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Figure 3. Analysis of CDR3 amino acid. A: Length distribution of total clonotype and unique clonotype; B: Distribu-
tion of sample correlations; C: Distribution of amino acid composition ratio of all clonotype CDR3; D: Structural and 
functional analysis of two groups.

are still some deficiencies in the study, such as 
the small number of cases and no real verifica-
tion in a larger range of in vitro and in vivo 
experiments. Furthermore, the characteristics 
of the TCR CDR3 against antigens were not 

clarified, therefore it is difficult to clearly reveal 
the specific immune response mechanisms of 
vitiligo. It is believed that as the research on the 
TCR CDR3 polymorphism continues, clinical 
understanding of vitiligo will be clearer.
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