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Abstract

This study aims to conduct multiple comparative analysis on the similarity of Mycoplasma bovis and Myco-

plasma agalactiae with the method of bioinformatics. M.bovis and M. agalactiae were compared for similarity in their whole

genome, 16S rRNA, and lipoprotein families using bioinformatics softwares such as Mega 7, Clustal a and Sibeilia. Through

the multiple alignment, M.bovis and M.agalactiae showed higher similarity in terms of whole gene, 16S rRNA and lipopro-

tein family.
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Fig.1 Genomic collinear analysis of Mycoplasma bovis standard

strains and Mycoplasma agalactiae standard strains
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Fig.2 Genomic collinear analysis of M. bovis standard strains

and M.agalactiae isolates
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Fig.3 Genomic collinear analysis of M. bovis isolates and M.

agalactiae isolates
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Fig.4 Analysis of the identical gene family status of M. bovis
and M.agalactiae
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M.bovis: TTTTTCGAGAGTTTGATCCTGGCTCAGGATGAACGCTGGCTGTGTGCCTAATACATGCATGTCGAGCGAT 70
M.agalactiae:  TTTTTCGAGAGTTTGATCCTGGCTCAGGATGAACGCTGGCTGTGTGCCTAATACATGCATGTCGAGCGAT 70
Consensus>70: TTTTTCGAGAGTTTGATCCTGGCTCAGGATGAACGCTGGCTGTGTGCCTAATACATGCATGTCGAGCGAT 70

M.bovis: GATAGCAATATCATAGCGGCGAATGGGTGAGTAACACGTACTCAACGTACCTTTTAGATTGGGATAGCGG 140
M.agalactiae:  GATAGCAATATCATAGCGGCGAATGGGTGAGTAACACGTACTCAACGTACCTTTTAGATTGGGATAGCGG 140
Consensus>70: GATAGCAATATCATAGCGGCGAATGGGTGAGTAACACGTACTCAACGTACCTTTTAGATTGGGATAGCGG 140

M.bovis: ATGGAAACATCCGATAATACCGAATACTTATTATTTTTGCATGAAAGTAATATAAAAGGAAGCGTTTGCT 210
M.agalactiae: ~ ATGGAAACATCCGATAATACAGAATACTTATTATTTTTGCATGAAAGTAATATAAAAGGAAGCGYT-YCT 210
Consensus>70: ATGGAAACATCCGATAATAC - GAATACTTATTATTTTTGCATGAAAGTAATATAAAAGGAAGCG T+ -CT 210

5 4XEESTEAXZIRME 16S rRNA TEFF 51 L 3t
Fig.5 Comparison of 16S rRNA base sequence between M. bovis and M.agalactiae
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Fig.6 The 16S rRNA phylogenetic tree map of M. bovis and M.

agalactiae
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Fig.7 The 16S rRNA PCR amplification map of M. bovis and
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Fig.8 Phylogenetic tree map of variable surface lipoproteins

family of M. bovis and M.agalactiae
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Fig.9 Partial amino acid sequence alignment of variable surface lipoproteins family of M. bovis and M. agalactiae
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