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Abstract; The aim of this study was to compare the microbial community structure and diversity in the milk of healthy cows and mastitis—
inflicted cows in northern Jiangsu Province, to analyze the main resident bacteria in the mammary glands of cows in different breeding farms,
and to provide basic data and scientific basis for the prevention and control of mastitis in cows. Here, 137 milk samples were randomly col-
lected from three large—scale dairy farms in the studied area, and healthy dairy cows and dairy cows with mastitis were screened using the
California mastitis detection method. In order to reveal the epidemic trend of dairy cow mastitis in this area, bacterial 16S rRNA sequencing
was applied to analyze milk samples. The results showed that the positive rate of recessive mastitis in three large—scale dairy farms in northern
Jiangsu was 42. 0%. Among them, the main mastitis pathogens in Farm A were Staphylococcus xylosus, Staphylococcus sciuri, Escherichia coli
and Klebsiella pneumoniae ; and in Farm B, Enterobacteriaceae and Staphylococcus xylosus. However, the positive rate of mastitis of dairy cows
in Farm C was low, with only a small amount of Staphylococcus xylosus. In addition, Burkholderia, Klebsiella, Sireptococcus and Herbaspiril-
lum are the dominant resident bacteria in the healthy mammary glands. To conclude, the 16S rRNA sequencing analysis technology effectively
screened out the main bacteria genera in the samples, and analyzed the dominant resident bacteria in a certain area, providing a reliable sci-
entific basis for revealing the epidemic trend of pathogenic bacteria in the area.
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Psychrobacter

Aerococcus
Corynebacterium
Sphingobacterium

Vibrio

Paenalcaligenes
Brevibacterium
Leucobacter

unclassified Rhizobiaceae
unclassified Micrococcales
Gelidibacter

Raoultella

unclassified Enterobacteriaceace
Lysobacter

Kurthia

Tissierella

norank Caulobacteraceae
Comamonas

norank Sphingobacteriaceae

LEfSe Bar

Burkholderia-Caballeronia-Paraburkholderia
seudomonas

Herbaspirillum

Christensenellaceae_R-7 group

Bifidobacterium

Eubacterium

Coprococcus

BHA
mMA

1

2

- =
w
+d
w-

0

(o8
w
N
o

LDA Score/lg

Acinetobacter
Chryseohacterium

unclassified Enterobacteriaceac
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WL RREFLAFR . INICELAF R, RS
FIXUBZFFA A5 . Rainard " 38 2t A B 2 36 0 77 % 300
YA FURE TP A 2R A . KRR
Lol JELRER ] (Firmicutes) . ZFFE T (Pro-
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