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Ig heavy chain CDR3 repertoire diversity
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B cell Ig heavy chain repertoire transcriptome profile assessed by ultra-deep sequencing.

Shown is the Ig V, CDR3 repertoires of CD19+ B cells isolated from a healthy individual as assessed by ultra-deep
sequencing. The circle graph visualizes the relative abundance of the expressed Ig heavy chain CDR3 transcript
variants. Each sector in a circle represents a rearranged Ig heavy chain transcript that encodes a unique CDR3
sequence. It is defined by a unique color and its area is proportional to the relative transcript frequency. The total
numbers of identified Ig V,, CDR3 variants are indicated in the center. The 10 most frequently expressed Ig heavy
chain CDR3 variants are shown in detail and the respective percentages are shown in parentheses.



