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shown. Two-tailed unpaired Student’s t-test. (B) Frequency distribution of peripheral CD57" (left)

and CD57 (right) CD8 T cells based on individual TCRA clonotype sequences. TIL TCRA were

reconstructed from bulk RNA-seq. Each slice size represents the percentage of cells with

individual TCR clonotypes. TCR sequences that overlap between blood and tumor are highlighted

in color.
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Fig. S11. Frequencies of common virus-specific T cells in responding and non-responding patients.

Antigens in the screening approach included epitopes derived from Cytomegalovirus (CMV),

Epstein Barr Virus (EBV) or Influenza (FLU). Data shown are median values of all antigen

specificities detected. Wilcoxon rank-sum test.
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Discovery cohort Validation cohort
Characteristic Atezolizumab treatment Atezolizumab treatment Chemotherapy treatment
R (11) NR (9) R (15) NR (15) R (20) NR (20)
Age (years) 69.3 (+/-8.1) 61.8 (+/-7.3) 71.9 (+/-12.1) 65.7 (+/9.1) 66.1 (+/-10.8) 64.0 (+/-9.7)
Mean (Std.
Deviation)
Sex, number (%)
male 9(82) 7(78) 11 (73) 10 (67) 19 (95) 17 (85)
female 2(18) 2(22) 4(27) 5(33) 1(5) 3(15)
Race, number
(%)
white 11 (100) 9 (100) 13 (86.6) 12 (80) 14 (70) 16 (80)
Asian 0(0) 0(0) 0(0) 2(13) 2(10) 3(15)
other 0(0) 0(0) 1(6.7) 1(7) 0 0
unknown 0(0) 0(0) 1(6.7) 4(20) 1(5)
LDH (u/L) 198 278 204 267.5 183.5 182
Median (181, 225) (169.5, 430.5) (163, 379) (176.3, 301.8) (161.3, 227.8) (151, 342)
(interquartile
range)
Liver 3(27) 4 (44) 0(0) 7(47) NA NA
metastases,
number (%)
ECOG score,
number
0 4 4 6 3 NA NA
1 7 5 7 12 NA NA
2 0 0 2 0 NA NA
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