Mouse 1

Reads
10917
6198
1829
1022
1003
694
581
507
424
387
321
283
277
183
174
146
122
111
97
95
93
90
82
81
78
78
77
68
63
59
53
52
50
50
50
49
48
47
46
45
43
42
40
40
38
37
37

chronic

Frequency CDR3 Nucleotide sequence

40.573 TGTGCTAGCTCTGCTGGGGGAGACTATGCTGAGCAGTTCTTC
23.035 TGTGCTAGCAGGCTACAGGGAAACCAAGACACCCAGTACTTT
6.797 TGTGCCAGCAGAAGTAGGGGGCTGGACCAAGACACCCAGTACTTT
3.798 TGTGCCAGCAGTCCGGGACACGCAAACACAGAAGTCTTCTTT
3.728 TGTGCCAGCGGGGACGGCAACTATGCTGAGCAGTTCTTC
2.579 TGTGCTAGCAGTAGAGCGGTCAGGGGGAACACAGAAGTCTTCTTT
2.159 TGTGCCAGCAGTGATGGGGGGTTCCACACAGAAGTCTTCTTT
1.884 TGTGCCAGCAGTGATGGGGGGAGTCAAAACACCTTGTACTTT
1.576 TGTGCCAGCGGTGATGAGGCAGGGGGCTCAAACTCCGACTACACCTTC
1.438 TGTGCTAGCAGTAGAGGTCAGTATGAACAGTACTTC
1.193 TGTGCCAGCAGGACAGGGGGTGCAAACACAGAAGTCTTCTTT
1.052 TGTGCCAGCAGCCAAGAAGAGACAAACGCAAACTCCGACTACACCTTC
1.029 TGTGCTAGCAGTCCTACAGGAAACAACCAAGACACCCAGTACTTT
0.680 TGTGCCAGCAGTATAGCTCTGCGTAGTCAAAACACCTTGTACTTT
0.647 TGTGCCAGCAGGTGGGGGAATAGTCAAAACACCTTGTACTTT
0.543 TGTGCCAGCAGTTTGGGGGGGTTTTCCAACGAAAGATTATTTTTC
0.453 TGTGCCAGCAGTGATAGGGGGGTTAACCAAGACACCCAGTACTTT
0.413 TGTGCTAGCAGTTTAAGGGGGGCTGAACAGTACTTC
0.361 TGTGCCAGCAGTGATGGACAAAATAACAACCAGGCTCCGCTTTTT
0.353 TGTGCCAGCGGTGATGGGCCGGGCGAAAGATTATTTTTC
0.346 TGTGCTAGCAGTAGAGCTGGGGGAAACTATGCTGAGCAGTTCTTC
0.334 TGTGCCAGCAGTGATGGGGGCAGGAATTCGCCCCTCTACTTT

0.305 TGTGCTAGCAGTAGAAGTGGACTGGGGGGGATTCAAAACACCTTGTACTTT

0.301 TGTGCTAGCAGTCCAGGGAATAACAACCAGGCTCCGCTTTTT
0.290 TGTGCCAGCAGTGATGGGGGGGCGCGTGCTGAGCAGTTCTTC
0.290 TGTGCCAGCAGTGATGGGGGACACAACGAAAGATTATTTTTC
0.286 TGTGCCAGCAGTGTGGGCAATGCAAACTCCGACTACACCTTC
0.253 TGTGCCAGCAGTCCAGGGGGCGGCAACCAGGCTCCGCTTTTT
0.234 TGTGGTGCTAGGGATCAAACAAGGCTCAACGAAAGATTATTTTTC
0.219 TGTGCTAGCAGTTTACGGGGTGCTGAGCAGTTCTTC

0.197 TGTGCCAGCAGTGTAGGGAACGGTAATTCGCCCCTCTACTTT
0.193 TGTGCCAGCAGTGACAGGGGTTCTGGAAATACGCTCTATTTT
0.186 TGTGCTAGCAGTACCGCCGGGACAGCAAACACAGAAGTCTTCTTT
0.186 TGTGCCAGCAGTCCCGGGGGTAGTCAAAACACCTTGTACTTT
0.186 TGTGCCAGCAGTCCAGGGAGCTATAATTCGCCCCTCTACTTT
0.182 TGTGCCAGCAGCTTAAGCCAGTATGCTGAGCAGTTCTTC

0.178 TGTGCCAGCAGCCCGGGACACAGTCAAAACACCTTGTACTTT
0.175 TGTGCCAGCAGCTTAAAGGGAAACTCCGACTACACCTTC

0.171 TGTGCCAGCAGCTCGACAGGGGAAGGGGTTGAACAGTACTTC
0.167 TGTGCCAGCGGTGATGCACTGGGTAGTGCAGAAACGCTGTATTTT
0.160 TGTGCCAGCTCTCTCGAGGGGAACCAAGACACCCAGTACTTT
0.156 TGTGCTAGCAGTAGAGACCGGGACAGGGGGAACACCCAGTACTTT
0.149 TGTGCCAGCGGTGATAGAGGACAGGATTCTGGAAATACGCTCTATTTT
0.149 TGTGCCAGCAGCTTCACATCTAGTCAAAACACCTTGTACTTT

0.141 TGTGCCAGCAGCTATGGGAATAGTCAAAACACCTTGTACTTT
0.138 TGTGCCAGCAGCTGGGGACAGGGGAGGGCCACCGGGCAGCTCTACTTT
0.138 TGTGCAAGCAGCTTATGGGGGTACTATGCTGAGCAGTTCTTC

CDR3 AA sequence
ASSAGGDYAEQF
ASRLQGNQDTQY
ASRSRGLDQDTQY
ASSPGHANTEVF
ASGDGNYAEQF
ASSRAVRGNTEVF
ASSDGGFHTEVF
ASSDGGSQNTLY
ASGDEAGGSNSDYT
ASSRGQYEQY
ASRTGGANTEVF
ASSQEETNANSDYT
ASSPTGNNQDTQY
ASSIALRSQNTLY
ASRWGNSQNTLY
ASSLGGFSNERLF
ASSDRGVNQDTQY
ASSLRGAEQY
ASSDGQNNNQAPL
ASGDGPGERLF
ASSRAGGNYAEQF
ASSDGGRNSPLY
ASSRSGLGGIQNTLY
ASSPGNNNQAPL
ASSDGGARAEQF
ASSDGGHNERLF
ASSVGNANSDYT
ASSPGGGNQAPL
GARDQTRLNERLF
ASSLRGAEQF
ASSVGNGNSPLY
ASSDRGSGNTLY
ASSTAGTANTEVF
ASSPGGSQNTLY
ASSPGSYNSPLY
ASSLSQYAEQF
ASSPGHSQNTLY
ASSLKGNSDYT
ASSSTGEGVEQY
ASGDALGSAETLY
ASSLEGNQDTQY
ASSRDRDRGNTQY
ASGDRGQDSGNTLY
ASSFTSSQNTLY
ASSYGNSQNTLY
ASSWGQGRATGQLY
ASSLWGYYAEQF

V segments
TRBV17
TRBV17
TRBV13-3
TRBV13-3
TRBV13-3
TRBV17
TRBV13-1
TRBV13-3
TRBV13-2
TRBV17
TRBV13-1
TRBV2
TRBV17
TRBV19
TRBV13-3
TRBV14
TRBV13-3
TRBV29
TRBV13-3
TRBV13-2
TRBV17
TRBV13-3
TRBV17
TRBV17
TRBV13-3
TRBV13-1
TRBV13-3
TRBV13-3
TRBV20
TRBV29
TRBV13-3
TRBV13-3
TRBV17
TRBV19
TRBV14
TRBV3
TRBV19
TRBV3
TRBV4
TRBV13-2
TRBV12-2
TRBV17
TRBV13-2
TRBV3
TRBV4
TRBV4
TRBV16

J segments
TRBJ2-1
TRBJ2-5
TRBJ2-5
TRBJ1-1
TRBJ2-1
TRBJ1-1
TRBJ1-1
TRBJ2-4
TRBJ1-2
TRBJ2-7
TRBJ1-1
TRBJ1-2
TRBJ2-5
TRBJ2-4
TRBJ2-4
TRBJ1-4
TRBJ2-5
TRBJ2-7
TRBJ1-5
TRBJ1-4
TRBJ2-1
TRBJ1-6
TRBJ2-4
TRBJ1-5
TRBJ2-1
TRBJ1-4
TRBJ1-2
TRBJ1-5
TRBJ1-4
TRBJ2-1
TRBJ1-6
TRBJ1-3
TRBJ1-1
TRBJ2-4
TRBJ1-6
TRBJ2-1
TRBJ2-4
TRBJ1-2
TRBJ2-7
TRBJ2-3
TRBJ2-5
TRBJ2-5
TRBJ1-3
TRBJ2-4
TRBJ2-4
TRBJ2-2
TRBJ2-1



Mouse 2

Reads
2781
2587
2389
2223
2111
2098
1528
1007

910
856
653
550
500
388
373
351
336
288
276
263
167
159
158
154
146
137
129
123
116
113
102
99
96
96
95
89
83
83
76
76
73
72
66
59
58
55
51
50
48
44

chronic

Frequency CDR3 Nucleotide sequence

10.974 TGTGCCAGCAGTATGGGGGACGGCTATGCTGAGCAGTTCTTC

10.209 TGTGCCAGCGGTGGGGACAATGCAAACTCCGACTACACCTTC
9.427 TGTGCCGGGTGGACAGGGAATTCTGGAAATACGCTCTATTTT
8.772 TGTGCCAGCAGTGATTGGGGTAACTATGCTGAGCAGTTCTTC
8.330 TGTGCCAGCAGTCCCGGTAATAGTCAAAACACCTTGTACTTT
8.279 TGTGCCAGCAGTCCCGGGAATAACAACCAGGCTCCGCTTTTT
6.030 TGTGCCAGCAGTATAGGACAAAATAATTCGCCCCTCTACTTT
3.974 TGTGCCAGCAGTGACGGTTCCTATAATTCGCCCCTCTACTTT
3.591 TGTGCTAGCAGTCCCGCGGGGGACCACCCCGGGCAGCTCTACTTT
3.378 TGTGCCAGCAGTGATGACTGGGGGGGCGCGGGAGCTGAGCAGTTCTTC
2.577 TGTGCCAGCGGTGATGAGGGACAAAACTCCGACTACACCTTC
2.170 TGTGCCAGCGCGACCGGGGGGGGTCAAGACACCCAGTACTTT
1.973 TGTGCCAGCAGTGATGGGACATTTAACCAGGCTCCGCTTTTT
1.531 TGTGCCAGCAGCTCCGGGAACTATAATTCGCCCCTCTACTTT
1.472 TGTGCTAGCAGCCTGGGGGGGGACTATGCTGAGCAGTTCTTC
1.385 TGTGCCAGCAGTGAAGGGAACTCCGACTACACCTTC
1.326 TGTGCAAGCAGCTTAGATGGGCAGGGGGGACAGTACTTC
1.136 TGTGGTGCTAGGGATCAGGACAATTCCAACGAAAGATTATTTTTC
1.089 TGTGCCAGCAGGGACGGTTCCTATAATTCGCCCCTCTACTTT
1.038 TGTGCCAGCAGCTCCGGACAAGCAAACACAGAAGTCTTCTTT
0.659 TGTGCTAGCAGTACAGGGGGCTCAAACACAGAAGTCTTCTTT
0.627 TGTGCAAGCAGCCCCTTGTACTTT

0.623 TGCACCTGCAGTGCAGGCCGGGACTGGGGGAACTCCTATGAACAGTACTTC

0.608 TGTGCCAGCAGTGAGTGGGGGGGGGATGCTGAGCAGTTCTTC
0.576 TGTGCTAGCAGTAGATGGAGTGGGGGGGCTGACACCTTGTACTTT
0.541 TGTGCCAGCGGTGATGGGGGGGGCGCCCACTCCGACTACACCTTC
0.509 TGTGCTAGCAGCTTCGGACTGGGGTCTAGTGCAGAAACGCTGTATTTT
0.485 TGTGCCAGCAGTGAAGGCAATGCAAACTCCGACTACACCTTC
0.458 TGTGCCAGCGGTGGGGACAATGCAAACTCCGACTACGCCTTC
0.446 TGTGCCAGCAGTATTGGACAGGCAAACTCCGACTACACCTTC
0.403 TGTGCCAGCAGTGTGGGACAGGGGAACCAGGCTCCGCTTTTT
0.391 TGTGCCAGCAGGGACAGGGACCTCCAAGACACCCAGTACTTT
0.379 TGTGCCAGCGGTGATCGAGGGACAGCAAACACAGAAGTCTTCTTT
0.379 TGTGCCAGCAGTGAATCAGCTGAGCAGTTCTTC

0.375 TGTGCCAGCGCCCCCTGGGGGGGCGGAGAACAGTACTTC

0.351 TGTGCCAGCAGTGGGGGTCTTTCCAACGAAAGATTATTTTTC
0.328 TGTGGTGCTAGGGATCAAACAAATGCAAACTCCGACTACACCTTC
0.328 TGTGCTAGCAGTGTCCCGGGGAACTATGCTGAGCAGTTCTTC
0.300 TGTGCCAGCAGGACAGGGGGAGCAAACACAGAAGTCTTCTTT
0.300 TGTGCTAGCAGTCCGGGACAATATGAACAGTACTTC

0.288 TGTGCCAGCAACCAAGGCAATAGTCAAAACACCTTGTACTTT
0.284 TGTGCCAGCAGTGGCCGGGGCCGAAACACCGGGCAGCTCTACTTT
0.260 TGTGCCAGCGGTGATAGGACTGGGGATAGTGCAGAAACGCTGTATTTT
0.233 TGTGGTGCTAGGGACAGTCAAAACACCTTGTACTTT

0.229 TGTGCCAGCAGCCGGGACAGTGCAGAAACGCTGTATTTT

0.217 TGTGCCAGCAACAGTAACAACCAGGCTCCGCTTTTT

0.201 TGTGCCACCACGGACTGGGGCTTAAACACCGGGCAGCTCTACTTT
0.197 TGTGCTAGCAGACCGAACTGGGGGGACTATGCTGAGCAGTTCTTC
0.189 TGTGGTGCTATACAGGGTACAAACACAGAAGTCTTCTTT

0.174 TGTGCCAGCAGTACCTGGGGAGACACCGGGCAGCTCTACTTT

CDR3 AA sequence
ASSMGDGYAEQF
ASGGDNANSDYT
AGWTGNSGNTLY
ASSDWGNYAEQF
ASSPGNSQNTLY
ASSPGNNNQAPL
ASSIGQNNSPLY
ASSDGSYNSPLY
ASSPAGDHPGQLY
ASSDDWGGAGAEQF
ASGDEGQNSDYT
ASATGGGQDTQY
ASSDGTFNQAPL
ASSSGNYNSPLY
ASSLGGDYAEQF
ASSEGNSDYT
ASSLDGQGGQY
GARDQDNSNERLF
ASRDGSYNSPLY
ASSSGQANTEVF
ASSTGGSNTEVF
ASSPLY
TCSAGRDWGNSYEQY
ASSEWGGDAEQF
ASSRWSGGADTLY
ASGDGGGAHSDYT
ASSFGLGSSAETLY
ASSEGNANSDYT
ASGGDNANSDYA
ASSIGQANSDYT
ASSVGQGNQAPL
ASRDRDLQDTQY
ASGDRGTANTEVF
ASSESAEQF
ASAPWGGGEQY
ASSGGLSNERLF
GARDQTNANSDYT
ASSVPGNYAEQF
ASRTGGANTEVF
ASSPGQYEQY
ASNQGNSQNTLY
ASSGRGRNTGQLY
ASGDRTGDSAETLY
GARDSQNTLY
ASSRDSAETLY
ASNSNNQAPL
ATTDWGLNTGQLY
ASRPNWGDYAEQF
GAIQGTNTEVF
ASSTWGDTGQLY

V segments
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-1
TRBV14
TRBV14
TRBV19
TRBV13-3
TRBV17
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-3
TRBV14
TRBV17
TRBV13-3
TRBV16
TRBV20
TRBV13-3
TRBV3
TRBV17
TRBV16
TRBV1
TRBV13-3
TRBV17
TRBV13-2
TRBV17
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-3
TRBV19
TRBV13-2
TRBV13-1
TRBV13-3
TRBV13-3
TRBV20
TRBV17
TRBV13-1
TRBV17
TRBV14
TRBV13-1
TRBV13-2
TRBV20
TRBV3
TRBV13-1
TRBV19
TRBV17
TRBV20
TRBV13-3

J segments
TRBJ2-1
TRBJ1-2
TRBJ1-3
TRBJ2-1
TRBJ2-4
TRBJ1-5
TRBJ1-6
TRBJ1-6
TRBJ2-2
TRBJ2-1
TRBJ1-2
TRBJ2-5
TRBJ1-5
TRBJ1-6
TRBJ2-1
TRBJ1-2
TRBJ2-7
TRBJ1-4
TRBJ1-6
TRBJ1-1
TRBJ1-1
TRBJ2-4
TRBJ2-7
TRBJ2-1
TRBJ2-4
TRBJ1-2
TRBJ2-3
TRBJ1-2
TRBJ1-2
TRBJ1-2
TRBJ1-5
TRBJ2-5
TRBJ1-1
TRBJ2-1
TRBJ2-7
TRBJ1-4
TRBJ1-2
TRBJ2-1
TRBJ1-1
TRBJ2-7
TRBJ2-4
TRBJ2-2
TRBJ2-3
TRBJ2-4
TRBJ2-3
TRBJ1-5
TRBJ2-2
TRBJ2-1
TRBJ1-1
TRBJ2-2



