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Fig.1  Agarose gel electrophoresis of PCR amplified 16S rRNA
using primers F27 and R1492. M: DNA marker DL2000; 1 -4:

Diarrhoea sample; 5 —8: Health sample.
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Fig.2 Agarose gel electrophoresis of insert segment of clones. 1 —8: digest by Hha 1. 9 - 16: digest by Msp I; M:
DNA marker DL.2000.
1 OTU
Table 1 Distribution of OTU within samples
Number of clones Number of OTUs Number of Number of OTUs
per OTU Diarrhoea Health clones per OTU Diarrhoea Health
1 45 76 17 0 1
2-8 32 52 19 1 0
9 1 2 22 1 0
10 1 2 23 0 2
11 0 3 25 1 0
12 3 0 32 1 0
13 2 1 40 1 1
14 0 2 54 1 0
16 1 1
SPADE ( 206.4 386.8; ( Shanno Index)
2). (C) 90.50% 3.902 4.572; (Simpson Index)
84.43% 0. 03994 0. 02250,
o 95%
(Species Richness) o
2
Table 2 Comparison of diversity index of diarrhea and health sample
Species Richness Shanno Index Simpson Index
Sample No. of OTUs
ACEH 95% Cls Chao&Shen 95% Cls MLE 95% Cls
Diarrhoea 91 206. 4 (143.5 344.5) 3.902 (3.661 4.143) 0. 03994 (0.02695 0.05293)
Health 143 386.8 (275.6 591.2) 4.572 (4.352 4.792) 0. 02250 (0. 01500 0.03000)
2.4 N
GenBank 61% 14%
( 3). ; .
N N 10% 8% 5%
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Fig. 3 The phylogenetic tree constructed by the Neighbor-Joining method based on the 16S rRNA gene sequences. Blue the

diarrhoea clones; Red

GenBank. The number at each branch points is the percentage supported by bootstrap support

the health clones.

The numbers in parentheses represent the sequences accession number in

based on a neighborjoining

analysis of 1000 resampled data sets. Bar 2% sequence divergence. Aquifex pyrophilus(green) is an outgroup.
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Analysis of microbial diversity in rectum of calf in large—
scale cattle farm

Qiang Xu' ® Lichao Kang'~ Xinwen Bo' Xun Ma®

' The Breed and Biotechnology Key Laboratory of Sheep in Reproduction and Construction Group of Xinjiang Xinjiang
Academy of Agricultural and Reclamation Sciences Shihezi 832000 China

? College of Animal Science and Technology Shihezi University Shihezi 832003 China

Abstract: Objective To analyze the diversity of bacterial community in rectum of diarrheic calves and differences with
health calves. Methods 16S rRNA clone libraries were constructed positive clones were digested by Msp 1 and Hha 1
for restriction fragment length polymorphism (RFLP) and then a phylogenetic tree was depicted based on the 16S rRNA
sequencing to confirm the compose of microbe in the diarrheic calf rectum. Results The positive rate of clone was
98.75% (474/480) in diarrheic calves the dominant bacteria included Lactobacillus (14% ) Enterococcus (10% ) and
Escherichia (8% ). The positive rate of clone was 96. 45% (488/506) in health samples the dominant bacteria included
Clostridium (13% ) Bifidobacterium (8% ) Megasphaera (5% ). Conclusion Complexity and diversity of bacterial
community in rectum in 2 weeks old calves had their own features and significant increase of Lactobacillus Enterococcus
and Escherichia was found in diarrhea calves.
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