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14784 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CCCCTGATCCTGGAGTCGCCCAGCCCCAACCAGACCTCTCTGTACTTCTGTGCCAGCAGTTCCTATTACGAGCAGTACTTCGGGCCG CASSSYYEQYF 8.04 0.31
2 AGTGCCCATCCTGAAGACAGCAGCTTCTACATCTGCAGTGCTAGGAGCACCGGGACTATGATTCGGGCTGAGCAGTTCTTCGGGCCA CSARSTGTMIRAEQFF 1.45 0.27
3 CTGACTGTGAGCAACATGAGCCCTGAAGACAGCAGCATATATCTCTGCAGCGTCCAAGGGGGATCTCCTGAAGCTTTCTTTGGACAA CSVQGGSPEAFF 1.38 0.22
4 CTAAACCTGAGCTCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGTGTTAGGGGATGAGCAGTTCTTCGGGCCA CASSVLGDEQFF 0.80 0.64
5 CTGAATGTGAACGCCTTGTTGCTGGGGGACTCGGCCCTCTATCTCTGTGCCAGCAGCTTTAGGTCCGGGGAGCTGTTTTTTGGAGAA CASSFRSGELFF 0.43 0.25
6 CTGCTGGGGTTGGAGTCGGCTGCTCCCTCCCAAACATCTGTGTACTTCTGTGCCAGCCGGCAGGGTTTTGGCTACACCTTCGGTTCG CASRQGFGYTF 0.14 1.35
7 ACTCTGACGATCCAGCGCACACAGCAGGAGGACTCGGCCGTGTATCTCTGTGCCAGCAGCTTAGGGTACACCATATATTTTGGAGAG CASSLGYTIYF 0.03 1.56
8 CACGCCCTGCAGCCAGAAGACTCAGCCCTGTATCTCTGCGCCAGCAGCCAAGTGCCTAGCGGCCCCTACGAGCAGTACTTCGGGCCG CASSQVPSGPYEQYF 0.03 0.82
9 ACCAGTGCCCATCCTGAAGACAGCAGCTTCTACATCTGCAGTGCTCCGGGGATCGGGCGACGGGGGACTGAAGCTTTCTTTGGACAA CSAPGIGRRGTEAFF 0.00 0.27

10 GCTGCTCCCTCCCAGACATCTGTGTACTTCTGTGCCAGCAGTCTAACAGGGGTGGTCATATACACCGGGGAGCTGTTTTTTGGAGAA CASSLTGVVIYTGELFF 0.00 0.27

12288 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CTGAAGATCCAGCCCTCAGAACCCAGGGACTCAGCTGTGTACTTCTGTGCCAGCAGTCCCTTGGGCTACGAGCAGTACTTCGGGCCG CASSPLGYEQYF 2.37 0.42
2 AGCACCTTGGAGCTGGGGGACTCGGCCCTTTATCTTTGCGCCAGCAGCGGGGGACAGGCCAGCTCCTACGAGCAGTACTTCGGGCCG CASSGGQASSYEQYF 0.30 0.58
3 ATCCGGTCCACAAAGCTGGAGGACTCAGCCATGTACTTCTGTGCCAGCAGAGGACAAGACCAGAACACTGAAGCTTTCTTTGGACAA CASRGQDQNTEAFF 0.24 0.89
4 CTCAGGCTGGAGTCGGCTGCTCCCTCCCAGACATCTGTGTACTTCTGTGCCAGCAGTGAAACAGACACTGAAGCTTTCTTTGGACAA CASSETDTEAFF 0.04 0.51
5 CACCTACACACCCTGCAGCCAGAAGACTCGGCCCTGTATCTCTGCGCCAGCAGCCAAATCGGGGATAAGACGGCTTTCTTTGGACAA CASSQIGDKTAFF 0.02 1.12
6 AAGATCCAGCCTGCAGAGCTTGGGGACTCGGCCGTGTATCTCTGTGCCAGCAGCCATACAAACACCGGGGAGCTGTTTTTTGGAGAA CASSHTNTGELFF 0.01 0.57
7 TTGGAGTCGGCTGCTCCCTCCCAAACATCTGTGTACTTCTGTGCCAGCAGTTACGGGGGACAGGGGCCTGAAGCTTTCTTTGGACAA CASSYGGQGPEAFF 0.01 0.44
8 GAGATCCAGCGCACAGAGCAGGGGGACTCGGCCATGTATCTCTGTGCCAGCAGTCTAGTCGGGGGGAGGGAAGCTTTCTTTGGACAA CASSLVGGREAFF 0.00 1.30