Mouse 3

Reads
3880
2339
2144
1932

548
548
494
491
449
440
367
360
297
246
244
218
215
174
158
124
108
99
97
92
92
92
90
89
86
84
82
80
79
78
76
74
72
71
69
69
66
62
59
54
54
53
52
52
50
46
45
45
41
41
40
40
40
38
37
36
36
36
36
35
35
35
34
33
33
33
32
32
32
32

chronic

Frequency

Part|

CDR3 Nucleotide sequence
19.220 TGTGCCAGCGGTGATGGTAATTCCAACGAAAGATTATTTTTC
11.587 TGTGCCAGCTCTCTCGTGGGACAGACAAACTCCGACTACACCTTC
10.621 TGTGCTAGCAGTAGAGAGGGACAGAACTATGCTGAGCAGTTCTTC
9.571 TGTGGTGCTTTGGACAGGGAGGGTTCCAACGAAAGATTATTTTTC
2.715 TGTGCCAGCGGTGATCGGGCTGGGGATAACTATGCTGAGCAGTTCTTC
2.715 TGTGCTAGCAGTAGAGGGGATAACTATGCTGAGCAGTTCTTC
2.447 TGTGCCAGCAGTATAGGGCAGGCAAACACAGAAGTCTTCTTT
2.432 TGTGCCAGCAGTGTGGGGAATAACAACCAGGCTCCGCTTTTT
2.224 TGTGCTAGCAGTAGAGGACAATATGAACAGTACTTC
2.180 TGTGCCAGCAGTCGGGGACTGGGGGGCTCTAGCTCCTATGAACAGTACTTC
1.818 TGTGGTGCTAGGGATCAAACATTTTCCAACGAAAGATTATTTTTC
1.783 TGTGCCAGCAGTATCGGCCAGATTTCCAACGAAAGATTATTTTTC
1.471 TGTGCCAGCAGTATAGAGGGACTGGGGGGTTATGCTGAGCAGTTCTTC
1.219 TGTGCCAGCGGTGATAGGGGGGTGGCTAGTGCAGAAACGCTGTATTTT
1.209 TGTGCCAGCGGTGATCGACAGGGTTCTAGTGCAGAAACGCTGTATTTT
1.080 TGTGCCAGCGGGGGGACACATGCAAACTCCGACTACACCTTC
1.065 TGTGCCAGCAGCTCCGACAGGGAGTGGGGAAACTATGCTGAGCAGTTCTTC
0.862 TGTGCCAGCAGTGATGGCAATAGTCAAAACACCTTGTACTTT
0.783 TGTGCCAGCAGTACTGGGGGCTACCAAGACACCCAGTACTTT
0.614 TGTGGTGCTAGGGATCGGACAAATGCAAACACAGAAGTCTTCTTT
0.535 TGTGCCAGCAGTGCAGGGGGTCAAAACACCTTGTACTTT
0.490 TGTGCTAGCAGTAGAGATGGGGGTAACTATGCTGAGCAGTTCTTC
0.481 TGTGCTAGCAGTAGAGGAGGGAACTATGCTGAGCAGTTCTTC
0.456 TGTGCCAGCTCTCTCGGCGGGGGTTTAAATTCGCCCCTCTACTTT
0.456 TGTGCCAGCAGTGATGCACAGACAAACACAGAAGTCTTCTTT
0.456 TGTGCCAGCAGCTACAAGAATAACAACCAGGCTCCGCTTTTT
0.446 TGTGCCAGCTCCTACTGGGGGAGCTCCTATGAACAGTACTTC
0.441 TGTGCCAGCAGACGGGACAGGGATCAAAACACCTTGTACTTT
0.426 TGCACCTGCAGTGCAGATCGGCGCTGGGGGAACTATGCTGAGCAGTTCTTC
0.416 TGTGCCTGGAGTCTCAGTAGGCGGGACAGTAACTATGCTGAGCAGTTCTTC
0.406 TGTGCCAGCAGTGCCGGGAACGCAAACTCCGACTACACCTTC
0.396 TGTGCTAGCAGTAGAGCTCCGGACATCAACTCCGACTACACCTTC
0.391 TGTGCCAGCGGTGATGGGACTGGGGGGGAGGTGGACACCCAGTACTTT
0.386 TGTGCTAGCAGTCCCGGGGGGGACCAAGACACCCAGTACTTT
0.376 TGTGGTGCTAGGGATCAGGACAGTGCAAACACAGAAGTCTTCTTT
0.367 TGTGCCAGCGGTGATCGGGGACAGGGGAACTATGCTGAGCAGTTCTTC
0.357 TGTGCCAGCAGCCCAGGGGGCGGCAACCAGGCTCCGCTTTTT
0.352 TGTGCCAGCGGTGATAGGGGACTGGCTAGTGCAGAAACGCTGTATTTT
0.342 TGTGCCAGCCGTCTGGGGGGTAGTCAAAACACCTTGTACTTT
0.342 TGTGCCAGCAGTGATGGCAATGCAAACTCCGACTACACCTTC
0.327 TGTGCCAGCGGTGATAGGGGGGAGGGGAGTCAAAACACCTTGTACTTT
0.307 TGTGCCAGCGGTGGGCTAAATGCAAACTCCGACTACACCTTC
0.292 TGTGCCAGCAGTATCTGGGGGGGGTACTTT
0.267 TGTGCTAGCAGTTCACCCCGGGACACTCTGAATGGTGGAAATACGCTCTATTTT
0.267 TGTGCTAGCAGTCCCGCGGGGGACCAAGACACCCAGTACTTT
0.263 TGTGCCAGCAGTGCGGGGGGCGCGAATTCGCCCCTCTACTTT
0.258 TGTGGTGCTAGGGATCAGACAGGGACAAACACAGAAGTCTTCTTT
0.258 TGTGCCAGCAGTGATGCGTGGTATGCTGAGCAGTTCTTC
0.248 TGTGCCAGCGGTGACGGCAATGCAAACTCCGACTACACCTTC
0.228 TGTGCCAGCGGTGATGGGGACAGGGGGCCGGCTGAGCAGTTCTTC
0.223 TGTGGTGCTAGGGATCAACAGGGATCAAACTCCGACTACACCTTC
0.223 TGTGGTGCACGGGACAGGGGAGGGGAAGACACCCAGTACTTT
0.203 TGTGCCAGCGGTGGGGACAGGGCAGACACCCAGTACTTT
0.203 TGTGCTAGCAGCCGACTGGGGGGGGAACAGTACTTC
0.198 TGTGCTAGCAGTTTCTGGGGGGGGATACTTAACACCGGGCAGCTCTACTTT
0.198 TGTGCCAGCAGTCCGGACTGGGGGGTTAACTATGCTGAGCAGTTCTTC
0.198 TGTGCCAGCAGTGACAGGGACACCTTGTACTTT
0.188 TGTGCTAGCAGCCCGGGACAACTAAACACAGAAGTCTTCTTT
0.183 TGTGCCAGCGGTGATAACCAGGCAAACTCCGACTACACCTTC
0.178 TGTGCCAGCAGCCAGGGACAGGGGAGGAACACAGAAGTCTTCTTT
0.178 TGTGCCAGCTCTCTCCGGGACAGGGACACAGAAGTCTTCTTT
0.178 TGTGCCAGCAGTTACAGCGGCGCGAACACAGAAGTCTTCTTT
0.178 TGTGGTGCTAGACAGGGGGCAGGCTCCGACTACACCTTC
0.173 TGTGCCAGCAGTTTAAACTTACCGGGACAATCCTATGGCTACACCTTC
0.173 TGTGCTAGCAGTACCAATCTTAACCAAGACACCCAGTACTTT
0.173 TGTGCCAGCAGTTCGGCATCCTATGCTGAGCAGTTCTTC
0.168 TGTGCCAGCAGTGAGGGACATAACTATGCTGAGCAGTTCTTC
0.163 TGTGCCAGCAGCCCTGACAGGGGGCGAACAGAAGTCTTCTTT
0.163 TGTGCCAGCAGTGATGGACCGCTGTATTTT
0.163 TGTGCCAGCGGTGATGCCGGGGGTAACCAAGACACCCAGTACTTT
0.159 TGTGCCAGCAGTGTCCGGGACAGGGGAAACGGGCAGCTCTACTTT
0.159 TGTGCCAGCAGTGAGGAGGGTAACTATGCTGAGCAGTTCTTC
0.159 TGCACCTGCAGTGCAGACAGCACAGAAGTCTTCTTT
0.159 TGTGCCAGCAGCCCTGGGGGTAGTCAAAACACCTTGTACTTT

CDR3 AA sequence
ASGDGNSNERLF
ASSLVGQTNSDYT
ASSREGQNYAEQF
GALDREGSNERLF
ASGDRAGDNYAEQF
ASSRGDNYAEQF
ASSIGQANTEVF
ASSVGNNNQAPL
ASSRGQYEQY
ASSRGLGGSSSYEQY
GARDQTFSNERLF
ASSIGQISNERLF
ASSIEGLGGYAEQF
ASGDRGVASAETLY
ASGDRQGSSAETLY
ASGGTHANSDYT
ASSSDREWGNYAEQF
ASSDGNSQNTLY
ASSTGGYQDTQY
GARDRTNANTEVF
ASSAGGQNTLY
ASSRDGGNYAEQF
ASSRGGNYAEQF
ASSLGGGLNSPLY
ASSDAQTNTEVF
ASSYKNNNQAPL
ASSYWGSSYEQY
ASRRDRDQNTLY
TCSADRRWGNYAEQF
AWSLSRRDSNYAEQF
ASSAGNANSDYT
ASSRAPDINSDYT
ASGDGTGGEVDTQY
ASSPGGDQDTQY
GARDQDSANTEVF
ASGDRGQGNYAEQF
ASSPGGGNQAPL
ASGDRGLASAETLY
ASRLGGSQNTLY
ASSDGNANSDYT
ASGDRGEGSQNTLY
ASGGLNANSDYT
ASSIWGGY
ASSSPRDTLNGGNTLY
ASSPAGDQDTQY
ASSAGGANSPLY
GARDQTGTNTEVF
ASSDAWYAEQF
ASGDGNANSDYT
ASGDGDRGPAEQF
GARDQQGSNSDYT
GARDRGGEDTQY
ASGGDRADTQY
ASSRLGGEQY
ASSFWGGILNTGQLY
ASSPDWGVNYAEQF
ASSDRDTLY
ASSPGQLNTEVF
ASGDNQANSDYT
ASSQGQGRNTEVF
ASSLRDRDTEVF
ASSYSGANTEVF
GARQGAGSDYT
ASSLNLPGQSYGYT
ASSTNLNQDTQY
ASSSASYAEQF
ASSEGHNYAEQF
ASSPDRGRTEVF
ASSDGPLY
ASGDAGGNQDTQY
ASSVRDRGNGQLY
ASSEEGNYAEQF
TCSADSTEVF
ASSPGGSQNTLY

V segments
TRBV13-2
TRBV12-1
TRBV17
TRBV20
TRBV13-2
TRBV17
TRBV19
TRBV13-3
TRBV17
TRBV26
TRBV20
TRBV19
TRBV19
TRBV13-2
TRBV13-2
TRBV13-2
TRBV3
TRBV13-3
TRBV19
TRBV20
TRBV13-3
TRBV17
TRBV17
TRBV12-1
TRBV13-3
TRBV13-3
TRBV12-1
TRBV14
TRBV1
TRBV31
TRBV13-3
TRBV17
TRBV13-2
TRBV17
TRBV20
TRBV13-2
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-3
TRBV13-2
TRBV13-2
TRBV19
TRBV29
TRBV17
TRBV13-3
TRBV20
TRBV13-3
TRBV13-2
TRBV13-2
TRBV20
TRBV20
TRBV13-2
TRBV17
TRBV29
TRBV15
TRBV13-3
TRBV29
TRBV13-2
TRBV4
TRBV12-1
TRBV4
TRBV20
TRBV29
TRBV17
TRBV14
TRBV19
TRBV5
TRBV13-1
TRBV13-2
TRBV13-1
TRBV13-3
TRBV1
TRBV19

J segments
TRBJ1-4
TRBJ1-2
TRBJ2-1
TRBJ1-4
TRBJ2-1
TRBJ2-1
TRBJ1-1
TRBJ1-5
TRBJ2-7
TRBJ2-7
TRBJ1-4
TRBJ1-4
TRBJ2-1
TRBJ2-3
TRBJ2-3
TRBJ1-2
TRBJ2-1
TRBJ2-4
TRBJ2-5
TRBJ1-1
TRBJ2-4
TRBJ2-1
TRBJ2-1
TRBJ1-6
TRBJ1-1
TRBJ1-5
TRBJ2-7
TRBJ2-4
TRBJ2-1
TRBJ2-1
TRBJ1-2
TRBJ1-2
TRBJ2-5
TRBJ2-5
TRBJ1-1
TRBJ2-1
TRBJ1-5
TRBJ2-3
TRBJ2-4
TRBJ1-2
TRBJ2-4
TRBJ1-2
TRBJ2-4
TRBJ1-3
TRBJ2-5
TRBJ1-6
TRBJ1-1
TRBJ2-1
TRBJ1-2
TRBJ2-1
TRBJ1-2
TRBJ2-5
TRBJ2-5
TRBJ2-7
TRBJ2-2
TRBJ2-1
TRBJ2-4
TRBJ1-1
TRBJ1-2
TRBJ1-1
TRBJ1-1
TRBJ1-1
TRBJ1-2
TRBJ1-2
TRBJ2-5
TRBJ2-1
TRBJ2-1
TRBJ1-1
TRBJ2-3
TRBJ2-5
TRBJ2-2
TRBJ2-1
TRBJ1-1
TRBJ2-4



Mouse 3

Reads

31

31
31
30
30
30
30
29
29
28
28
27
27
27
27
26
26
26
26
25
25
25
25
24
24
24
23
23
22
22
22
22
21
21
21
20
20
19
19
17
17
17
17
16
16
15
15
15
15
15
15
14
14
14
14
14
14
14
13
13
13
13
13
13
13
13
13
12
12

Frequency

chronic Part Il

CDR3 Nucleotide sequence

0.154 TGTGCCAGCTCTCTCGGGACAGGGGCCGGAAATACGCTCTA

0.154 TGTGGTGCTAGGGATCGGGACAATTCCAACGAAAGATTATTTTTC
0.154 TGTAGTTCTAGACCACATAACTATGCTGAGCAGTTCTTC

0.149 TGTGCCAGCAGTGACCGGGACTGGGCAAACACCGGGCAGCTCTACTTT
0.149 TGTGCCAGCAGCTCAACCACTTCAAACACCGGGCAGCTCTACTTT
0.149 TGTGCCAGCAGTCCTGGGGGGAACTATGCTGAGCAGTTCTTC

0.149 TGTGCCAGCAGTGCAGGTTCCTATAATTCGCCCCTCTACTTT

0.144 TGTGCCAGCAGCTTAGAGGGGGGGGCGACTAGTGCAGAAACGCTGTA

0.144 TGTGCCAGCTCTCGGACTGGGGGGGCAGGTGCTGAGCAGTTCTTC
0.139 TGTGCCAGCAGTCCAGGGAATAACAACCAGGCTCCGCTTTTT

0.139 TGTGCCAGCAGCCAAGAACCAGTCAACGAAAGATTATTTTTC

0.134 TGTGCTAGCAGTAGGGGGGACAGGGGGATTAATTCGCCCCTCTACTTT
0.134 TGTGCCAGCGGTGACCGGACAGGGGACTATGCTGAGCAGTTCTTC
0.134 TGTGGTGCTAGTGAACAGGGCACCCAGTACTTT

0.134 TATGCTGAGCAGTTCTTC

0.129 TGTGGTGCTAGGGATCGGGACAGGGGTAATGGAAATACGCTCTATTTT
0.129 TGTGGTGCTAGGGTGGACAGTAGTCAAAACACCTTGTACTTT

0.129 TGCACCTGCAGTGCTCGAACTGGGTATGCTGAGCAGTTCTTC

0.129 TGTGCCAGCATGAGGTTCTCCTATGAACAGTACTTC

0.124 TGTGCCAGCGGTGATGCTCTTCCTAGTGCAGAAACGCTGTATTTT
0.124 TGTGCAAGCAGCTCCTCCTGGGGGGACCAAGACACCCAGTACTTT
0.124 TGTGCTAGCAGTAGTGGGGGCGACTATGCTGAGCAGTTCTTC

0.124 TGTGCCAGCAGCTCGGGACTGGGGGATGAACAGTACTTC

0.119 TGTGCCAGCAGTGACTGGGGACAAAACACCTTGTACTTT

0.119 TGTGCCAGCAGCCCCTGGGGGGGCGCGGAACAGTACTTC

0.119 TGTGCCAGCAGTGCCTCCTATGAACAGTACTTC

0.114 TGTGCCAGCAGTGATTCCACTGGGGGGAGCAACTATGCTGAGCAGTTCTTC

0.114 TGTGCCAGCAGTTCCGGGAGCTATAATTCGCCCCTCTACTTT

0.109 TGTGCTAGCAGTAGAGATGGGTCTAACTATGCTGAGCAGTTCTTC
0.109 TGTGCCAGCTCTTCCGGACTGGGCAGTCAAAACACCTTGTACTTT
0.109 TGTGGTGCTAGGGATCAAGACACATCAAACACAGAAGTCTTCTTT
0.109 TGTGCCTGGAGTTTCCGGGACAACTATGCTGAGCAGTTCTTC
0.104 TGTGCCAGCAGTTTACTGGGGGGGCTGGCTGAGCAGTTCTTC
0.104 TGTGCCAGCAGTGTGGGACAGGGGACCTCCGACTACACCTTC
0.104 TGTGCCAGCAGCCCCTGGGGTTTCTATGCTGAGCAGTTCTTC

0.099 TGTGCCAGCAGCGAAGGACTGGGGGGAGGAGACACCCAGTACTTT
0.099 TGTGCTAGCAGTTCCGGACAGGGAGACACCCAGTACTTT

0.094 TGTGCCAGCGGTGATGAGGGGGGCGGTCAAAACACCTTGTACTTT
0.094 TGTGCCAGCAGTTTACGACAGACTTCTGGAAATACGCTCTATTTT
0.084 TGTGCTAGCACGACTGGGGGAAACTATGCTGAGCAGTTCTTC
0.084 TGTGCCAGCAGCCAAGAGGACTGGGGGGGTGAACAGTACTTC
0.084 TGTGCCAGCAGCCAGGGGACTGGAAATACGCTCTATTTT

