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Introduction

Results and Discussions  

Conclusion 

• Streptococcus suis, particularly S. suis serotype (SS2)

• Important zoonotic pathogen causing meningitis in humans worldwide

• The current serotyping methods are significantly limited.

• In the present study, the peptide barcode generated by matrix-assisted laser desorption/ionization 

time-of-flight mass spectrometry (Maldi-TOF MS) was developed to improve the classification of  

S. suis. 

Fig 1. The peptide mass spectra from each individual serotype 

generated a particular peptide barcode that contained their 

individual unique mass(es) and so differentiated each serotype from 

one another.  Overall, 4420, 5337, 5965, 6634, 6748, 6834, and 8260 Da 

peptide masses were commonly found in most of the S. suis. 

Fig 2. The PCA, based on the peptide barcodes, of the 

ambiguous serotypes of S. suis SS2, SS1/2, SS1, and SS14.  

• Capable of discriminating between the high 

similarity serotypes pairs of (i) SS2 and SS1/2 

and (ii) SS1 and SS14

• Importantly, SS2 and SS14 are the most major 

S. suis infections where misidentifying the 

causative pathogen could delay the 

appropriate treatment.

• Successfully differentiated the ambiguous 

serotypes of S. suis

• Providing an alternative method for S. suis

classification

• Useful for S. suis infection diagnosis and 

epidemiological study of this zoonotic 

pathogen
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Materials and methods

Peptide extraction

Peptide barcode analysis by Maldi-TOF MS

Generating S.suis 's peptide barcode database

Ref. strains
(n = 32)

Local strains SS2
(n = 23)

Local strains SS14
(n = 9)

• Repeatability = 68.8% (22/32) 

• Validation = 56.5% and 77.8% 

(SS2 and SS14)

• Reproducibility = 56.3%

• Degree of test agreement 

unweighted Kappa score = 0.522

Theoretically, in order to improve the 

score, more peptide barcodes of S. 

suis should be included.


