (%)

Table 3 Percentage of bacterial species in Goat milk and

dairy products (%)
Genus L EA Bk R iR
Lactobacillus 0.01 1632  0.74  69.02
Lactococcus 42.09  9.20 5.35 4.88
Rhodococcus 0.01 24.03 1791 -
Acetobacter — 8.11 0.21 22.04
Variovorax — 15.04 13.30 -
Enterobacter 19.46  0.14 7.67 0.61
Enterococcus 11.78 1.74 0.59 0.30
Acinetobacter 9.88 0.79 1.70 0.07
il Colrnie oy s -
Pseudomonas 8.16 0.06 2.45 —
Bacillus 0.07 0.04 9.30 0.15
a Heatmap of Pathway Level 1
Metabolism

Environmental Informat
ion Processing

Genetic Information
Processing

Cellular Processes

Human Diseases

=55 Yy 5 K5 Yol
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