0.084 TGCACCTGCAGCGCTGGGGGGGCTGACACCTTGTACTTT

0.079 TGTGCTAGCAGTTTAGGGACCCCTAGTGCAGAAACGCTGTATTTT
0.079 TGTGCTAGCAGTCTGGGGGGGGATAACTATGCTGAGCAGTTCTTC
0.074 TGTGCCAGCGGTGAGTCCCGGGACTATAACCAAGACACCCAGTACTTT
0.074 TGTGCTAGCAGTAGAGCCGGGACAGCAAACACAGAAGTCTTCTTT
0.074 TGTGCCAGTAGGGGTAGAGGGACGGCCACAGATACGCAGTATTTT
0.074 TGTGCCAGCAGTTGGACAGGGTCTTCTGGAAATACGCTCTATTTT
0.074 TGTGGTGCTAGGGATCTGGCAAATTCCAACGAAAGATTATTTTTC
0.074 TGTGCTAGCAGTTTAAGGGGCAGAGAACAGTACTTC

0.069 TGTGCTAGCAGTTCACGCCGGGACACCAACTATGCTGAGCAGTTCTTC
0.069 TGTGCCACCAGTGATTTTGGGACTAGCGGGAAGAATGAGCAGTTCTTC
0.069 TGTGCTAGCAGACTTGGACTGGCTAGTGCAGAAACGCTGTATTTT
0.069 TGTGCCAGCAGTATAGCGAGACAAAACAATTCGCCCCTCTACTTT
0.069 TGTGCTAGCAGTATGGGGGGCTCAAACACAGAAGTCTTCTTT
0.069 TGTGCCAGCAGTGAAGGCAATGCAAACTCCGACTACACCTTC
0.069 TGTGCCAGCAGTATAGGGGGCGCTGAGCAGTTCTTC

0.064 TGTGCTAGCAGTAGAGAATGGGGGGCCCACACCGGGCAGCTCTACTTT
0.064 TGTGCTAGCACTGGGGGGGGTAACTATGCTGAGCAGTTCTTC
0.064 TGTGCCAGCAGTCTGCTGGGGGGGGAAGACACCCAGTACTTT
0.064 TGTGCCAGCAGCTTACGGGGGATCACCGGGCAGCTCTACTTT
0.064 TGTGCTAGCAGTAGGGACAGAAACACAGAAGTCTTCTTT

0.064 TGTGCCAGCTCTCTCGAGGGGCAAAACACCTTGTACTTT

0.064 TGTGCCAGCAGTGATGATTGGACAACCGACTACACCTTC

0.064 TGTGCCAGCAGCCAAGAGCTGGGGGCCGAAGTCTTCTTT

0.064 TGCACCTGCAGTGCAGCCATCTATGAACAGTACTTC

0.059 TGTGCCAGCAGTATACCTCGACAGGCAAACACAGAAGTCTTCTTT
0.059 TGTGCCAGCAGCTTATCAGGGGAGGACTCCGACTACACCTTC

CDR3 AA sequence

ASSLGTGAGNTLY
GARDRDNSNERLF
SSRPHNYAEQF
ASSDRDWANTGQLY
ASSSTTSNTGQLY
ASSPGGNYAEQF
ASSAGSYNSPLY
ASSLEGGATSAETLY
ASSRTGGAGAEQF
ASSPGNNNQAPL
ASSQEPVNERLF
ASSRGDRGINSPLY
ASGDRTGDYAEQF
GASEQGTQY

AEQF
GARDRDRGNGNTLY
GARVDSSQNTLY
TCSARTGYAEQF
ASMRFSYEQY
ASGDALPSAETLY
ASSSSwWGDQDTQY
ASSSGGDYAEQF
ASSSGLGDEQY
ASSDWGQNTLY
ASSPWGGAEQY
ASSASYEQY
ASSDSTGGSNYAEQF
ASSSGSYNSPLY
ASSRDGSNYAEQF
ASSSGLGSQNTLY
GARDQDTSNTEVF
AWSFRDNYAEQF
ASSLLGGLAEQF
ASSVGQGTSDYT
ASSPWGFYAEQF
ASSEGLGGGDTQY
ASSSGQGDTQY
ASGDEGGGQNTLY
ASSLRQTSGNTLY
ASTTGGNYAEQF
ASSQEDWGGEQY
ASSQGTGNTLY
TCSAGGADTLY
ASSLGTPSAETLY
ASSLGGDNYAEQF
ASGESRDYNQDTQY
ASSRAGTANTEVF
ASRGRGTATDTQY
ASSWTGSSGNTLY
GARDLANSNERLF
ASSLRGREQY
ASSSRRDTNYAEQF
ATSDFGTSGKNEQF
ASRLGLASAETLY
ASSIARQNNSPLY
ASSMGGSNTEVF
ASSEGNANSDYT
ASSIGGAEQF
ASSREWGAHTGQLY
ASTGGGNYAEQF
ASSLLGGEDTQY
ASSLRGITGQLY
ASSRDRNTEVF
ASSLEGQNTLY
ASSDDWTTDYT
ASSQELGAEVF
TCSAAIYEQY
ASSIPRQANTEVF
ASSLSGEDSDYT

V segments

TRBV12-2
TRBV20
TRBV30
TRBV13-1
TRBV4
TRBV14
TRBV13-3
TRBV3
TRBV12-1
TRBV14
TRBVS
TRBV17
TRBV13-2
TRBV20
TRBV21
TRBV20
TRBV20
TRBV1
TRBV19
TRBV13-2
TRBV16
TRBV17
TRBV4
TRBV13-3
TRBV13-3
TRBV13-1
TRBV13-1
TRBV14
TRBV17
TRBV12-1
TRBV20
TRBV31
TRBV15
TRBV13-3
TRBV3
TRBV3
TRBV29
TRBV13-2
TRBV15
TRBV17
TRBVS
TRBVS
TRBV1
TRBV29
TRBV17
TRBV13-2
TRBV17
TRBV19
TRBV13-3
TRBV20
TRBV29
TRBV29
TRBV29
TRBV17
TRBV19
TRBV17
TRBV13-3
TRBV19
TRBV17
TRBV17
TRBV26
TRBV3
TRBV17
TRBV12-2
TRBV13-1
TRBVS
TRBV1
TRBV19
TRBV3

J segments

TRBJ1-3
TRBJ1-4
TRBJ2-1
TRBJ2-2
TRBJ2-2
TRBJ2-1
TRBJ1-6
TRBJ2-3
TRBJ2-1
TRBJ1-5
TRBJ1-4
TRBJ1-6
TRBJ2-1
TRBJ2-5
TRBJ2-1
TRBJ1-3
TRBJ2-4
TRBJ2-1
TRBJ2-7
TRBJ2-3
TRBJ2-5
TRBJ2-1
TRBJ2-7
TRBJ2-4
TRBJ2-7
TRBJ2-7
TRBJ2-1
TRBJ1-6
TRBJ2-1
TRBJ2-4
TRBJ1-1
TRBJ2-1
TRBJ2-1
TRBJ1-2
TRBJ2-1
TRBJ2-5
TRBJ2-5
TRBJ2-4
TRBJ1-3
TRBJ2-1
TRBJ2-7
TRBJ1-3
TRBJ2-4
TRBJ2-3
TRBJ2-1
TRBJ2-5
TRBJ1-1
TRBJ2-3
TRBJ1-3
TRBJ1-4
TRBJ2-7
TRBJ2-1
TRBJ2-1
TRBJ2-3
TRBJ1-6
TRBJ1-1
TRBJ1-2
TRBJ2-1
TRBJ2-2
TRBJ2-1
TRBJ2-5
TRBJ2-2
TRBJ1-1
TRBJ2-4
TRBJ1-2
TRBJ1-1
TRBJ2-7
TRBJ1-1
TRBJ1-2



Mouse 4

Reads
7972
5250
2405
2001
1158

914
464
462
420
418
393
332
308
295
178
177
149
140
114
110
109
107
102
95
93
93
85
82
81
76
73
73
72
70
68
68
67
63
59
56
56
56
53
52
52
51
51
46
45
43
42
38

Frequency

chronic

CDR3 Nucleotide sequence
30.855 TGTGCCAGCGGTGATGCCTGGGGGAGTGCAGAAACGCTGTATTTT
20.320 TGTGCTAGCAGTAGTGGAGGGGACTATGCTGAGCAGTTCTTC
9.308 TGTGCCAGCGGTGATCGACAAAATGCAAACACAGAAGTCTTCTTT
7.745 TGTGCCAGCAGCCAACACAGAAACACAGAAGTCTTCTTT
4.482 TGTGCCAGCGGTGATTGGGGGGAAGTGAATCAAAACACCTTGTACTTT
3.538 TGTGCCAGCAGTGGGGACTGGGGGGGCGCCGATGCTGAGCAGTTCTTC
1.796 TGTGGTGCTAGTGACAGAAATAGCTCCTATGAACAGTACTTC
1.788 TGTGCCAGCAGTGCCTGGGGGGGCGACGCTGAGCAGTTCTTC
1.626 TGTGCCAGCAGTGTCCCCGGGGGATCCCAAGACACCCAGTACTTT
1.618 TGTGCCAGCAGTGGTGTGGGACAGGGGTCCAACGAAAGATTATTTTTC
1.521 TGTGCCAGCTCATCCGACAGGGAGAAGGAGAACACCGGGCAGCTCTACTTT
1.285 TGTGCCAGCAAGACTGGGGGGGCGCATGACACCCAGTACTTT
1.192 TGTGCCAGCGGTGACGGGAATTCCAACGAAAGATTATTTTTC
1.142 TGTGCCAGCAGTGATGGGGGCTATAATTCGCCCCTCTACTTT
0.689 TGTGCCAGCAGTCCGGGACAGGGAGGGGGGTACTTC
0.685 TGTGCTAGCACCCCGGCAGGGGACCAAGACACCCAGTACTTT
0.577 TGTGCCAGCAGTACAGGGAACCGTCAAAACACCTTGTACTTT
0.542 TGTGCCAGCAGTCTCGGGACAGGGGGGTATGAACAGTACTTC
0.441 TGTGCCAGCAGCACAGGGGCGTCCACCTACGAGCAGTACTTC
0.426 TGTGCCAGCAGCTTAGATGGGGGGACTGGGAGTGCAGAAACGCTGTATTTT
0.422 TGTGCCAGCAGCCCAGGGACTGGGGGATACTATGAACAGTACTTC
0.414 TGTGCCAGCAGTGATGGGACAAAAGAAGTCTTCTTT
0.395 TGCACCTGCAGTGGACAATATAATTCGCCCCTCTACTTT
0.368 TGTGCCAGCAGTCCGGGACATTTTTCCAACGAAAGATTATTTTTC
0.360 TGTGCCAGCAGTATTGGCTGGGGGACTAGTCAAAACACCTTGTACTTT
0.360 TGCACCTGCAGTGCCCGGACAGGGAGTGCAGAAACGCTGTATTTT
0.329 TGTGCCAGCAGTGACGGCAATGCAAACACAGAAGTCTTCTTT
0.317 TGTGCCAGCAGTGACCCGGGACTGGGAGCAGAAACGCTGTATTTT
0.314 TGTGCCAGCAGTGTGGGACAGTCAAACACAGAAGTCTTCTTT
0.294 TGTGCCAGCAGTGAAGGGGGTGGTAATTCGCCCCTCTACTTT
0.283 TGTGCCAGCAGCTCGACAGCCTCCAACCAGGCTCCGCTTTTT
0.283 TGTGCAAGCAGCTTGGGGACAGGGTCCTATGAACAGTACTTC
0.279 TGTGCCAGCGGGTCAAACACCGGGCAGCTCTACTTT
0.271 TGTGCCAGCAGTGATGCACGCTTT
0.263 TGTGCCAGCAGTTTCCCGGACAGGGGGGATGAACAGTACTTC
0.263 TGTGCCAGCAGTGGGGACAGGGACAACCAGGCTCCGCTTTTT
0.259 TGTGCCAGCAGCCAAGATTACTGGGGGGGGTATGAACAGTACTTC
0.244 TGTGCCAGCAGCCCACTGGGGGGGCGCGCGGAAACGCTGTATTTT
0.228 TGTGCCAGCAGTGATGGCAATAAGAATTCGCCCCTCTACTTT
0.217 TGTGCTAGCAGTAGTAGGGACTGGGGTAACTATGCTGAGCAGTTCTTC
0.217 TGCACCTGCAGTGGGACTGGGGGGGCTCTTCAAAACACCTTGTACTTT
0.217 TGTGCCAACGACACCTACAATGAGCAGTTCTTC
0.205 TGTGCCAGCAGTGAAGGGCAGGGACAGGCTCCGCTTTTT
0.201 TGTGCTAGCAGTAGAGATGGCAGCTCCTATGAACAGTACTTC
0.201 TGTGCCAGCAGTGCGACTGTCTATGCTGAGCAGTTCTTC
0.197 TGTGCCAGCAGTGATGGGACAGGGAGCAACGAAAGATTATTTTTC
0.197 TGTGCCAGCAGCCCCTCCTATGAACAGTACTTC
0.178 TGTGCCAGCAGTGTGGGACAGAATTCCTATAATTCGCCCCTCTACTTT
0.174 TGTGCCAGCAGTTACTCGAGGGCGAGAGGCAATCAGCCCCAGCATTTT
0.166 TGTGCCAGCAGCCCAGGGGGCCGAGAACAGTACTTC
0.163 TGTGCTAGCAGTATACAGGGAAACTATGCTGAGCAGTTCTTC
0.147 TGTGCAAGCAGCTTAGAAAAGGGACTGGGGGGTCAAAACACCTTGTACTTT

CDR3 AA sequence
ASGDAWGSAETLY
ASSSGGDYAEQF
ASGDRQNANTEVF
ASSQHRNTEVF
ASGDWGEVNQNTLY
ASSGDWGGADAEQF
GASDRNSSYEQY
ASSAWGGDAEQF
ASSVPGGSQDTQY
ASSGVGQGSNERLF
ASSSDREKENTGQLY
ASKTGGAHDTQY
ASGDGNSNERLF
ASSDGGYNSPLY
ASSPGQGGGY
ASTPAGDQDTQY
ASSTGNRQNTLY
ASSLGTGGYEQY
ASSTGASTYEQY
ASSLDGGTGSAETLY
ASSPGTGGYYEQY
ASSDGTKEVF
TCSGQYNSPLY
ASSPGHFSNERLF
ASSIGWGTSQNTLY
TCSARTGSAETLY
ASSDGNANTEVF
ASSDPGLGAETLY
ASSVGQSNTEVF
ASSEGGGNSPLY
ASSSTASNQAPL
ASSLGTGSYEQY
ASGSNTGQLY
ASSDAR
ASSFPDRGDEQY
ASSGDRDNQAPL
ASSQDYWGGYEQY
ASSPLGGRAETLY
ASSDGNKNSPLY
ASSSRDWGNYAEQF
TCSGTGGALQNTLY
ANDTYNEQF
ASSEGQGQAPL
ASSRDGSSYEQY
ASSATVYAEQF
ASSDGTGSNERLF
ASSPSYEQY
ASSVGQNSYNSPLY
ASSYSRARGNQPQH
ASSPGGREQY
ASSIQGNYAEQF
ASSLEKGLGGQNTLY

V segments
TRBV13-2
TRBV17
TRBV13-2
TRBVS
TRBV13-2
TRBV13-3
TRBV20
TRBV13-1
TRBV13-3
TRBV13-3
TRBV12-2
TRBV13-3
TRBV13-2
TRBV13-3
TRBV14
TRBV17
TRBV19
TRBV14
TRBV29
TRBV3
TRBV15
TRBV13-1
TRBV1
TRBV15
TRBV19
TRBV1
TRBV13-3
TRBV13-1
TRBV13-3
TRBV13-3
TRBV4
TRBV16
TRBV13-3
TRBV13-3
TRBV15
TRBV13-1
TRBVS
TRBV26
TRBV13-3
TRBV17
TRBV1
TRBV13-2
TRBV13-3
TRBV17
TRBV13-1
TRBV13-1
TRBV13-3
TRBV19
TRBV8
TRBV13-3
TRBV17
TRBV16

J segments
TRBJ2-3
TRBJ2-1
TRBJ1-1
TRBJ1-1
TRBJ2-4
TRBJ2-1
TRBJ2-7
TRBJ2-1
TRBJ2-5
TRBJ1-4
TRBJ2-2
TRBJ2-5
TRBJ1-4
TRBJ1-6
TRBJ2-7
TRBJ2-5
TRBJ2-4
TRBJ2-7
TRBJ2-7
TRBJ2-3
TRBJ2-7
TRBJ1-1
TRBJ1-6
TRBJ1-4
TRBJ2-4
TRBJ2-3
TRBJ1-1
TRBJ2-3
TRBJ1-1
TRBJ1-6
TRBJ1-5
TRBJ2-7
TRBJ2-2
TRBJ1-6
TRBJ2-7
TRBJ1-5
TRBJ2-7
TRBJ2-3
TRBJ1-6
TRBJ2-1
TRBJ2-4
TRBJ2-1
TRBJ1-5
TRBJ2-7
TRBJ2-1
TRBJ1-4
TRBJ2-7
TRBJ1-6
TRBJ1-5
TRBJ2-7
TRBJ2-1
TRBJ2-4