14835 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CACGCCCTGCAGCCAGAAGACTCAGCCCTGTATCTCTGCGCCAGCAGCCTGGACAGGGGGTATAATCAGCCCCAGCATTTTGGTGAT CASSLDRGYNQPQHF 23.03 1.09
2 CAACCTGCAAAGCTTGAGGACTCGGCCGTGTATCTCTGTGCCAGCAGCTTCAATGGGGAGATGAACACTGAAGCTTTCTTTGGACAA CASSFNGEMNTEAFF 0.01 1.36

13416 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 TTGGAGATCCAGCGCACAGAGCAGGGGGACTCGGCCATGTATCTCTGTGCCAGCAGCCTTTCCTCTTCACCCCTCCACTTTGGGAAC CASSLSSSPLHF 15.16 1.42
2 TCTAAGAAGCTCCTCCTCAGTGACTCTGGCTTCTATCTCTGTGCCTTCGTCAGCAGGGGAGGCGACTATGGCTACACCTTCGGTTCG CAFVSRGGDYGYTF 14.59 0.65
3 CTGAGCTCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGCCTCCGCGTGGGCCGCTGAAGCTTTCTTTGGACAA CASSASAWAAEAFF 7.38 1.34
4 ATGAGCTCCTTGGAGCTGGGGGACTCAGCCCTGTACTTCTGTGCCAGCAGCTCGAGGACTAGGTGGAATGAGCAGTTCTTCGGGCCA CASSSRTRWNEQFF 6.73 0.78
5 CTGAAGATCCAGCCCTCAGAACCCAGGGACTCAGCTGTGTACTTCTGTGCCAGCAGCAGTGCTAACTATGGCTACACCTTCGGTTCG CASSSANYGYTF 2.26 1.94
6 GAACTGAACATGAGCTCCTTGGAGCTGGGGGACTCAGCCCTGTACTTCTGTGCCAGCAGTTCATCTGATACGCAGTATTTTGGCCCA CASSSSDTQYF 0.00 0.82

13471 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 TCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGTAGGGGACAGGGGGTCTGGAAACACCATATATTTTGGAGAG CASSVGDRGSGNTIYF 5.80 0.60
2 TCCGCTACCAGCTCCCAGACATCTGTGTACTTCTGTGCCATCAGTGACCTCGGCGGCCCGGCCGCAGATACGCAGTATTTTGGCCCA CAISDLGGPAADTQYF 0.84 0.29

14746 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CCCAGCCCCAACCAGACCTCTCTGTACTTCTGTGCCAGCAGTTTATGGGGCGGCGGGAGCTCCTACAATGAGCAGTTCTTCGGGCCA CASSLWGGGSSYNEQFF 9.96 3.54
2 CAGCCTGCAGAACTGGAGGATTCTGGAGTTTATTTCTGTGCCAGCAGCCAACTGACAGGGGCTGACACTGAAGCTTTCTTTGGACAA CASSQLTGADTEAFF 0.40 0.59

Supplementary Table 2: TCR 
sequences present among 
top 10 clones in the tumor 
and identified in peripheral 
blood.
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7 ACTCTGACGATCCAGCGCACACAGCAGGAGGACTCGGCCGTGTATCTCTGTGCCAGCAGCTTAGGGTACACCATATATTTTGGAGAG CASSLGYTIYF 0.03 1.56
8 CACGCCCTGCAGCCAGAAGACTCAGCCCTGTATCTCTGCGCCAGCAGCCAAGTGCCTAGCGGCCCCTACGAGCAGTACTTCGGGCCG CASSQVPSGPYEQYF 0.03 0.82
9 ACCAGTGCCCATCCTGAAGACAGCAGCTTCTACATCTGCAGTGCTCCGGGGATCGGGCGACGGGGGACTGAAGCTTTCTTTGGACAA CSAPGIGRRGTEAFF 0.00 0.27

