Table S4. Summary of TCR sequencing of tumor biopsy samples
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A: Start cell count of tumor sample was estimated from the data of real-time PCR analysis on library.
B: Sequencing coverage, defined as the ratio of total reads to the start cell count, was normalized to ×5.
C: Clonality was calcuated as the 1 - Pielou index.
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Sample name

Start cell count

A

Reads used as

clonotypes

Down sampled

reads

B

Count of

clonotypes

Clonality

C

pre_Tumor_0001 26,577 895,012 132,885 6,571 0.157

pre_Tumor_0002 63,237 1,049,627 316,183 2,171 0.266

pre_Tumor_0004 7,093 813,793 35,464 523 0.146

pre_Tumor_0006 6,441 116,168 32,204 836 0.077

pre_Tumor_0007 32,660 169,138 163,302 2,415 0.201

pre_Tumor_0008 25,349 202,732 126,747 2,420 0.187

pre_Tumor_0009 42,131 427,597 210,655 2,814 0.148

pre_Tumor_0010 3,373 178,030 16,863 353 0.085

pre_Tumor_0011 12,221 225,304 61,103 770 0.185

post1_Tumor_0001 22,784 884,810 113,920 3,778 0.161

post1_Tumor_0002 33,317 938,283 166,587 2,106 0.127

post1_Tumor_0004 17,926 1,423,208 89,631 1,478 0.108

post1_Tumor_0006 7,475 122,584 37,373 780 0.132

post1_Tumor_0007 12,767 149,507 63,835 727 0.263

post1_Tumor_0008 24,275 146,612 121,375 1,371 0.261

post1_Tumor_0009 17,048 162,169 85,238 1,180 0.116

post1_Tumor_0010 41,354 230,609 206,772 2,369 0.203

post1_Tumor_0011 14,904 197,483 74,521 803 0.246