Mouse 5

Reads

2168
329
104
98
62
54
49
35
34
33
31
24
24
23
21
18
17
17
17
13
12
12
11

=
o
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Frequency

chronic

CDR3 Nucleotide sequence

64.256 TGTGCTAGCAGTAGAGCCGGGGACAACTATGAACAGTACTTC
9.751 TGTGCTAGCAGTTTTACGGGGTTTAGTGCAGAAACGCTGTATTTT
3.082 TGTGCTAGCAGTAGACCAGGGAACTATGCTGAGCAGTTCTTC
2.905 TGCACCTGCAGTGCAGATCGGCAGAATTCTAACTATGCTGAGCAGTTCTTC
1.838 TGTAGTTCTAGAGACAACACAGAAGTCTTCTTT
1.600 TGTGCCAGCGGTGACCCTGACTGGGACTCCTATGAACAGTACTTC
1.452 TGTGCCAGCGGTGATGGCGGGGGGGCACACTCCGACTACACCTTC
1.037 TGTGCCAGCGGGACAGGGGGCTATAATTCGCCCCTCTACTTT
1.008 TGTGCTAGCAGTAGGGGGGACAACTATGCTGAGCAGTTCTTC
0.978 TGTGCCAGCAGCCAAGACAAACGGCAGGGGAATGCAGAAACGCTGTATTTT
0.919 TGTGCCAGCAGTGTTTCCTGGGGGGATGAACAGTACTTC
0.711 TGTGCCAGCAGTTTCGGGGGTATTTCCAACGAAAGATTATTTTTC
0.711 TGTGGTGCTAGGGATCGCACAGGGGGAAACACAGAAGTCTTCTTT
0.682 TGTGCTAGCACCACAGGGGGTAACTATGCTGAGCAGTTCTTC
0.622 TGTGCCTGGAGTCTAAGGGACTGGGGTAACCAAGACACCCAGTACTTT
0.533 TGTGCCAGCAGCATAGGACAGAACAACCAGGCTCCGCTTTTT
0.504 TGTGCCAGCGGTGACAGGACTGGGGGGGCCGCAGAAACGCTGTATTTI
0.504 TGTGCCAGCAGTCCTGGGGGGAGTCAAAACACCTTGTACTTT
0.504 TGTGCCAGCAGTGCCGCGGGGACAGGGGGAGTCTTCTTT
0.385 TGTGCCAGCGGTGATCGGACTGGGGGCCACTATGCTGAGCAGTTCTTC
0.356 TGTGCCAGCTGGGCTGGGGGTAGTCAAAACACCTTGTACTTT
0.356 TGTGCCAGCAGTATAAACAACTATAATTCGCCCCTCTACTTT
0.326 TGTGCCAGCAGTGATGCAGGGCAGGTAAACTCCGACTACACCTTC
0.296 TGTGGTGCTAGAGACGATGCAAACACAGAAGTCTTCTTT
0.267 TGTGCCAGCAGTATACCCTGGGGGTCTAGTCAAAACACCTTGTACTTT
0.267 TGTGCCTGGAGTCTAGGAGGTAACAACCAGGCTCCGCTTTTT
0.267 TGTGCCAGCAGTGAGGGCAATGCAAACTCCGACTACACCTTC
0.267 TGTGCCAGCAGTATAGCCAACTATGAACAGTACTTC
0.237 TGTGCTAGCAGTAGTTCCAACTATAATTCGCCCCTCTACTTT
0.237 TGTGCTAGCAGGCAGGGGACAGTCCAAGACACCCAGTACTTT
0.207 TGTGCTAGCAGTGGGGACAGGGCTGCAAACACAGAAGTCTTCTTT
0.207 TGTGCCAGCACCGACTGGGGGGGCAACACCGGGCAGCTCTACTTT
0.207 TGTGCCAGCAGTCCAGGGAATAACAACCAGGCTCCGCTTTTT
0.207 TGTGCCAGCAGGGACAGGCATTCTGGAAATACGCTCTATTTT
0.207 TGGGCCAGCGGTGACGGGGGGCTGAGCCAGGCTCCGCTTTTT
0.207 TGTGCCAGCAGTGACTGGGGGGGCTATGAACAGTACTTC
0.178 TGCACCTGCAGTGCAGACCGGGACAGGGGTAACTATGCTGAGCAGTTCTTC
0.178 TGTGCCAGCGGTGATCGGGGACAAACAAACTCCGACTACACCTTC
0.178 TGTGCTAGCATTACTGGGGGGGACCAAGACACCCAGTACTTT
0.178 TGTGCCAGCAGTTCAGGGAACTATAATTCGCCCCTCTACTTT
0.178 TGTGCCAGCAGTGATGGCAATGCAAACTCCGACTACACCTTC
0.148 TGTGCTAGCAGTAGAGCCGGGGACAACTATGAAAAGTACGTC
0.148 TGTGCCAGCGCAGGGGGGGGCTTTCAAAACACCTTGTACTTT
0.119 TGTGCCAGCAGCTTAGAGGACAGGGAGGGCTCCGACTACACCTTC
0.119 TGTGGTGCTAGGGATCTAACAGAAACAAACTCCGACTACACCTTC
0.119 TGCACCTGCAGTGCAGGGGGGGCTAGTCAAAACACCTTGTACTTT
0.119 TGTGCTAGCACCACTGGGGGGGACTATGCTGAGCAGTTCTTC
0.119 TGTGCTAGCAGTTCCTCAGGGTCAAACACAGAAGTCTTCTTT
0.119 TGTGCCAGCAGTGCAGGGGGGGGCAACCAGGCTCCGCTTTTT

CDR3 AA sequence
ASSRAGDNYEQY
ASSFTGFSAETLY
ASSRPGNYAEQF
TCSADRQNSNYAEQF
SSRDNTEVF
ASGDPDWDSYEQY
ASGDGGGAHSDYT
ASGTGGYNSPLY
ASSRGDNYAEQF
ASSQDKRQGNAETLY
ASSVSWGDEQY
ASSFGGISNERLF
GARDRTGGNTEVF
ASTTGGNYAEQF
AWSLRDWGNQDTQY
ASSIGQNNQAPL
ASGDRTGGAAETLY
ASSPGGSQNTLY
ASSAAGTGGVF
ASGDRTGGHYAEQF
ASWAGGSQNTLY
ASSINNYNSPLY
ASSDAGQVNSDYT
GARDDANTEVF
ASSIPWGSSQNTLY
AWSLGGNNQAPL
ASSEGNANSDYT
ASSIANYEQY
ASSSSNYNSPLY
ASRQGTVQDTQY
ASSGDRAANTEVF
ASTDWGGNTGQLY
ASSPGNNNQAPL
ASRDRHSGNTLY
ASGDGGLSQAPL
ASSDWGGYEQY
TCSADRDRGNYAEQF
ASGDRGQTNSDYT
ASITGGDQDTQY
ASSSGNYNSPLY
ASSDGNANSDYT
ASSRAGDNYEKY
ASAGGGFQNTLY
ASSLEDREGSDYT
GARDLTETNSDYT
TCSAGGASQNTLY
ASTTGGDYAEQF
ASSSSGSNTEVF
ASSAGGGNQAPL

V segments
TRBV17
TRBV29
TRBV17
TRBV1
TRBV30
TRBV13-2
TRBV13-2
TRBV19
TRBV17
TRBV5
TRBV13-3
TRBV14
TRBV20
TRBV17
TRBV31
TRBV19
TRBV13-2
TRBV19
TRBV13-1
TRBV13-2
TRBV13-3
TRBV19
TRBV13-3
TRBV20
TRBV19
TRBV31
TRBV13-3
TRBV19
TRBV17
TRBV29
TRBV29
TRBV26
TRBV14
TRBV13-3
TRBV13-2
TRBV13-3
TRBV1
TRBV13-2
TRBV17
TRBV19
TRBV13-3
TRBV17
TRBV19
TRBV3
TRBV20
TRBV1
TRBV17
TRBV17
TRBV13-3

J segments
TRBJ2-7
TRBJ2-3
TRBJ2-1
TRBJ2-1
TRBJ1-1
TRBJ2-7
TRBJ1-2
TRBJ1-6
TRBJ2-1
TRBJ2-3
TRBJ2-7
TRBJ1-4
TRBJ1-1
TRBJ2-1
TRBJ2-5
TRBJ1-5
TRBJ2-3
TRBJ2-4
TRBJ1-1
TRBJ2-1
TRBJ2-4
TRBJ1-6
TRBJ1-2
TRBJ1-1
TRBJ2-4
TRBJ1-5
TRBJ1-2
TRBJ2-7
TRBJ1-6
TRBJ2-5
TRBJ1-1
TRBJ2-2
TRBJ1-5
TRBJ1-3
TRBJ1-5
TRBJ2-7
TRBJ2-1
TRBJ1-2
TRBJ2-5
TRBJ1-6
TRBJ1-2
TRBJ2-7
TRBJ2-4
TRBJ1-2
TRBJ1-2
TRBJ2-4
TRBJ2-1
TRBJ1-1
TRBJ1-5



Mouse 6

Reads
8514
2060
1120

836
396
315
307
249
134
83
73
72
65
62
58
58
54
51
50
48
45
40
40
40
40
38
35
34
34
34
34
32
32
30
29
28
28
26
24
24
23
23
23
23
22
22
22
21
20
20
20
19
19
19
19
18
18
18
17
17
17
16
16
16
16
16
16

Frequency

chronic Part|

CDR3 Nucleotide sequence

53.083 TGTGCCAGCAGTGAGGACAGGGGGCTCTCCGACTACACCTTC

12.844 TGTGGTGCTAGGGGACAGAGTATTTCCAACGAAAGATTATTTTTC
6.983 TGTGCTAGCAGTTTACAGGGGCAGGCTCCGCTTTTT
5.212 TGTGGTGCTAGGGATCAGGACAATTCCAACGAAAGATTATTTTTC
2.469 TGCACCTGCAGTGACAATTCCTATAATTCGCCCCTCTACTTT
1.964 TGTGCCAGCGGTGATGCGCTGGGGTATGCAGAAACGCTGTATTTT
1.914 TGTGCTAGCAGCTCGACAGGATTTAGTGCAGAAACGCTGTATTTT
1.552 TGTGCCAGCGGTGATAGGGCTGGGGATAACTATGCTGAGCAGTTCTTC
0.835 TGTGCTAGCAGTATTGGGGGGGATTATGCTGAGCAGTTCTTC
0.517 TGTGCCAGCAGCAGCGCGGGGGGTGCAAACTCCGACTACACCTTC
0.455 TGTGCCAGCGGTGATCGGGACAGGTGGAACACCGGGCAGCTCTACTTT
0.449 TGTGCCAGCAGTATCCAGGGACGCAACCAGGCTCCGCTTTTT
0.405 TGTGGTGCTAGGGATCGGACAGGGGGTTCTGGAAATACGCTCTATTTT
0.387 TGTGCTAGCAGTAGAGCCGGGACAGCAAACACAGAAGTCTTCTTT
0.362 TGTGCTAGCAGTTCCAGGGACAGAACAAACACCGGGCAGCTCTACTTT
0.362 TGTGCCAGCAGTATAGAGGGAAACTATAATTCGCCCCTCTACTTT
0.337 TGTGCCAGCAGCCAAGATCTCGGGACAGAAGTCTTCTTT
0.318 TGTGCCTGGAGTGGGACAGGGGGCAGGAATTCGCCCCTCTACTTT

0.312 TGTGCCAGCGGTGATGCAGGACTGGGGGGTAGTCAAAACACCTTGTACTTT

0.299 TGTGCCAGCAGACTGGGGAGTAGTCAAAACACCTTGTACTTT

0.281 TGTGCAAGCTCCTACTGGGGTCTCTATGCTGAGCAGTTCTTC

0.249 TGTGCCAGCGGTGATCGGACAGGGAGTAACTATGCTGAGCAGTTCTTC
0.249 TGTGCCAGCAGTCCCGACTGGGGGGGGAACTATGCTGAGCAGTTCTTC
0.249 TGTGCTAGCAGAGTGGGGGGCGACCAAGACACCCAGTACTTT

0.249 TGTGCCAGCAGACTGGGGGGAAGTCAAAACACCTTGTACTTT

0.237 TGTGCCAGCAGACACGCAAACTCCGACTACACCTTC

0.218 TGTGCCAGCAGTGACAGGGGTAGTCAAAACACCTTGTACTTT

0.212 TGTGGTGCTAGGGACCATGACAGGGAGAATGCAGAAACGCTGTATTTT
0.212 TGTGCCAGCAGCCAAAACTGGGTTAGTCAAAACACCTTGTACTTT
0.212 TGTGCTAGCAGTAGGGCAGATAACTATGCTGAGCAGTTCTTC

0.212 TGTGCCAGCAGTGAGGGGGGAGGGAATTCGCCCCTCTACTTT

0.200 TGTGCTAGCAGTGCAGGGGGCGACAACCAGGCTCCGCTTTTT

0.200 TGTGCCAGCAGGGCAGGGGGCGCAAACACAGAAGTCTTCTTT

0.187 TGTGCCAGCAGAACAGGGGGCTATAATTCGCCCCTCTACTTT

0.181 TGTGCCAGCGGTGATCGGACAGGCTCTAGTGCAGAAACGCTGTATTTT
0.175 TGTGCCTGGAGTCTACGGGACTGGGAGAACCAAGACACCCAGTACTTT
0.175 TGTGCTAGCAGTAGAGACGGGACTGGGGGCTATGAACAGTACTTC
0.162 TGTGCCAGCGGTGATAGGGGACTGGGGAACTATGCTGAGCAGTTCTTC
0.150 TGTGCCAGCAGTGATGGCAATGCAAACTCCGACTACACCTTC

0.150 TGTGCAAGCAGGAGGGACAGGGACTATGAACAGTACTTC

0.143 TGTGCTAGCAGTAGTCGGGGTTCAAACACCGGGCAGCTCTACTTT
0.143 TGTGCCAGCAGTGATGGGGGTTCAAACACAGAAGTCTTCTTT

0.143 TGTGCCAGCAGCTATCAGGGGGCAAACTCCGACTACACCTTC

0.143 TGTGCTAGCCTCGAGGGGGATGAACAGTACTTC

0.137 TGCACCTGCAGTGCCCACTGGGGGGGCGCCGGTGCAGAAACGCTGTA

0.137 TGTGGTGCTAGGGATACGACCTTTTCCAACGAAAGATTATTTTTC

0.137 TGTGCCAGCAGAACTAGTGCAGAAACGCTGTATTTT

0.131 TGTGCTAGCAGTTTAGCGACAAACCAAGACACCCAGTACTTT

0.125 TGTGCTAGCAGTTCACGGGACAAAACTAGTGCAGAAACGCTGTATTTT
0.125 TGCACCTGCAGTCCGACTGGGGGGGGTAGTGCAGAAACGCTGTATTTT
0.125 TGTGCCAGCGGTGATGGGAATTCCAACGAAAGATTATTTTTC

0.118 TGTGCCAGCAGTTTAGGACTGGGGTCTAGTCAAAACACCTTGTACTTT
0.118 TGTGCAAGCAGCCCGACTGGGGGGGCGCGAACCGGGCAGCTCTACTTT
0.118 TGTGCTAGCAGTAGGGGGGATAACTATGCTGAGCAGTTCTTC

0.118 TGTGCCAGCGGCCCCGGGACAAATAATTCGCCCCTCTACTTT

0.112 TGTGCCAGCAGTGATAGGACTGGGGGGGCGGACCAAGACACCCAGTACTTT

0.112 TGTGCCAGCAGTGACCAGGGGGCGAACACCGGGCAGCTCTACTTT
0.112 TATGCTGAGCAGTTCTTC

0.106 TGTGCCAGCAGCCGATCGGGGAATTCACCCCTCCACTTT

0.106 TGTGCAAGCAGCTTAGCCTGGGGGGATGAACAGTACTTC

0.106 GGGGAAACGCTGTATTTT

0.100 TGTGCCAGCTCCCCAGGGGGCATTTCCAACGAAAGATTATTTTTC
0.100 TGTGCCAGCGGTGATGGGCTGGTTAGTGCAGAAACGCTGTATTTT
0.100 TGTGGTGCTAGGGATAGAGACAATAGTCAAAACACCTTGTACTTT
0.100 TGTGCTAGCAGTAGAGTTTGGGGGGAGAAAACGCTGTATTTT
0.100 TGTGCCAGCAGTGATCTGGGGGGTTATGAACAGTACTTC

0.100 TGTGCCAGCAGCCCGGGGGGGCGGGACACCCAGTACTTT

CDR3 AA sequence
ASSEDRGLSDYT
GARGQSISNERLF
ASSLQGQAPL
GARDQDNSNERLF
TCSDNSYNSPLY
ASGDALGYAETLY
ASSSTGFSAETLY
ASGDRAGDNYAEQF
ASSIGGDYAEQF
ASSSAGGANSDYT
ASGDRDRWNTGQLY
ASSIQGRNQAPL
GARDRTGGSGNTLY
ASSRAGTANTEVF
ASSSRDRTNTGQLY
ASSIEGNYNSPLY
ASSQDLGTEVF
AWSGTGGRNSPLY
ASGDAGLGGSQNTLY
ASRLGSSQNTLY
ASSYWGLYAEQF
ASGDRTGSNYAEQF
ASSPDWGGNYAEQF
ASRVGGDQDTQY
ASRLGGSQNTLY
ASRHANSDYT
ASSDRGSQNTLY
GARDHDRENAETLY
ASSQNWVSQNTLY
ASSRADNYAEQF
ASSEGGGNSPLY
ASSAGGDNQAPL
ASRAGGANTEVF
ASRTGGYNSPLY
ASGDRTGSSAETLY
AWSLRDWENQDTQY
ASSRDGTGGYEQY
ASGDRGLGNYAEQF
ASSDGNANSDYT
ASRRDRDYEQY
ASSSRGSNTGQLY
ASSDGGSNTEVF
ASSYQGANSDYT
ASLEGDEQY
TCSAHWGGAGAETLY
GARDTTFSNERLF
ASRTSAETLY
ASSLATNQDTQY
ASSSRDKTSAETLY
TCSPTGGGSAETLY
ASGDGNSNERLF
ASSLGLGSSQNTLY
ASSPTGGARTGQLY
ASSRGDNYAEQF
ASGPGTNNSPLY
ASSDRTGGADQDTQY
ASSDQGANTGQLY
AEQF
ASSRSGNSPLH
ASSLAWGDEQY
ETLY
ASSPGGISNERLF
ASGDGLVSAETLY
GARDRDNSQNTLY
ASSRVWGEKTLY
ASSDLGGYEQY
ASSPGGRDTQY

