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ABSTRACT: Objective To use the matrix-assisted laser desorption lionization-time of flight mass spectrometry
(MALDI-TOF MS) to rapidly identify and cluster Bacillus, and study the feasibility of MALDI-TOF MS for
traceability of Bacillus. Methods The experimental strains were extracted by formic acid extraction method, and 22
environmental isolates and Bacillus subtilis standard strain CGMCC(B)1.1086 were identified by MALDI-TOF MS.
The protein fingerprints of 22 experimental strains were collected, and the SARAMIS software was used for cluster

analysis. Results The identification result of the standard strain of Bacillus subtilis CGMCC(B)1.1086 had a
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reliability of 99.9%. The 22 environmental bacteria identified were all Bacillus, of which 6 strains were identified to

the genus level and 16 strains were identified to the species level. At a similar level of 80%, 22 strains of Bacillus

were divided into 22 branches. Conclusion The rapid identification and typing of Bacillus by MALDI-TOF MS is

of great significance for the traceability of Bacillus, and can meet the needs of detection and traceability of Bacillus

in the environment.

KEY WORDS: Bacillus; matrix-assisted laser desorption lionization-time of flight mass spectrometry; rapid

identification; cluster typing
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Table 1 Calibration results of Escherichia coli ATCC 8739
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