10 GCTGCTCCCTCCCAGACATCTGTGTACTTCTGTGCCAGCAGTCTAACAGGGGTGGTCATATACACCGGGGAGCTGTTTTTTGGAGAA CASSLTGVVIYTGELFF 0.00 0.27

12288 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CTGAAGATCCAGCCCTCAGAACCCAGGGACTCAGCTGTGTACTTCTGTGCCAGCAGTCCCTTGGGCTACGAGCAGTACTTCGGGCCG CASSPLGYEQYF 2.37 0.42
2 AGCACCTTGGAGCTGGGGGACTCGGCCCTTTATCTTTGCGCCAGCAGCGGGGGACAGGCCAGCTCCTACGAGCAGTACTTCGGGCCG CASSGGQASSYEQYF 0.30 0.58
3 ATCCGGTCCACAAAGCTGGAGGACTCAGCCATGTACTTCTGTGCCAGCAGAGGACAAGACCAGAACACTGAAGCTTTCTTTGGACAA CASRGQDQNTEAFF 0.24 0.89
4 CTCAGGCTGGAGTCGGCTGCTCCCTCCCAGACATCTGTGTACTTCTGTGCCAGCAGTGAAACAGACACTGAAGCTTTCTTTGGACAA CASSETDTEAFF 0.04 0.51
5 CACCTACACACCCTGCAGCCAGAAGACTCGGCCCTGTATCTCTGCGCCAGCAGCCAAATCGGGGATAAGACGGCTTTCTTTGGACAA CASSQIGDKTAFF 0.02 1.12
6 AAGATCCAGCCTGCAGAGCTTGGGGACTCGGCCGTGTATCTCTGTGCCAGCAGCCATACAAACACCGGGGAGCTGTTTTTTGGAGAA CASSHTNTGELFF 0.01 0.57
7 TTGGAGTCGGCTGCTCCCTCCCAAACATCTGTGTACTTCTGTGCCAGCAGTTACGGGGGACAGGGGCCTGAAGCTTTCTTTGGACAA CASSYGGQGPEAFF 0.01 0.44
8 GAGATCCAGCGCACAGAGCAGGGGGACTCGGCCATGTATCTCTGTGCCAGCAGTCTAGTCGGGGGGAGGGAAGCTTTCTTTGGACAA CASSLVGGREAFF 0.00 1.30

14835 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CACGCCCTGCAGCCAGAAGACTCAGCCCTGTATCTCTGCGCCAGCAGCCTGGACAGGGGGTATAATCAGCCCCAGCATTTTGGTGAT CASSLDRGYNQPQHF 23.03 1.09
2 CAACCTGCAAAGCTTGAGGACTCGGCCGTGTATCTCTGTGCCAGCAGCTTCAATGGGGAGATGAACACTGAAGCTTTCTTTGGACAA CASSFNGEMNTEAFF 0.01 1.36

13416 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 TTGGAGATCCAGCGCACAGAGCAGGGGGACTCGGCCATGTATCTCTGTGCCAGCAGCCTTTCCTCTTCACCCCTCCACTTTGGGAAC CASSLSSSPLHF 15.16 1.42
2 TCTAAGAAGCTCCTCCTCAGTGACTCTGGCTTCTATCTCTGTGCCTTCGTCAGCAGGGGAGGCGACTATGGCTACACCTTCGGTTCG CAFVSRGGDYGYTF 14.59 0.65
3 CTGAGCTCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGCCTCCGCGTGGGCCGCTGAAGCTTTCTTTGGACAA CASSASAWAAEAFF 7.38 1.34
4 ATGAGCTCCTTGGAGCTGGGGGACTCAGCCCTGTACTTCTGTGCCAGCAGCTCGAGGACTAGGTGGAATGAGCAGTTCTTCGGGCCA CASSSRTRWNEQFF 6.73 0.78
5 CTGAAGATCCAGCCCTCAGAACCCAGGGACTCAGCTGTGTACTTCTGTGCCAGCAGCAGTGCTAACTATGGCTACACCTTCGGTTCG CASSSANYGYTF 2.26 1.94
6 GAACTGAACATGAGCTCCTTGGAGCTGGGGGACTCAGCCCTGTACTTCTGTGCCAGCAGTTCATCTGATACGCAGTATTTTGGCCCA CASSSSDTQYF 0.00 0.82