V segments
TRBV13-3
TRBV20
TRBV17
TRBV20
TRBV1
TRBV13-2
TRBV29
TRBV13-2
TRBV17
TRBV4
TRBV13-2
TRBV19
TRBV20
TRBV17
TRBV29
TRBV19
TRBVS
TRBV31
TRBV13-2
TRBV19
TRBV16
TRBV13-2
TRBV15
TRBV17
TRBV13-3
TRBV13-3
TRBV13-3
TRBV20
TRBVS
TRBV17
TRBV13-3
TRBV17
TRBV13-3
TRBV19
TRBV13-2
TRBV31
TRBV17
TRBV13-2
TRBV13-3
TRBV16
TRBV17
TRBV13-3
TRBV4
TRBV29
TRBV1
TRBV20
TRBV13-1
TRBV29
TRBV29
TRBV1
TRBV13-2
TRBV15
TRBV16
TRBV17
TRBV13-2
TRBV13-3
TRBV13-3
TRBV21
TRBV14
TRBV16
TRBVS
TRBV12-1
TRBV13-2
TRBV20
TRBV17
TRBV13-3
TRBV4

J segments
TRBJ1-2
TRBJ1-4
TRBJ1-5
TRBJ1-4
TRBJ1-6
TRBJ2-3
TRBJ2-3
TRBJ2-1
TRBJ2-1
TRBJ1-2
TRBJ2-2
TRBJ1-5
TRBJ1-3
TRBJ1-1
TRBJ2-2
TRBJ1-6
TRBJ1-1
TRBJ1-6
TRBJ2-4
TRBJ2-4
TRBJ2-1
TRBJ2-1
TRBJ2-1
TRBJ2-5
TRBJ2-4
TRBJ1-2
TRBJ2-4
TRBJ2-3
TRBJ2-4
TRBJ2-1
TRBJ1-6
TRBJ1-5
TRBJ1-1
TRBJ1-6
TRBJ2-3
TRBJ2-5
TRBJ2-7
TRBJ2-1
TRBJ1-2
TRBJ2-7
TRBJ2-2
TRBJ1-1
TRBJ1-2
TRBJ2-7
TRBJ2-3
TRBJ1-4
TRBJ2-3
TRBJ2-5
TRBJ2-3
TRBJ2-3
TRBJ1-4
TRBJ2-4
TRBJ2-2
TRBJ2-1
TRBJ1-6
TRBJ2-5
TRBJ2-2
TRBJ2-1
TRBJ1-6
TRBJ2-7
TRBJ2-3
TRBJ1-4
TRBJ2-3
TRBJ2-4
TRBJ2-3
TRBJ2-7
TRBJ2-5



Mouse 6

Reads

15

15
15
15
15
14
14
13
13
13
13
13
13
13
13
11
11
11
11

chronic

Frequency

Part Il

CDR3 Nucleotide sequence

0.094 TGTGCCAGCGGTGCCTGGGGGGGCGCCGGGCAGCTCTACTTT

0.094 TGTGCCAGCGGTGGGGACAATGCAAACTCCGACTACACCTTC

0.094 TGTGCCAGCAGTTTCAGGGGGCCCCAAGACACCCAGTACTTT

0.094 TGTGCCAGCAGTGAGCGAGGAAACACAGAAGTCTTCTTT

0.094 TGTGCCAGCTCTCTCCGGGGGAGGAGATTATTTTTC

0.087 TGTGCTAGCAGTAGAAGCGATAACTATGCTGAGCAGTTCTTC

0.087 TGTGCTAGCAGTAAAGGGCAGTATGAACAGTACTTC

0.081 TGTGCCAGCAGCTTAAGAAGGACTGGGGGGTTTCAAAACACCTTGTACTTT
0.081 TGTGCCAGCGGTGATAGGGCTGGGGGGAATGCAGAAACGCTGTATTTT
0.081 TGTGGTGCTAGGGATCTGGACAATGCAAACACAGAAGTCTTCTTT

0.081 TGCACCTGCAGTGTCTGGGGGCCAAGTCAAAACACCTTGTACTTT

0.081 TGTGCCAGCAGTCCGGGACATAGTCAAAACACCTTGTACTTT

0.081 TGTGCCAGCAGTGAAAGGGACTGGGGGGGCCCCTTGTACTTT

0.081 TGTGCCAGCTCTCTCGATGCTGGGGCCGAACAGTACTTC

0.081 TGTGCCAGCGGTGATGGGTTTGCAGAAACGCTGTATTTT

0.069 TGTGCCAGCAGCCAAGATGGTGCTGCGGGGGCCCGAGAGACCCAGTACTTC
0.069 TGTGCCAGCTCTCTCGACTGGGGGTATAACTATGCTGAGCAGTTCTTC
0.069 TGTGCCAGCAGTGAAAGACAGGGGGCGCGGGGAAATACGCTCTATTTT
0.069 TGTGCAAGCAGCTTAGATTGGACTGGGGGTCAAAACACCTTGTACTTT

CDR3 AA sequence

ASGAWGGAGQLY
ASGGDNANSDYT
ASSFRGPQDTQY
ASSERGNTEVF
ASSLRGRRLF
ASSRSDNYAEQF
ASSKGQYEQY
ASSLRRTGGFQNTLY
ASGDRAGGNAETLY
GARDLDNANTEVF
TCSVWGPSQNTLY
ASSPGHSQNTLY
ASSERDWGGPLY
ASSLDAGAEQY
ASGDGFAETLY
ASSQDGAAGARETQY
ASSLDWGYNYAEQF
ASSERQGARGNTLY
ASSLDWTGGQNTLY

V segments

TRBV13-2
TRBV13-2
TRBV14
TRBV13-3
TRBV12-1
TRBV17
TRBV17
TRBV3
TRBV13-2
TRBV20
TRBV1
TRBV19
TRBV13-3
TRBV12-1
TRBV13-2
TRBV5
TRBV12-1
TRBV13-1
TRBV16

J segments

TRBJ2-2
TRBJ1-2
TRBJ2-5
TRBJ1-1
TRBJ1-4
TRBJ2-1
TRBJ2-7
TRBJ2-4
TRBJ2-3
TRBJ1-1
TRBJ2-4
TRBJ2-4
TRBJ2-4
TRBJ2-7
TRBJ2-3
TRBJ2-5
TRBJ2-1
TRBJ1-3
TRBJ2-4



Mouse 7

Reads
5379
4821
1822
1627

949
930
643
506
502
433
298
271
239
227
210
201
200
194
194
184
179
175
175
168
157
136
128
117
115
108
107
104
99
95
95
95
91
88
87
83
81
81
74
73
67
65
63
61
61
59
59
58
57
49

Frequency

chronic

CDR3 Nucleotide sequence

23.245 TGTGCCAGCAGTGATGGGGGTTCAAACACAGAAGTCTTCTTT

20.834 GGGGAAACGCTGTATTTT
7.874 TGTGGTGCTAGGGACAGGGGGCATAATTCGCCCCTCTACTTT
7.031 TGTGCCAGCGGTGACTGGGGGGAAAAGAATCAAAACACCTTGTACTTT
4.101 TGTGCTAGCAGTTTATCGAGGCATAACCAAGACACCCAGTACTTT
4.019 TGTGCCAGCGGTGATCGCGGCAAAAATAGTGCAGAAACGCTGTATTTT
2.779 TGTGCTAGCAGTAGACTGGACAGGGGGCGCTCCTATGAACAGTACTTC
2.187 TGTGCCAGCGGTGACCGGACTGGGGGTAGTGCAGAAACGCTGTATTTT
2.169 TGTGGTGCTCTGGACAGGACCTTTTCCAACGAAAGATTATTTTTC

1.871 TGTGCCAGCAGCTCGGACAGGGCCTTTGCAAACACCGGGCAGCTCTACTTT

1.288 TGTGCTAGCGGGACACATGCTGAGCAGTTCTTC

1.171 TGTGCCAGCGGTGATGCGGGGGGGGCGCATGCTGAGCAGTTCTTC
1.033 TGTGCCAGCAGTATACGTTTTGACAATAGTGCAGAAACGCTGTATTTT
0.981 TGTGCCAGCGGTGATAGGGCTGGGGGGAATCAAAACACCTTGTACTTT
0.908 TGTGCCAGCAGGGACCGTTCCTATAATTCGCCCCTCTACTTT

0.869 TGTGCCAGCGGTGATGCCTGGGGGGGCGAAACGCTGTATTTT

0.864 TGTGCCAGCAGTACAGGGTTCCAAGACACCCAGTACTTT

0.838 TGTGCCAGCGGTGATGGGACAGGGGTTGAACAGTACTTC

0.838 TGCAGCGTCCTGACAGTTTACGACGAGCAGTACTTC

0.795 TGTGCTAGCAGTAGAACGGGGGATAACTATGCTGAGCAGTTCTTC
0.774 TGTGCTAGCAGTAGCCGGGGGAGGGACACCGGGCAGCTCTACTTT
0.756 TGTGCCAGCAGTCCGGGACACGCAAACACAGAAGTCTTCTTT

0.756 TGCGCCAGCAGCTTCAGGACAGGGGACCACGAGCAGTACTTC

0.726 TGTGCTAGCAGTAGGGGACAGGGGGGACAGTACTTC

0.678 TGTGCCAGCTCTCCTCGACACTATGAACAGTACTTC

0.588 TGTGCCAGCGGTGATCGGGGGGCAGATTCTGGAAATACGCTCTATTTT
0.553 TGTGCCAGCAGTACAGGGAACTATAATTCGCCCCTCTACTTT

0.506 TGTGCCAGCAGGTGGGGGGGCGGTCAAAACACCTTGTACTTT

0.497 TGTGCCTGGAGTCTAGGGGACTGGGGGGCAGAAACGCTGTATTTT
0.467 TGTGCCAGCAGTCCCGGGACTGGGGGGGAGTACTTC

0.462 TGTGCTAGCAGTAGAGCCGGGGACAACTATGAACAGTACTTC

0.449 TGTGCCAGCAGTGACTGGGGGGGAAGCACCTTGTACTTT

0.428 TGTGCCAGCAGTGATGCCCGACAGATAAACACAGAAGTCTTCTTT
0.411 TGTGCCAGCGGTGATGCACTGGGGGGGGCTTTTGAACAGTACTTC
0.411 TGTGCCAGCAGTCCAGGGGGTAACCAAGACACCCAGTACTTT

0.411 TGTGCCAGCAGGGAGGGAAATTCTGGAAATACGCTCTATTTT

0.393 TGTGCTAGCAGTAGGGCAGGGGACCAAGACACCCAGTACTTT

0.380 TGTGCCAGCAGTGATGGCGGGTTTCAAAACACCTTGTACTTT

0.376 TGTGCCAGCGGTGATGGCAATGCAAACTCCGACTACACCTTC

0.359 TGTGCCAGCGGTGATCGCGCTGGGGGGAACTATGCTGAGCAGTTCTTC
0.350 TGTGCCAGCAGTCTGGGACAGAATGCAAACACAGAAGTCTTCTTT
0.350 TGTGCCTGGAGTGATGGGATTAACCAAGACACCCAGTACTTT

0.320 TGTGCCAGCAGGCCGCAGGGGGCCGGTAGCCAGCCCCAGCATTTT
0.315 TGTGCCAGCAGTATTGGACAGTTTTCCTATAATTCGCCCCTCTACTTT
0.290 TGTGCCAGCAGCTTAGATGCGGGTAGTCAGCCCCAGCATTTT

0.281 TGTGGTGCTAGGGATCAGCAGGCTAGTGCAGAAACGCTGTATTTT
0.272 TGTGCTAGCAGTAGAGATGGCGGGGGGAACTATGCTGAGCAGTTCTTC
0.264 TGTGCCAGCAGTCCCGGGACAGGGAGGTCCGACTACACCTTC

0.264 TGTGCCAGCAGCTTAGACAGGGGGAAAAACACCTTGTACTTT

0.255 TGTGCCAGCAGTCCTGGGGGGGGCCAAGACACCCAGTACTTT

0.255 TGTGCCAGCAGTGATTTGGGGGGGGAAAACACCTTGTACTTT

0.251 TGTGCCAGCAGCACGGGTAACCAAGACACCCAGTACTTT

0.246 TGTCCCAGCGGTGATCGCGGCAAAAATAGTGCAGAAACGCTGTATTTT
0.212 TGTGCCAGCGGTGATGGGGAGGGACTGGGGGTATCTGAACAGTACTTC

CDR3 AA sequence
CASSDGGSNTEVFF
GETLYF
CGARDRGHNSPLYF
CASGDWGEKNQNTLYF
CASSLSRHNQDTQYF
CASGDRGKNSAETLYF
CASSRLDRGRSYEQYF
CASGDRTGGSAETLYF
CGALDRTFSNERLFF
CASSSDRAFANTGQLYF
CASGTHAEQFF
CASGDAGGAHAEQFF
CASSIRFDNSAETLYF
CASGDRAGGNQNTLYF
CASRDRSYNSPLYF
CASGDAWGGETLYF
CASSTGFQDTQYF
CASGDGTGVEQYF
CSVLTVYDEQYF
CASSRTGDNYAEQFF
CASSSRGRDTGQLYF
CASSPGHANTEVFF
CASSFRTGDHEQYF
CASSRGQGGQYF
CASSPRHYEQYF
CASGDRGADSGNTLYF
CASSTGNYNSPLYF
CASRWGGGQNTLYF
CAWSLGDWGAETLYF
CASSPGTGGEYF
CASSRAGDNYEQYF
CASSDWGGSTLYF
CASSDARQINTEVFF
CASGDALGGAFEQYF
CASSPGGNQDTQYF
CASREGNSGNTLYF
CASSRAGDQDTQYF
CASSDGGFQNTLYF
CASGDGNANSDYTF
CASGDRAGGNYAEQFF
CASSLGONANTEVFF
CAWSDGINQDTQYF
CASRPQGAGSQPQHF
CASSIGQFSYNSPLYF
CASSLDAGSQPQHF
CGARDQQASAETLYF
CASSRDGGGNYAEQFF
CASSPGTGRSDYTF
CASSLDRGKNTLYF
CASSPGGGQDTQYF
CASSDLGGENTLYF
CASSTGNQDTQYF
CPSGDRGKNSAETLYF
CASGDGEGLGVSEQYF

V segments
TRBV13-3
TRBVS
TRBV20
TRBV13-2
TRBV29
TRBV13-2
TRBV17
TRBV13-2
TRBV20
TRBV3
TRBV17
TRBV13-2
TRBV19
TRBV13-2
TRBV19
TRBV13-2
TRBV13-3
TRBV13-2
TRBV30
TRBV17
TRBV17
TRBV13-3
TRBV12-2
TRBV17
TRBV12-2
TRBV13-2
TRBV19
TRBV13-3
TRBV31
TRBV13-3
TRBV17
TRBV13-3
TRBV13-1
TRBV13-2
TRBV19
TRBV13-3
TRBV17
TRBV13-3
TRBV13-2
TRBV13-2
TRBV15
TRBV31
TRBV29
TRBV19
TRBV14
TRBV20
TRBV17
TRBV26
TRBV3
TRBV19
TRBV13-1
TRBV13-3
TRBV13-2
TRBV13-2

J segments
TRBJ1-1
TRBJ2-3
TRBJ1-6
TRBJ2-4
TRBJ2-5
TRBJ2-3
TRBJ2-7
TRBJ2-3
TRBJ1-4
TRBJ2-2
TRBJ2-1
TRBJ2-1
TRBJ2-3
TRBJ2-4
TRBJ1-6
TRBJ2-3
TRBJ2-5
TRBJ2-7
TRBJ2-7
TRBJ2-1
TRBJ2-2
TRBJ1-1
TRBJ2-7
TRBJ2-7
TRBJ2-7
TRBJ1-3
TRBJ1-6
TRBJ2-4
TRBJ2-3
TRBJ2-7
TRBJ2-7
TRBJ2-4
TRBJ1-1
TRBJ2-7
TRBJ2-5
TRBJ1-3
TRBJ2-5
TRBJ2-4
TRBJ1-2
TRBJ2-1
TRBJ1-1
TRBJ2-5
TRBJ1-5
TRBJ1-6
TRBJ1-5
TRBJ2-3
TRBJ2-1
TRBJ1-2
TRBJ2-4
TRBJ2-5
TRBJ2-4
TRBJ2-5
TRBJ2-3
TRBJ2-7



Mouse 1

Reads
7702
5371

558
334
316
292
178
157
135
124
120
112
108
95
93
71
68
67
60
54
51
45
45
43
39
38
33

