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Abstract
Objective: To evaluate and expand the automatic identification and clustering of clinical Bordetella species by MALDI-TOF MS. 
Methods: Twenty-eight field isolated strains, identified by whole gene sequencing analysis, were analyzed by MALDI-TOF MS, and the spectra obtained were used to replenish the internal database of the manufacturer. To evaluate and expand the robustness of the database, MALDI-TOF MS identified 91 clinical isolates (except those used for Implementation). A distance tree based on mass spectrometry data is constructed to confirm similarity and clusters of each clinical Bordetella species by using the MALDI Biotyper 3.1 software. 
Results: In this research, When we used the implemented Bruker Daltonics database in our laboratory, 91 clinical isolates were identified at the genus 100% level and species 93.4%（85/91）level. We performed proteomics analysis, and divided these 91 isolates into cluster I (2.2 %), cluster II (97.8%). The largest group is cluster II (n=89 isolates), which has been divided into two sub-clusters. Trees created by analyzing the protein mass spectra of the three species of the clinical isolates reflected their classification. 
Conclusion: MALDI-TOF MS may present an attractive alternative to automatically confirm and cluster the fastidious bacteria difficult to culture. Extension of identification of MALDI-TOF MS database is a viable fast, more efficient and alternative to conventional methods in confirm the classical Bordetella species.This strategy could promote the epidemiological and taxonomic research of this important pathogen.
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