13471 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 TCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGTAGGGGACAGGGGGTCTGGAAACACCATATATTTTGGAGAG CASSVGDRGSGNTIYF 5.80 0.60
2 TCCGCTACCAGCTCCCAGACATCTGTGTACTTCTGTGCCATCAGTGACCTCGGCGGCCCGGCCGCAGATACGCAGTATTTTGGCCCA CAISDLGGPAADTQYF 0.84 0.29

14746 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CCCAGCCCCAACCAGACCTCTCTGTACTTCTGTGCCAGCAGTTTATGGGGCGGCGGGAGCTCCTACAATGAGCAGTTCTTCGGGCCA CASSLWGGGSSYNEQFF 9.96 3.54
2 CAGCCTGCAGAACTGGAGGATTCTGGAGTTTATTTCTGTGCCAGCAGCCAACTGACAGGGGCTGACACTGAAGCTTTCTTTGGACAA CASSQLTGADTEAFF 0.40 0.59

Supplementary Table 2: TCR 
sequences present among 
top 10 clones in the tumor 
and identified in peripheral 
blood.

14784 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CCCCTGATCCTGGAGTCGCCCAGCCCCAACCAGACCTCTCTGTACTTCTGTGCCAGCAGTTCCTATTACGAGCAGTACTTCGGGCCG CASSSYYEQYF 8.04 0.31
2 AGTGCCCATCCTGAAGACAGCAGCTTCTACATCTGCAGTGCTAGGAGCACCGGGACTATGATTCGGGCTGAGCAGTTCTTCGGGCCA CSARSTGTMIRAEQFF 1.45 0.27
3 CTGACTGTGAGCAACATGAGCCCTGAAGACAGCAGCATATATCTCTGCAGCGTCCAAGGGGGATCTCCTGAAGCTTTCTTTGGACAA CSVQGGSPEAFF 1.38 0.22
4 CTAAACCTGAGCTCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGTGTTAGGGGATGAGCAGTTCTTCGGGCCA CASSVLGDEQFF 0.80 0.64
5 CTGAATGTGAACGCCTTGTTGCTGGGGGACTCGGCCCTCTATCTCTGTGCCAGCAGCTTTAGGTCCGGGGAGCTGTTTTTTGGAGAA CASSFRSGELFF 0.43 0.25
6 CTGCTGGGGTTGGAGTCGGCTGCTCCCTCCCAAACATCTGTGTACTTCTGTGCCAGCCGGCAGGGTTTTGGCTACACCTTCGGTTCG CASRQGFGYTF 0.14 1.35
7 ACTCTGACGATCCAGCGCACACAGCAGGAGGACTCGGCCGTGTATCTCTGTGCCAGCAGCTTAGGGTACACCATATATTTTGGAGAG CASSLGYTIYF 0.03 1.56
8 CACGCCCTGCAGCCAGAAGACTCAGCCCTGTATCTCTGCGCCAGCAGCCAAGTGCCTAGCGGCCCCTACGAGCAGTACTTCGGGCCG CASSQVPSGPYEQYF 0.03 0.82
9 ACCAGTGCCCATCCTGAAGACAGCAGCTTCTACATCTGCAGTGCTCCGGGGATCGGGCGACGGGGGACTGAAGCTTTCTTTGGACAA CSAPGIGRRGTEAFF 0.00 0.27
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3 ATCCGGTCCACAAAGCTGGAGGACTCAGCCATGTACTTCTGTGCCAGCAGAGGACAAGACCAGAACACTGAAGCTTTCTTTGGACAA CASRGQDQNTEAFF 0.24 0.89
4 CTCAGGCTGGAGTCGGCTGCTCCCTCCCAGACATCTGTGTACTTCTGTGCCAGCAGTGAAACAGACACTGAAGCTTTCTTTGGACAA CASSETDTEAFF 0.04 0.51
5 CACCTACACACCCTGCAGCCAGAAGACTCGGCCCTGTATCTCTGCGCCAGCAGCCAAATCGGGGATAAGACGGCTTTCTTTGGACAA CASSQIGDKTAFF 0.02 1.12
6 AAGATCCAGCCTGCAGAGCTTGGGGACTCGGCCGTGTATCTCTGTGCCAGCAGCCATACAAACACCGGGGAGCTGTTTTTTGGAGAA CASSHTNTGELFF 0.01 0.57
7 TTGGAGTCGGCTGCTCCCTCCCAAACATCTGTGTACTTCTGTGCCAGCAGTTACGGGGGACAGGGGCCTGAAGCTTTCTTTGGACAA CASSYGGQGPEAFF 0.01 0.44
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3 CTGAGCTCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGCCTCCGCGTGGGCCGCTGAAGCTTTCTTTGGACAA CASSASAWAAEAFF 7.38 1.34
4 ATGAGCTCCTTGGAGCTGGGGGACTCAGCCCTGTACTTCTGTGCCAGCAGCTCGAGGACTAGGTGGAATGAGCAGTTCTTCGGGCCA CASSSRTRWNEQFF 6.73 0.78
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6 CTGCTGGGGTTGGAGTCGGCTGCTCCCTCCCAAACATCTGTGTACTTCTGTGCCAGCCGGCAGGGTTTTGGCTACACCTTCGGTTCG CASRQGFGYTF 0.14 1.35
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2 CAACCTGCAAAGCTTGAGGACTCGGCCGTGTATCTCTGTGCCAGCAGCTTCAATGGGGAGATGAACACTGAAGCTTTCTTTGGACAA CASSFNGEMNTEAFF 0.01 1.36