Frequency

aPD-L1

CDR3 Nucleotide sequence
47.225 TGTGCCAGCAGTGTGGGACAGGGACCCAACGAAAGATTATTTTTC
32.933 TGTGCCAGCAGCACAGGGAATAACAACCAGGCTCCGCTTTTT
3.421 TGTGCTAGCAGTTTAGGGGACTGGGGGGTTCAAAACACCTTGTACTTT
2.048 TGTGCCAGCAGTCCAGGGAATTCTGGAAATACGCTCTATTTT
1.938 TGTGCTAGCAGTTCCCGCCGGGACACAAACTATGCTGAGCAGTTCTTC
1.790 TGTGGTGCTAGGGTAGAAAACTCCGACTACACCTTC
1.091 TGTGCTAGCAGTTTTGGGGGGTTTAGTGCAGAAACGCTGTATTTT
0.963 TGTGCCAGCAGTGTCGGACAGGGCAACTCCGACTACACCTTC
0.828 TGTGCCAGCAGTGATGGGGGAGGGAATTCGCCCCTCTACTTT
0.760 TGTGCCAGCAGGGACAGACATTCTGGAAATACGCTCTATTTT
0.736 TGTGCCAGCAGTCAACAGGGGAGGGGAAGTGCAGAAACGCTGTATTTT
0.687 TGTGGTGCTAGGGATCGGGACAGGGAGAATGGAAATACGCTCTATTTT
0.662 TGTGCTAGCAGTAGAGTGCAAAACTATGCTGAGCAGTTCTTC
0.583 TGTGCTAGCAGCTCCCCTGGGGTTAACCAAGACACCCAGTACTTT
0.570 TGTGCCAGCAGTCACTGGGGGGGCGATGCTGAGCAGTTCTTC
0.435 TGTGCCAGCGGTGATAGGTCAGGGGGAAACACAGAAGTCTTCTTT
0.417 TGTGCCAGCAGGACAGGGACCTATAATTCGCCCCTCTACTTT
0.411 TGTGCCAGCAGGACACATAGTGCAGAAACGCTGTATTTT
0.368 TGTGCCAGCAGTGATTGGGGGCCAAACACCGGGCAGCTCTACTTT
0.331 TGTGCCAGCAGAACAGGGAATGTTAATTCGCCCCTCTACTTT
0.313 TGTGCTAGCAGTAGTGGGGGTGACTATGCTGAGCAGTTCTTC
0.276 TGTGCCAGCAGTGCGGGACAAAATAATTCGCCCCTCTACTTT
0.276 TGTGCCAGCAGGTCAGGGAATTATAATTCGCCCCTCTACTTT
0.264 TGTGCCAGCAGGACAGGGGTTAATTCGCCCCTCTACTTT
0.239 TGCACCTGCAGTGCAGATGTGGGGTCTAGTGCAGAAACGCTGTATTTT
0.233 TGTGCCAGCGGGCGGGACAGGGGGCTTAGTGCAGAAACGCTGTATTTT
0.202 TGCTCCAGCAGTCAAGGCAGGGGGAGGTCCGACTACACCTTC

CDR3 AA sequence
ASSVGQGPNERLF
ASSTGNNNQAPL
ASSLGDWGVQNTLY
ASSPGNSGNTLY
ASSSRRDTNYAEQF
GARVENSDYT
ASSFGGFSAETLY
ASSVGQGNSDYT
ASSDGGGNSPLY
ASRDRHSGNTLY
ASSQQGRGSAETLY
GARDRDRENGNTLY
ASSRVQNYAEQF
ASSSPGVNQDTQY
ASSHWGGDAEQF
ASGDRSGGNTEVF
ASRTGTYNSPLY
ASRTHSAETLY
ASSDWGPNTGQLY
ASRTGNVNSPLY
ASSSGGDYAEQF
ASSAGQNNSPLY
ASRSGNYNSPLY
ASRTGVNSPLY
TCSADVGSSAETLY
ASGRDRGLSAETLY
SSSQGRGRSDYT

V segments
TRBV13-3
TRBV13-3
TRBV29
TRBV14
TRBV29
TRBV20
TRBV29
TRBV13-3
TRBV13-3
TRBV13-3
TRBV13-3
TRBV20
TRBV17
TRBV17
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-3
TRBV13-1
TRBV14
TRBV17
TRBV13-3
TRBV14
TRBV13-3
TRBV1
TRBV13-3
TRBV23

J segments
TRBJ1-4
TRBJ1-5
TRBJ2-4
TRBJ1-3
TRBJ2-1
TRBJ1-2
TRBJ2-3
TRBJ1-2
TRBJ1-6
TRBJ1-3
TRBJ2-3
TRBJ1-3
TRBJ2-1
TRBJ2-5
TRBJ2-1
TRBJ1-1
TRBJ1-6
TRBJ2-3
TRBJ2-2
TRBJ1-6
TRBJ2-1
TRBJ1-6
TRBJ1-6
TRBJ1-6
TRBJ2-3
TRBJ2-3
TRBJ1-2



Mouse 2

Reads
12113
2968
925
314
180
114
74
73
64
60
58
54
51
46
45
42

aPD-L1

Frequency  CDR3 Nucleotide sequence

70.502 TGTGCCAGCGGTGATAGGGCAGGGGCTAGTGCAGAAACGCTGTATTTT
17.275 TGTGCCAGCAGTGCCTGGGGGGGCGATGCTGAGCAGTTCTTC
5.384 TGTGCTAGCACTGCTGGGGGGAACTATGCTGAGCAGTTCTTC
1.828 TGTGCCAGCAGTATAGGAAATTCTGGAAATACGCTCTATTTT
1.048 TGTGCTAGCAGTAGACCGGGTAACTATGCTGAGCAGTTCTTC
0.664 TGTGCCAGCGGTGAGAGACAAGTAAACACAGAAGTCTTCTTT
0.431 TGTGCCAGCAGTTTGGGCAATAGTCAAAACACCTTGTACTTT
0.425 TGTGCCAGCGGTGATGGCAATTCCAACGAAAGATTATTTTTC
0.373 TGTGCCAGCAGTCCTGGGGGGATGCAAAACACCTTGTACTTT
0.349 TGTGCCAGCAGTGCTGGGGGGGCACATGCTGAGCAGTTCTTC
0.338 TGTGCCAGCAGTGGCCAGACAGGAATTCAAAACACCTTGTACTTT
0.314 TGTGCCAGCGGTGAGTGGGACAGGGGGCAGTTTTCTGGAAATACGCTCTATTTT
0.297 TGTGCCAGCAGTGACTGGGGGACAGGGGACACCGGGCAGCTCTACTTT
0.268 TGTGCTAGCAGTAGAGCCGGGGACAACTATGAACAGTACTTC
0.262 TGTGCCAGCGGTGGCAGCAATGCAAACTCCGACTACACCTTC
0.244 TGTGCCAGCCGAGGGACAGAAGACACCCAGTACTTT

CDR3 AA sequence
ASGDRAGASAETLY
ASSAWGGDAEQF
ASTAGGNYAEQF
ASSIGNSGNTLY
ASSRPGNYAEQF
ASGERQVNTEVF
ASSLGNSQNTLY
ASGDGNSNERLF
ASSPGGMQNTLY
ASSAGGAHAEQF
ASSGQTGIQNTLY
ASGEWDRGQFSGNTLY
ASSDWGTGDTGQLY
ASSRAGDNYEQY
ASGGSNANSDYT
ASRGTEDTQY

V segments
TRBV13-2
TRBV13-1
TRBV17
TRBV19
TRBV17
TRBV13-2
TRBV14
TRBV13-2
TRBV19
TRBV13-3
TRBV13-3
TRBV13-2
TRBV13-3
TRBV17
TRBV13-2
TRBV13-3

J segments
TRBJ2-3
TRBJ2-1
TRBJ2-1
TRBJ1-3
TRBJ2-1
TRBJ1-1
TRBJ2-4
TRBJ1-4
TRBJ2-4
TRBJ2-1
TRBJ2-4
TRBJ1-3
TRBJ2-2
TRBJ2-7
TRBJ1-2
TRBJ2-5



Mouse 3

Reads
7134
2100
1084
1058

708
691
530
525
483
478
368
343
323
321
317
235
214
198
192
185
165
162
143
136
129
129
108
103

67

64

Frequency

aPD-L1

CDR3 Nucleotide sequence

38.164 TGTGCTAGCAGTAGTGGGGGGGACTATGCTGAGCAGTTCTTC

11.234 TGTGCCAGCGGTGATGCACTGGGGGTTGACACCCAGTACTTT
5.799 TGCACCTGCAGTGCAGATAGACACAGGGGTAACTATGCTGAGCAGTTCTTC
5.660 TGTGCCAGCAGCCGTACTGGGGGGGATCTCCAAGACACCCAGTACTTT
3.788 TGTGCTAGCAGGATACAGGGTAACCAAGACACCCAGTACTTT
3.697 TGTGCCAGCAGCCAGGGTTCCTATAATTCGCCCCTCTACTTT
2.835 TGTGCCAGCAGCTCCTACCGGACAGGACAGGATGGCTACACCTTC
2.809 TGCACCTGCAGTGACTGGGGGGTAAACACCGGGCAGCTCTACTTT
2.584 TGTGCTAGCAGTCCCGGACACTCTAGTCAAAACACCTTGTACTTT
2.557 TGTGCCAGCAGTGACTGGGGGGTTGAACAGTACTTC
1.969 TGTGCTAGCAGTAGAGCCGGGACAGCAAACACAGAAGTCTTCTTT
1.835 TGTGCCAGCAGTCAGGGTTATGGCTACACCTTC
1.728 TGTGCTAGCAGTTTAAGCGGGACTGGGGGTAGTCAAAACACCTTGTACTTT
1.717 TGCGCCAGCAGCCAAGATATAGCAGGGGGGACTGAAGCTTTCTTT
1.696 TGCGCTAGCAGCCAAGAACAGGGATTTAATTCACCCCTCCACTTT
1.257 TGTGCCAGCGGTGATAGGGGGGGATCTAGTGCAGAAACGCTGTATTTT
1.145 TGTGCCAGCAGGAAATCAGGGGGCACTGAAGCTTTCTTT
1.059 TGTGGTGCTAGGGCCAGCATTAACCAAGACACCCAGTACTTT
1.027 TGTGCCAGCAGCTCTCGAGACTGGGGGCAAAACACCTTGTACTTT
0.990 TGTGCCAGCAGCTTCCTATTCACAGATACGCAGTATTTT
0.883 TGTGCCTGGAGTTCCCGGGACAGGGAAAACACCGGGCAGCTCTACTTT
0.867 TGTGCTAGCAGTAGTTGGGGGTACCAAGACACCCAGTACTTT
0.765 TGTGCCAGCAGTTCGAGAGGATTAGCGCACACAGATACGCAGTATTTT
0.728 TGTGCCTGGACCTTTAGTACCAACACTGAAGCTTTCTTT
0.690 TGTGCCAGCAGCTCCCGGGACAGGAATAACTATGCTGAGCAGTTCTTC
0.690 TGTGCTGGCAGGATACAGGGTAACCAAGACACCCAGTACTTT
0.578 TGTGCCAGCGGTCAGGGTTATGGCTACACCTTC
0.551 TGTGCCAGCAGCCCGGGGGGACTAGCAAATGAGCAGTTCTTC
0.358 TGTGCCAGCAGCTTATTAGGACAGTTCAATGAAAAACTGTTTTTT
0.342 TGCACCTGCAGTGCAGATCCAACAAACACCGGGCAGCTCTACTTT

CDR3 AA sequence
ASSSGGDYAEQF
ASGDALGVDTQY
TCSADRHRGNYAEQF
ASSRTGGDLQDTQY
ASRIQGNQDTQY
ASSQGSYNSPLY
ASSSYRTGQDGYT
TCSDWGVNTGQLY
ASSPGHSSQNTLY
ASSDWGVEQY
ASSRAGTANTEVF
ASSQGYGYT
ASSLSGTGGSQNTLY
ASSQDIAGGTEAF
ASSQEQGFNSPLH
ASGDRGGSSAETLY
ASRKSGGTEAF
GARASINQDTQY
ASSSRDWGQNTLY
ASSFLFTDTQY
AWSSRDRENTGQLY
ASSSWGYQDTQY
ASSSRGLAHTDTQY
AWTFSTNTEAF
ASSSRDRNNYAEQF
AGRIQGNQDTQY
ASGQGYGYT
ASSPGGLANEQF
ASSLLGQFNEKLF
TCSADPTNTGQLY

V segments
TRBV17
TRBV13-2
TRBV1
TRBV5
TRBV17
TRBV13-3
TRBV16
TRBV1
TRBV29
TRBV13-3
TRBV17
TRBV8
TRBV29
TRBV5
TRBVS
TRBV13-2
TRBV16
TRBV20
TRBV3
TRBV16
TRBV31
TRBV17
TRBV16
TRBV31
TRBV3
TRBV17
TRBV13-2
TRBV12-2
TRBV15
TRBV1

J segments

TRBJ2-1
TRBJ2-5
TRBJ2-1
TRBJ2-5
TRBJ2-5
TRBJ1-6
TRBJ1-2
TRBJ2-2
TRBJ2-4
TRBJ2-7
TRBJ1-1
TRBJ1-2
TRBJ2-4
TRBJ1-1
TRBJ1-6
TRBJ2-3
TRBJ1-1
TRBJ2-5
TRBJ2-4
TRBJ2-3
TRBJ2-2
TRBJ2-5
TRBJ2-3
TRBJ1-1
TRBJ2-1
TRBJ2-5
TRBJ1-2
TRBJ2-1
TRBJ1-4
TRBJ2-2



Mouse 4

Reads
5440
2884
1661
1449
1344
1069

850
741
527
484
397
397
361
361
327
317
306
302
279
263
244
230
219
206
198
160
122
109
109

aPD-L1

Frequency  CDR3 Nucleotide sequence
25.473 TGTGCCAGCGGTGATAGGGCTGGGGGTAGTGCAGAAACGCTGTA

13.504 TGTGCCAGCAGTCCCGGGAATAGTCAAAACACCTTGTACTTT
7.778 TGTGCCAGCAGTGAGGGAAACTCAAACTCCGACTACACCTTC

6.785 TGTGCCAGCGGTGATGCAGGCAGGTTAAACACCGGGCAGCTCTACTTT

6.293 TGTGGTGCTAGGGATCAACAGGGATCAAACTCCGACTACACCTTC
5.006 TGTGCCAGCAGGACTGGGGGGGCGCAGGCTGAGCAGTTCTTC
3.980 TGTGCTAGCAGTAGAGCGGGGGACAACTATGAACAGTACTTC
3.470 TGTGCCAGCAGCTTCCCAGGGAATTCTGGAAATACGCTCTATTTT
2.468 TGTGCTAGCAGTCTGGGGGGGGACTATGCTGAGCAGTTCTTC
2.266 TGTGCCAGCAGCATTAGCGGGGATCCTTCCTACGAGCAGTACTTC

1.859 TGCTCCAGCAGTCCCCGGGACTGGGGGGGCGAGGGCACCGGGCAGCTCTACTTT

1.859 TGTGCCTGGAGTCTTTGGGGGAGTCAAAACACCTTGTACTTT
1.690 TGTGCCAGCAGTGCAGGGGGCGGGAACTCCGACTACACCTTC
1.690 TGTGCCAGCAGTGATTGGGGGGTTGAGCAGTTCTTC

1.531 TGTGCCAGCGTTTCTATGGGGTACAATGAGCAGTTCTTC

1.484 TGTGCTAGCAGTTACGGAGGGTTTAGTGCAGAAACGCTGTATTTT
1.433 TGTGCCAGCAGTGACTGGGGGGCAAACACCGGGCAGCTCTACTTT
1.414 TGTGCCAGCAGTCGAGGAAGGGATTGGAATGAGCAGTTCTTC
1.306 TGTGCCAGCAGTGGAACAGAAGAGACCCAGTACTTC

1.232 TGTGGTGCTAGGGTGAACACAGAAGTCTTCTTT

1.143 TGTGCCAGCAGCCAAGAAGATTGGGGGGGAGAACAGTACTTC
1.077 TGTGCCAGCGGTGATTGGCTGGGGGGTCAAGACACCCAGTACTTT
1.025 TGTGCCAGCAGTTTCGGCAATAGTCAAAACACCTTGTACTTT
0.965 TGTGCCAGCAAGATAACAAATAATAATTCACCCCTCCACTTT
0.927 TGTGCCAGCAGTTCCGGCAACTCCTACGAGCAGTACTTC

0.749 TGTGCAAGCAGCCCTCCGGACAGATTTCAAAACACCTTGTACTTT
0.571 TGTGCCAGCGGTGATGCGGGGGGTAACCAAGACACCCAGTACTTT
0.510 TGTGCCAGCAGCCTCCGGGACAACTCCTATGAACAGTACTTC
0.510 TGTAGTTCTAGAAGTGATAGTGCAGAAACGCTGTATTTT

CDR3 AA sequence
ASGDRAGGSAETLY
ASSPGNSQNTLY
ASSEGNSNSDYT
ASGDAGRLNTGQLY
GARDQQGSNSDYT
ASRTGGAQAEQF
ASSRAGDNYEQY
ASSFPGNSGNTLY
ASSLGGDYAEQF
ASSISGDPSYEQY

SSSPRDWGGEGTGQLY

AWSLWGSQNTLY
ASSAGGGNSDYT
ASSDWGVEQF
ASVSMGYNEQF
ASSYGGFSAETLY
ASSDWGANTGAQLY
ASSRGRDWNEQF
ASSGTEETQY
GARVNTEVF
ASSQEDWGGEQY
ASGDWLGGQDTQY
ASSFGNSQNTLY
ASKITNNNSPLH
ASSSGNSYEQY
ASSPPDRFQNTLY
ASGDAGGNQDTQY
ASSLRDNSYEQY
SSRSDSAETLY

V segments
TRBV13-2
TRBV14
TRBV13-3
TRBV13-2
TRBV20
TRBV13-3
TRBV17
TRBV3
TRBV17
TRBV16
TRBV23
TRBV31
TRBV13-3
TRBV13-3
TRBV13-2
TRBV29
TRBV26
TRBV3
TRBV29
TRBV20
TRBV5
TRBV13-2
TRBV14
TRBV13-2
TRBV29
TRBV16
TRBV13-2
TRBV15
TRBV30

J segments
TRBJ2-3
TRBJ2-4
TRBJ1-2
TRBJ2-2
TRBJ1-2
TRBJ2-1
TRBJ2-7
TRBJ1-3
TRBJ2-1
TRBJ2-7
TRBJ2-2
TRBJ2-4
TRBJ1-2
TRBJ2-1
TRBJ2-1
TRBJ2-3
TRBJ2-2
TRBJ2-1
TRBJ2-5
TRBJ1-1
TRBJ2-7
TRBJ2-5
TRBJ2-4
TRBJ1-6
TRBJ2-7
TRBJ2-4
TRBJ2-5
TRBJ2-7
TRBJ2-3



