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Supplementary Table 6. Summary of TRB overlap between circulating and tumor-resident CD8+ lymphocyte subsets 
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Analysis of TRB overlap of nucleotide sequences encoding for the variable V-D-J region of the TRB gene was performed using immunoSEQ (Adaptive Biotechnologies) using the following formula (Sample TCRB overlap 
between population A and B = [shared sequence reads in A + shared sequence reads in B]/∑sequence reads in A + B). A TRB overlap of 1 represents 100% overlap between two populations. The cells were color coded 
based on lower (yellow) to greater (blue) TRB overlap
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