13416 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 TTGGAGATCCAGCGCACAGAGCAGGGGGACTCGGCCATGTATCTCTGTGCCAGCAGCCTTTCCTCTTCACCCCTCCACTTTGGGAAC CASSLSSSPLHF 15.16 1.42
2 TCTAAGAAGCTCCTCCTCAGTGACTCTGGCTTCTATCTCTGTGCCTTCGTCAGCAGGGGAGGCGACTATGGCTACACCTTCGGTTCG CAFVSRGGDYGYTF 14.59 0.65
3 CTGAGCTCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGCCTCCGCGTGGGCCGCTGAAGCTTTCTTTGGACAA CASSASAWAAEAFF 7.38 1.34
4 ATGAGCTCCTTGGAGCTGGGGGACTCAGCCCTGTACTTCTGTGCCAGCAGCTCGAGGACTAGGTGGAATGAGCAGTTCTTCGGGCCA CASSSRTRWNEQFF 6.73 0.78
5 CTGAAGATCCAGCCCTCAGAACCCAGGGACTCAGCTGTGTACTTCTGTGCCAGCAGCAGTGCTAACTATGGCTACACCTTCGGTTCG CASSSANYGYTF 2.26 1.94
6 GAACTGAACATGAGCTCCTTGGAGCTGGGGGACTCAGCCCTGTACTTCTGTGCCAGCAGTTCATCTGATACGCAGTATTTTGGCCCA CASSSSDTQYF 0.00 0.82

13471 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 TCTCTGGAGCTGGGGGACTCAGCTTTGTATTTCTGTGCCAGCAGCGTAGGGGACAGGGGGTCTGGAAACACCATATATTTTGGAGAG CASSVGDRGSGNTIYF 5.80 0.60
2 TCCGCTACCAGCTCCCAGACATCTGTGTACTTCTGTGCCATCAGTGACCTCGGCGGCCCGGCCGCAGATACGCAGTATTTTGGCCCA CAISDLGGPAADTQYF 0.84 0.29

14746 Nucleotide AA PBMC Freq (%) TIL Freq (%)
1 CCCAGCCCCAACCAGACCTCTCTGTACTTCTGTGCCAGCAGTTTATGGGGCGGCGGGAGCTCCTACAATGAGCAGTTCTTCGGGCCA CASSLWGGGSSYNEQFF 9.96 3.54
2 CAGCCTGCAGAACTGGAGGATTCTGGAGTTTATTTCTGTGCCAGCAGCCAACTGACAGGGGCTGACACTGAAGCTTTCTTTGGACAA CASSQLTGADTEAFF 0.40 0.59

Supplementary Table 2: TCR 
sequences present among 
top 10 clones in the tumor 
and identified in peripheral 
blood.
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