Mouse 5 aPD-L1
Reads Frequency  CDR3 Nucleotide sequence CDR3 AA sequence Vsegments Jsegments
15993 60.543 TGTGCCAGCAGTGCAGGTTCCTATAATTCGCCCCTCTACTTT ASSAGSYNSPLY TRBV13-3 TRBJ1-6
2122 8.033 TGTGCCAGCAGCTCCCGGGACTGGGGAAACTATGCTGAGCAGTTCTTC ASSSRDWGNYAEQF TRBV4 TRBJ2-1
1501 5.682 TGTGCCAGCAGTGAAGGGGGCTATAATTCGCCCCTCTACTTT ASSEGGYNSPLY TRBV13-3 TRBJ1-6
756 2.862 TGTGCCAGCAGCGCAGGCAATGCAAACTCCGACTACACCTTC ASSAGNANSDYT TRBV13-3 TRBJ1-2
725 2.745 TGTGCCAGCGGTGACCGGGACTGGGGTAACCAAGACACCCAGTACTTT ASGDRDWGNQDTQY TRBV13-2 TRBJ2-5
676 2.559 TGTGCCAGCTCCCTGGGTAACCAAGACACCCAGTACTTT ASSLGNQDTQY TRBV13-3 TRBJ2-5
343 1.298 TGTGCCAGCACTGGGTCTAGTGCAGAAACGCTGTATTTT ASTGSSAETLY TRBV13-3 TRBJ2-3
295 1.117 TGTGCTAGCAGTTCCCGGGCCTGGGGGAACTATGCTGAGCAGTTCTTC ASSSRAWGNYAEQF TRBV29 TRBJ2-1
278 1.052 TGTGCCAGCGGTGATCGGACTGGGGATAACCAAGACACCCAGTACTTT ASGDRTGDNQDTQY TRBV13-2 TRBJ2-5
267 1.011 TGTGCTAGCAGTTCAGGGAATAACAACCAGGCTCCGCTTTTT ASSSGNNNQAPL TRBV17 TRBJ1-5
257 0.973 TGTGCCAGCAGTGATCAGGGACTGGCTAACTATGCTGAGCAGTTCTTC ASSDQGLANYAEQF TRBV13-1 TRBJ2-1
239 0.905 TGTGCCAGCAGCACAGGGAATAACAACCAGGCTCCGCTTTTT ASSTGNNNQAPL TRBV13-3 TRBJ1-5
207 0.784 TGTGCCAGCAGCTCCGGGAATAGTCAAAACACCTTGTACTTT ASSSGNSQNTLY TRBV14 TRBJ2-4
204 0.772 TGTGCTAGCCGGACAGGGGTCTATGAACAGTACTTC ASRTGVYEQY TRBV17 TRBJ2-7
152 0.575 TGTGCCAGCAGTCCCGGGACAGGGAGAGGAAATACGCTCTATTTT ASSPGTGRGNTLY TRBV13-3 TRBJ1-3
125 0.473 TGTGCCAGCGGTGATGGGGGGGGCGCCCACACAGAAGTCTTCTTT ASGDGGGAHTEVF TRBV13-2 TRBJ1-1
116 0.439 TGTGCCAGCAGTTTTGGCAGCTCCTATGAACAGTACTTC ASSFGSSYEQY TRBV14 TRBJ2-7
115 0.435 TGTGCCAGCAGTGAGTACAGGGCTGAGCAGTTCTTC ASSEYRAEQF TRBV13-1 TRBJ2-1
110 0.416 TATGCTGAGCAGTTCTTC AEQF TRBV21 TRBJ2-1
103 0.390 TGTGCTAGCAGTTGGAAAACAAACTCCGACTACACCTTC ASSWKTNSDYT TRBV29 TRBJ1-2
95 0.360 TGTGCTAGCAGTTCGGTCTACTCCGACTACACCTTC ASSSVYSDYT TRBV29 TRBJ1-2
94 0.356 TGTGCCAGCTCTACTGGGGGTAGTCAAAACACCTTGTACTTT ASSTGGSQNTLY TRBV13-3 TRBJ2-4
82 0.310 TGTGCCAGCAGTGAAGCACAGGGGGTTCAAAACACCTTGTACTTT ASSEAQGVQNTLY TRBV13-3 TRBJ2-4
74 0.280 TGTGGTGCTAGGGATGCACAGGGGGACACAGAAGTCTTCTTT GARDAQGDTEVF TRBV20 TRBJ1-1
70 0.265 TGTGCCAGCAGTGATGGGACATATAATTCGCCCCTCTACTTT ASSDGTYNSPLY TRBV13-3 TRBJ1-6
69 0.261 TGTGCCAGCAGCTTCCAAGGAGGCAACCAGGCTCCGCTTTTT ASSFQGGNQAPL TRBV3 TRBJ1-5
69 0.261 TGTGCCAGCAGCCCCAATAATTCTGGAAATACGCTCTATTTT ASSPNNSGNTLY TRBV5 TRBJ1-3
68 0.257 TGTGCCAGCAGTCCACAGGGGGCAAACACCGGGCAGCTCTACTTT ASSPQGANTGQLY TRBV13-3 TRBJ2-2
66 0.250 TGCAGTGCTAGTGGGGCGGCTCAGGGCGAGACCCAGTACTTC SASGAAQGETQY TRBV30 TRBJ2-5
64 0.242 TGTGCTAGCGGGGGGACAGGGCCGTACAATGAGCAGTTCTTC ASGGTGPYNEQF TRBV19 TRBJ2-1
64 0.242 TGTGCTAGCAGTAGTTACAGGGGTGCAGAAACGCTGTATTTT ASSSYRGAETLY TRBV17 TRBJ2-3
64 0.242 TGTGCCAGCAGTGATGGGTTCTATAATTCGCCCCTCTACTTT ASSDGFYNSPLY TRBV13-1 TRBJ1-6
62 0.235 TGTGCCAGCAGCCAAGAGGGGGGGGGATATGAACAGTACTTC ASSQEGGGYEQY TRBVS TRBJ2-7
61 0.231 TGTGCTAGCAGTCCGACAGGGGAGGAACAGTACTTC ASSPTGEEQY TRBV29 TRBJ2-7
58 0.220 TGTGCCAGCAGCTACGGGACAAACACCTTGTACTTT ASSYGTNTLY TRBV4 TRBJ2-4
57 0.216 TGCGCCAGCAGCTTAACCGGGACCCTAGGGGATGAGCAGTTCTTC ASSLTGTLGDEQF TRBV12-2 TRBJ2-1
57 0.216 TGTGCCAGCAGTGAAGGCAATTCAAACTCCGACTACACCTTC ASSEGNSNSDYT TRBV13-3 TRBJ1-2
55 0.208 TGTGGTGCTAGGGATCAACAGGGGGGAAACACAGAAGTCTTCTTT GARDQQGGNTEVF TRBV20 TRBJ1-1
53 0.201 TGTGCAAGCAGCCGGGACTGGGGGGGAAGTGCAGAAACGCTGTATTTT ASSRDWGGSAETLY TRBV16 TRBJ2-3
52 0.197 TGTGCCAGCTCTCCGACTGGGGGGCCCAGTCAAAACACCTTGTACTTT ASSPTGGPSQNTLY TRBV12-1 TRBJ2-4
50 0.189 TGTGCCAGCAGCGTAGGCGGGGCCCGACAAGAGACCCAGTACTTC ASSVGGARQETQY TRBV12-2 TRBJ2-5
50 0.189 TGTGCTAGCAACCCCCGCCAGGCCTATGAACAGTACTTC ASNPRQAYEQY TRBV29 TRBJ2-7
49 0.185 TGTGCCAGCAGTGCAGGGGGCGCAAACACAGAAGTCTTCTTT ASSAGGANTEVF TRBV13-3 TRBJ1-1
49 0.185 TGTGCCAGCAGCTTAGAGGGGACCTGGGACGAGCAGTACTTC ASSLEGTWDEQY TRBV16 TRBJ2-7
46 0.174 TGTGCCAGCAGATGGGGGGGTAGTCAAAACACCTTGTACTTT ASRWGGSQNTLY TRBV13-3 TRBJ2-4
45 0.170 TGTGCTAGCAGTAGAAGGGGGCGGAACACCGGGCAGCTCTACTTT ASSRRGRNTGQLY TRBV17 TRBJ2-2
44 0.167 TGTGCCAGCGGTGATCGGGACAAATCAAACACCGGGCAGCTCTACTTT ASGDRDKSNTGQLY TRBV13-2 TRBJ2-2
43 0.163 TGTGCCAGCAGTATAGGGTCCTATAATTCGCCCCTCTACTTT ASSIGSYNSPLY TRBV19 TRBJ1-6
42 0.159 TGTGCCAGCAGCCCGGGACAAGCAAACACAGAAGTCTTCTTT ASSPGQANTEVF TRBVS TRBJ1-1
41 0.155 TGTGCCAGCAGTCCCTGGGGGGCGCATGCTGAGCAGTTCTTC ASSPWGAHAEQF TRBV3 TRBJ2-1
39 0.148 TGTGCCAGCACCGGACTGGGGGATAACTATGCTGAGCAGTTCTTC ASTGLGDNYAEQF TRBV13-3 TRBJ2-1



Mouse 6

Reads
5458
3076
2891
2051
1013

746
485
290
275
252
205
199
186
148
130
128
103
99
96
94
92
91
88
87
87
86
80
78
76
75
74
74
71
68
66
64
64
58
56
56
54
54
53
51
47
47
47
43
41
40
39
39

Frequency

aPD-L1

CDR3 Nucleotide sequence
27.330 TGTGCCAGCAGCAACAGCCATAACAACCAGGCTCCGCTTTTT
15.402 TGTGCTAGCAGTCCAGGGGGCGGGGGTAGTCAAAACACCTTGTACTTT
14.476 TGTGCCAGCAGTGGGGACTGGGGGGGCGCAGATGCTGAGCAGTTCTTC
10.270 TGTGCCAGCGGTGGCCTCAATGCAAACTCCGACTACACCTTC
5.072 TGTGCCAGCAGTGATTACTGGGGAAACACCTTGTACTTT
3.735 TGTGCCAGCGGTGATGCTGGGGGGGCTCATGCTGAGCAGTTCTTC
2.429 TGTGCCAGCAGTATGGGGTGGGGGTCTAGTCAAAACACCTTGTACTTT
1.452 TGTGCCAGCAGCTCAGGGACTAGCGGAAACAATGAGCAGTTCTTC
1.377 TGTGCCAGCACCTGGGGGAATGGTCAAAACACCTTGTACTTT
1.262 TGTGCCAGCAGTGATGGTAACAGTAACACAGAAGTCTTCTTT
1.026 TGTGCCAGCAGCTATCCCCGGGACTGGGGGAACCAAGACACCCAGTACTTT
0.996 TGTGCCATCGGGGACCTCTCGAACACCGGGGAGCTGTTTTTT
0.931 TGTGCCAGCAGTATAGGAAACAGTAATTCGCCCCTCTACTTT
0.741 TATGCCAGCAGCCCTGGACAGGGCGTGGACGAGCAGTACTTC
0.651 TGTGCCAGCGGTGATAGAGCTGGGGGTAACCAAGACACCCAGTACTTT
0.641 TGTGCCAGCGGTGACCGGGACAGGGGAAGTCAAAACACCTTGTACTTT
0.516 TGTGCTAGCAGTAGCCCCGGGACAGGGGGCGATGAACAGTACTTC
0.496 TGTGCAAGCAGCCCTGGACTGGGGGCGAGGTATGCTGAGCAGTTCTTC
0.481 TGTGCCAGCCAAGGGACAGGTGGAAGAAGGCAGTACTTC
0.471 TGTGCCAGCAGCTCCTACCGGACAGGACAGGATGGCTACACCTTC

0.461 TGTGCCAGCAGCCAAGGGGCCGGGACAGGGTCGTTGAGGGAGCAGTACTTC

0.456 TGTGCAAGCAGCTTAGAGGACAAGGGGGCTGAGCAGTTCTTC
0.441 TGTGCCAGCAGCGAGGGGACAGGGGCGAACACTGAAGCTTTCTTT
0.436 TGTGCCAGCAGTGATGAAGGGGTGTCCAACGAAAGATTATTTTTC
0.436 TGTGCCAGCGGTGGCCTCAATGCAAACTCCGACTACGCCTTC
0.431 TGTGCCAGCAACCCCTGGACTAGCGGGGCCTACGAGCAGTACTTC
0.401 TGTGCTAGCAGTTCCCCCAGGGGAGGCACAGAAGTCTTCTTT
0.391 TGCAGTGCTAGAGATCTGGACAGGGTTGGCATCGATGAGCAGTTCTTC
0.381 TGTGCCTGGAGTGGGGGCCCTAAGGGGGCCTACGAGCAGTACTTC
0.376 TGTGCCAGCAGGAATACAGGGGGCACTGAAGCTTTCTTT

0.371 TGTGCTAGCAGCGGGACTGGAGGAGACACCTTGTACTTT

0.371 TGCGCCAGCAAGGGGGACTACTATGGCTACACCTTC

0.356 TGTGCCAGCAGACAAGGACAGGGTAACACCTACAATGAGCAGTTCTTC
0.340 TGTGCCAGCAGTGCCTCACACCATTCTGGAAATACGCTCTATTTT
0.330 TGTGCCAGCAGTTTAAGCCCCCCTAGCGCTTTGGGTCAGTTCTTC
0.320 TGTGCCACCCGGACAGGGGGGACAAACACAGAAGTCTTCTTT
0.320 TGTGCCAGCAGTGATGGTAACAGTAACACAAAAGTCTTCTTT
0.290 TGTGCCAGCAGTGATTGGGAGAACACAGAAGTCTTCTTT

0.280 TGTGCCAGCTCTCTGGACTGGGGCCCCCAAGACACCCAGTACTTT
0.280 TATGCCAGCAGTAGCCCGCCGGATGATGACACTGAAGCTTTCTTT
0.270 TGTGCCAGCAGCTTGGGGACAAAAGACACCCAGTACTTT

0.270 TATGCTGAGCAGTTCTTC

0.265 TGCAGTGCTACACGACAGCTAAGTGGCTACACCTTC

0.255 TGTGCCAGCGGACAGGGGGATGGCTACACCTTC

0.235 TGCAGTGCTAGAGATCTAGCGGGCCCCGGCACAGATACGCAGTATTTT
0.235 TGTGCCAGCAGCTTAGGGACTGGGGTCTATGAACAGTACTTC
0.235 TGTGCCAGCAGTTGGGCGAACACAGATACGCAGTATTTT

0.215 TGTGCCAGCAGTGAAGGCAATGCAAACTCCGACTACACCTTC
0.205 TGCAGTGCCACACCGACTAGCGGCGACCAAGAGACCCAGTACTTC
0.200 TGTGCCAGCGGTGATGGCAATGCAAACTCCGACTACACCTTC
0.195 TGTGGTGCTAGGGACTTGACAGGGTCCAACGAAAGATTATTTTTC
0.195 TGTGCCTGGGGGGTAAACACCGGGCAGCTCTACTTT

CDR3 AA sequence
ASSNSHNNQAPL
ASSPGGGGSQNTLY
ASSGDWGGADAEQF
ASGGLNANSDYT
ASSDYWGNTLY
ASGDAGGAHAEQF
ASSMGWGSSQNTLY
ASSSGTSGNNEQF
ASTWGNGQNTLY
ASSDGNSNTEVF
ASSYPRDWGNQDTQY
AIGDLSNTGELF
ASSIGNSNSPLY
ASSPGQGVDEQY
ASGDRAGGNQDTQY
ASGDRDRGSQNTLY
ASSSPGTGGDEQY
ASSPGLGARYAEQF
ASQGTGGRRQY
ASSSYRTGQDGYT
ASSQGAGTGSLREQY
ASSLEDKGAEQF
ASSEGTGANTEAF
ASSDEGVSNERLF
ASGGLNANSDYA
ASNPWTSGAYEQY
ASSSPRGGTEVF
SARDLDRVGIDEQF
AWSGGPKGAYEQY
ASRNTGGTEAF
ASSGTGGDTLY
ASKGDYYGYT
ASRQGQGNTYNEQF
ASSASHHSGNTLY
ASSLSPPSALGQF
ATRTGGTNTEVF
ASSDGNSNTKVF
ASSDWENTEVF
ASSLDWGPQDTQY
ASSSPPDDDTEAF
ASSLGTKDTQY
AEQF

SATRQLSGYT
ASGQGDGYT
SARDLAGPGTDTQY
ASSLGTGVYEQY
ASSWANTDTQY
ASSEGNANSDYT
SATPTSGDQETQY
ASGDGNANSDYT
GARDLTGSNERLF
AWGVNTGQLY

V segments
TRBV13-3
TRBV29
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-2
TRBV19
TRBV14
TRBV19
TRBV13-3
TRBV4
TRBV13-2
TRBV19
TRBV8
TRBV13-2
TRBV13-2
TRBV17
TRBV16
TRBV13-2
TRBV16
TRBV14
TRBV16
TRBV12-2
TRBV13-3
TRBV13-2
TRBV12-2
TRBV29
TRBV30
TRBV31
TRBV16
TRBV17
TRBV16
TRBV8
TRBV13-3
TRBV29
TRBV13-3
TRBV13-3
TRBV13-1
TRBV12-2
TRBV13-1
TRBV3
TRBV21
TRBV30
TRBV16
TRBV30
TRBV3
TRBV8
TRBV13-3
TRBV30
TRBV13-2
TRBV20
TRBV17

J segments

TRBJ1-5
TRBJ2-4
TRBJ2-1
TRBJ1-2
TRBJ2-4
TRBJ2-1
TRBJ2-4
TRBJ2-1
TRBJ2-4
TRBJ1-1
TRBJ2-5
TRBJ2-2
TRBJ1-6
TRBJ2-7
TRBJ2-5
TRBJ2-4
TRBJ2-7
TRBJ2-1
TRBJ2-7
TRBJ1-2
TRBJ2-7
TRBJ2-1
TRBJ1-1
TRBJ1-4
TRBJ1-2
TRBJ2-7
TRBJ1-1
TRBJ2-1
TRBJ2-7
TRBJ1-1
TRBJ2-4
TRBJ1-2
TRBJ2-1
TRBJ1-3
TRBJ2-1
TRBJ1-1
TRBJ1-1
TRBJ1-1
TRBJ2-5
TRBJ1-1
TRBJ2-5
TRBJ2-1
TRBJ1-2
TRBJ1-2
TRBJ2-3
TRBJ2-7
TRBJ2-3
TRBJ1-2
TRBJ2-5
TRBJ1-2
TRBJ1-4
TRBJ2-2



Mouse 7 aPD-L1

Reads Frequency  CDR3 Nucleotide sequence CDR3 AA sequence Vsegments Jsegments
1715 91.4179104 TGTGCCAGCAGCTTAGAGGACAGGGAGGGCTCCGACTACACCTTC ASSLEDREGSDYT TRBV3 TRBJ1-2
78 4.15778252 TGTGCTAGCAGTCTGGGGGGGGACTATGCTGAGCAGTTCTTC ASSLGGDYAEQF TRBV17 TRBJ2-1
25 1.3326226 TGTGCCAGCAGTCCCACTGGGAATAACCAAGACACCCAGTACTTT ASSPTGNNQDTQY TRBV13-3 TRBJ2-5
19 1.01279318 TGTGCCAGCAGTCCGGGGGGTAGTCAAAACACCTTGTACTTT ASSPGGSQNTLY TRBV19 TRBJ2-4
17 0.90618337 TGTGCTGAGCAGTTCTTC AEQF TRBV21 TRBJ2-1
14 0.74626866 TGTGCTAGCAGTGGGGACTGGGGGGCAGGGGAACAGTACTTC ASSGDWGAGEQY TRBV29 TRBJ2-7

8 0.42643923 TGTGCCAGCGGTGATGCAGGGGGGGGCTATGCTGAGCAGTTCTTC ASGDAGGGYAEQF TRBV13-2 TRBJ2-1



Mouse 8

Reads
4465
1200
1192

635
504
500
472
341
268
266
247
240
85
78
69
64
62
56
54
50
48
44
43
39
33
32
31
30
30
30
23
23
22
22
21
20
19
18
17
17
17
16
15
15
15
14

Frequency

aPD-L1

CDR3 Nucleotide sequence
38.819 TGTGCCAGCAGGCCCTACAATAGTCAAAACACCTTGTACTTT
10.433 TGTGCCAGCGGTGATCGGGACAGGGGAAACACCGGGCAGCTCTACTTT
10.363 TGTGCAAGCAGCTTATGGGGGCTCTATGCTGAGCAGTTCTTC
5.521 TGTGCTAGCAAGGTTCAGGGGGACTATGCTGAGCAGTTCTTC
4.382 TGTGGTGCTAGGGATCAGGACAATTCCAACGAAAGATTATTTTTC

4.347 TGTGCCAGCAGCTTAGGAAGGGACTGGGGGAACTCCTATGAACAGTACTTC

4.104 TGTGCCAGCAGTATAGGTCAAAACAACCAGGCTCCGCTTTTT

2.965 TGTGCCAGCAGTATAGGGCAGAATAATTCGCCCCTCTACTTT

2.330 TGTGCCAGCAGTGATGGAGGGGGTAATTCGCCCCTCTACTTT

2.313 TGTGCTAGCAGTAGAGGGGACAACTATGCTGAGCAGTTCTTC

2.147 TGTGGTGCTAGGGATCGGGACAATTCCAACGAAAGATTATTTTTC
2.087 TGTGCCAGCGGTGATCGAGGGGCTTCAAACTATGCTGAGCAGTTCTTC
0.739 TGTGCCAGCGGTGGGGACAATGCAAACTCCGACTACACCTTC

0.678 TGTGCCAGCAGTGACGGGGGTTCCAACGAAAGATTATTTTTC

0.600 TGTGCCAGCGGTGATCTTGGGAACCAAGACACCCAGTACTTT

0.556 TGTGCCAGCGGTGATGCAGGGGGCGCCCATGCTGAGCAGTTCTTC
0.539 TGTGCCAGCAGTGATGGCAATGCAAACTCCGACTACACCTTC

0.487 TGTGCCAGCGGTGACCGGACTGGGGGGCACTATGCTGAGCAGTTCTTC
0.469 TGTGCCAGCAGTGACTGGGGGGGCGCCGAACAGTACTTC

0.435 TGTGCCAGCAGCGGGGACTGGGGGGGGAACTATGCTGAGCAGTTCTTC

0.417 TGTGGTGCTCCAGGGCGAGACAACCAGGCTCCGCTTTTT

0.383 TGTGCCAGCAGTATAGGGGCTAATAATTCGCCCCTCTACTTT

0.374 TGTGCCAGCAGTGCCGGGGGTGCTAACTCCGACTACACCTTC

0.339 TATGCTGAGCAGTTCTTC

0.287 TGTGCCAGCAGCGCCGGGAATTCTGGAAATACGCTCTATTTT

0.278 TGTGCCAGCAGTATAGCTCGACAGGGGAACACAGAAGTCTTCTTT
0.270 TGTGCCAGCGGTGATGGCAATGCAAACTCCGACTACACCTTC

0.261 TGTGCCAGCGGTGATGCCTGGGGGGGCGAAACGCTGTATTTT

0.261 TGTGCCAGCGGTGATGCGGCAGGGGGGGTTGAACAGTACTTC

0.261 TGCTCCAGCAGTCAATGGGGACAGTATGCTGAGCAGTTCTTC

0.200 TGTGCCAGCAGCTTAGATGGGGGGGCGCCTGCAGAAACGCTGTATTTT
0.200 TGTGCCAGCAGTATCGGACAGGGGAACACAGAAGTCTTCTTT

0.191 TGTGCCAGCAGCCCCGGGTGGGGGGTTAACCAAGACACCCAGTACTTT
0.191 TGTGCTAGCAGTCAATCCTGGGGGCAAGACACCCAGTACTTT

0.183 TGTGCCAGCGGTGGGGGTAATTCTGGAAATACGCTCTATTTT

0.174 TGTGCCAGCAGTGACTGGGGGGGCTATGCTGAGCAGTTCTTC

0.165 TGTGCTAGCAGTTCCCGGGACAGGGGTAACACCGGGCAGCTCTACTTT
0.156 TGTGCCAGCAGTCCCGGGACAATCAACGAAAGATTATTTTTC

0.148 TGTGCTAGCAGGGGGACAAATAACCAAGACACCCAGTACTTT

0.148 TGTGCCAGCAGTCCTGGGGGGAACTATGCTGAGCAGTTCTTC

0.148 TGTGCCAGCAGTTACAGGGGAAACTCCGACTACACCTTC

0.139 TGTGCCAGCAGTGACGGGGGGGCAAACACAGAAGTCTTCTTT

0.130 TGTGCCAGCAGTCCGGGCCCCTATAATTCGCCCCTCTACTTT

0.130 TGTGCCAGCAGTGAGGACAGGGGGCTCTCCGACTACACCTTC

0.130 TGTGCCAGCAGTCCCGGACATGGTGAACAGTACTTC

0.122 TGTGCCAGCAGTGATGCCTGGAATTCGCCCCTCTACTTT

CDR3 AA sequence
ASRPYNSQNTLY
ASGDRDRGNTGQLY
ASSLWGLYAEQF
ASKVQGDYAEQF
GARDQDNSNERLF
ASSLGRDWGNSYEQY
ASSIGQNNQAPL
ASSIGQNNSPLY
ASSDGGGNSPLY
ASSRGDNYAEQF
GARDRDNSNERLF
ASGDRGASNYAEQF
ASGGDNANSDYT
ASSDGGSNERLF
ASGDLGNQDTQY
ASGDAGGAHAEQF
ASSDGNANSDYT
ASGDRTGGHYAEQF
ASSDWGGAEQY
ASSGDWGGNYAEQF
GAPGRDNQAPL
ASSIGANNSPLY
ASSAGGANSDYT
AEQF
ASSAGNSGNTLY
ASSIARQGNTEVF
ASGDGNANSDYT
ASGDAWGGETLY
ASGDAAGGVEQY
SSSQWGQYAEQF
ASSLDGGAPAETLY
ASSIGQGNTEVF
ASSPGWGVNQDTQY
ASSQSWGQDTQY
ASGGGNSGNTLY
ASSDWGGYAEQF
ASSSRDRGNTGQLY
ASSPGTINERLF
ASRGTNNQDTQY
ASSPGGNYAEQF
ASSYRGNSDYT
ASSDGGANTEVF
ASSPGPYNSPLY
ASSEDRGLSDYT
ASSPGHGEQY
ASSDAWNSPLY

V segments
TRBV19
TRBV13-2
TRBV16
TRBV17
TRBV20
TRBV3
TRBV19
TRBV19
TRBV13-3
TRBV17
TRBV20
TRBV13-2
TRBV13-2
TRBV13-3
TRBV13-2
TRBV13-2
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-3
TRBV20
TRBV19
TRBV13-3
TRBV21
TRBV14
TRBV19
TRBV13-2
TRBV13-2
TRBV13-2
TRBV23
TRBV3
TRBV19
TRBV5
TRBV21
TRBV13-2
TRBV19
TRBV29
TRBV14
TRBV17
TRBV14
TRBV19
TRBV13-3
TRBV19
TRBV13-3
TRBV19
TRBV13-3

J segments
TRBJ2-4
TRBJ2-2
TRBJ2-1
TRBJ2-1
TRBJ1-4
TRBJ2-7
TRBJ1-5
TRBJ1-6
TRBJ1-6
TRBJ2-1
TRBJ1-4
TRBJ2-1
TRBJ1-2
TRBJ1-4
TRBJ2-5
TRBJ2-1
TRBJ1-2
TRBJ2-1
TRBJ2-7
TRBJ2-1
TRBJ1-5
TRBJ1-6
TRBJ1-2
TRBJ2-1
TRBJ1-3
TRBJ1-1
TRBJ1-2
TRBJ2-3
TRBJ2-7
TRBJ2-1
TRBJ2-3
TRBJ1-1
TRBJ2-5
TRBJ2-5
TRBJ1-3
TRBJ2-1
TRBJ2-2
TRBJ1-4
TRBJ2-5
TRBJ2-1
TRBJ1-2
TRBJ1-1
TRBJ1-6
TRBJ1-2
TRBJ2-7
TRBJ1-6



Mouse 1

Reads
2815
2420
1113

930
915
808
702
689
664
656
641
598
587
363
348
343
302
255
232
218
208
170
162
155
146
138
137
136
135
128
119
111
109
96
96
96
96
93
93
85
76
72
70
68
67
67
66
66
65
62
61
61
61
60
60
58
58
56
56
53
53
51
50
49
48
47
40
39
36
36
35

Frequency

Immune Part|

CDR3 Nucleotide sequence

13.633 TGTGCCAGCAGTGCGGGACACTTTAACACAGAAGTCTTCTTT

11.720 TGTGCTAGCACCACTGGGGGGGACTATGCTGAGCAGTTCTTC
5.390 TGTGCCAGCAGTGAAGGCAACTATAATTCGCCCCTCTACTTT
4.504 TGTGCCAGCAGCTTCGGCAATGCAAACTCCGACTACACCTTC
4.431 TGTGCCAGCAGTGATGGTTCCTATAATTCGCCCCTCTACTTT
3.913 TGTGCTAGCAGTTTGGGGGGGTTTAGTGCAGAAACGCTGTATTTT
3.400 TGTGCCAGCGGTGATCGGGACACCGCTAGTGCAGAAACGCTGTATTTT
3.337 TGTGCCAGCAGCCCCGGGAATAGTCAAAACACCTTGTACTTT
3.216 TGTGCTAGCAGTAGAGGGGATAACTATGCTGAGCAGTTCTTC
3.177 TGTGCCTGGAGTCTCCGGGACAGGGATAACCAAGACACCCAGTACTTT
3.104 TGTGCCAGCAGTGATGCAAGACAAATTAACACAGAAGTCTTCTTT
2.896 TGTGCTAGCAGTTTAGGCGGGTATAGTGCAGAAACGCTGTATTTT
2.843 TGTGCCAGCTCTCTCGCCGGACAGTATAATTCGCCCCTCTACTTT
1.758 TGTGCCTGGAGTCGGGACTGGGGGTATGAACAGTACTTC
1.685 TGTGCCAGCAGTGAGTTGACTGGGGGGATTGAACAGTACTTC
1.661 TGTGGTGCTAGGGATCGCACAAATTCCAACGAAAGATTATTTTTC
1.463 TGTGCCAGCAGCGGCGGGACCGGGCAGCTCTACTTT
1.235 TGTGCCAGCGGTGATAGGGGACAATCTAGTGCAGAAACGCTGTATTTT
1.124 TGTGCCAGCAGTGATAGGGGCGGGAGCTCCTATGAACAGTACTTC
1.056 TGTGCTAGCAGTAGCCGTTCTGGGGGAAACTATGCTGAGCAGTTCTTC
1.007 TGTGCTAGCAGTCTACTGGGGGACTATGCTGAGCAGTTCTTC
0.823 TGTGCCAGCGGTGATAGGGCTGGGTCTAGTGCAGAAACGCTGTATTTT
0.785 TGTGCCAGCAGGACAGGGAACCATAATTCGCCCCTCTACTTT
0.751 TGTGCTAGCAGTAGCGCCGGTGCAAACACAGAAGTCTTCTTT
0.707 TGTGCCAGCAGCGAAGGGGGTGGGAATTCGCCCCTCTACTTT
0.668 TGTGCCAGCCGGGACAGGCATTCTGGAAATACGCTCTATTTT
0.664 TGTGGTGCTAGGGATCAAGACAGGGGGCAGGGTGAACAGTACTTC
0.659 TGTGCCTGGAGTCCCCTCCCCAGGGTGGACACAGAAGTCTTCTTT
0.654 TGTGCTAGCAGTTCCCGCCGGGACAGTAACTATGCTGAGCAGTTCTTC
0.620 TGTGCCAGCAGGACAGGGGGTAGTCAAAACACCTTGTACTTT
0.576 TGTGCCAGCAGCTTAGATGGGGGGCCCCCCGCAGAAACGCTGTATTTT
0.538 TGTGCCAGCAGTATAGGGACATACAACCAGGCTCCGCTTTTT
0.528 TGTGCTAGCAGTCTTGGGGGGGACTATGCTGAGCAGTTCTTC
0.465 TGTGCCAGCAGTATAAGTTGGACAGGGGGCTATGAACAGTACTTC
0.465 TGTGCCAGCAGTGATGGGAACAGAAACTCCGACTACACCTTC
0.465 TGTGGTGCTAGGGCCCCTCAAGCAAACACAGAAGTCTTCTTT
0.465 TGTAGTTCTAGATCGGACTTCTCAGAAACGCTGTATTTT
0.450 TGTGCTAGCAGTTCGACGGGGTTTAGTGCAGAAACGCTGTATTTT
0.450 TGTGCCTGGAGTGGGGACTGGGGTTATGAACAGTACTTC
0.412 TGTGCCAGCAGTGGAGACTGGGGGGGGAACTATGCTGAGCAGTTCTTC
0.368 TGTGCTAGCAGTAGCAACACCGGGCAGCTCTACTTT
0.349 TGTGCCAGCGGTGATGCCGGGGGTAACCAAGACACCCAGTACTTT
0.339 TGTGCCAGCAGTCCGGGACATGCAAACACAGAAGTCTTCTTT
0.329 TGTGGTGCTAGCAGGGGCACAGAAGTCTTCTTT
0.324 TGTGCCAGCAGCCCCTTGACACCTAGTGCAGAAACGCTGTATTTT
0.324 TGTGCTAGCAAAACAGGGGGCGCCTATGCTGAGCAGTTCTTC
0.320 TGTGCCTGGAGTCACCGGGACAGGGGATCTGGAAATACGCTCTATTTT
0.320 TGTGCCAGCGGTGATCGGACCGTCTCTAGTGCAGAAACGCTGTATTTT
0.315 TGTGCCAGCAGGGACTGGTATGCTGAGCAGTTCTTC
0.300 TGTGCCTGGAGTCTAAGGGACTGGGAGAACCAAGACACCCAGTACTTT
0.295 TGTGGTGCTAGGGATCGCGACAATTCAAACTCCGACTACACCTTC
0.295 TGTGCCAGCAGTGACGGCAATGCAAACTCCGACTACACCTTC
0.295 TGTGCCAGCAGTACAGGGGGCTTTCAAAACACCTTGTACTTT
0.291 TGTGCTAGCAGTAGGGCAGGGAACTATGCTGAGCAGTTCTTC
0.291 TGTGCCAGCGGGACTGGGAATAGTCAAAACACCTTGTACTTT
0.281 TGTGCCATAGGGACTGGGGGGCTCCAAGACACCCAGTACTTT
0.281 TGTGCCAGCAGTGTCGGACAGGGTAATTCGCCCCTCTACTTT
0.271 TGTGCTAGCAGTTCCCGAGGGACAACAAACTATGCTGAGCAGTTCTTC
0.271 TGTGCCAGCAGTGATAACCCCTATAATTCGCCCCTCTACTTT
0.257 TGTGCCAGCGGTGACCCGGGACAAAACACAGAAGTCTTCTTT
0.257 TGTGCCAGCAGTGTGGGGGACGGCACCGGGCAGCTCTACTTT
0.247 TGTGCTAGCACCCTGGGGGGGGACCAAGACACCCAGTACTTT
0.242 TGTGCTAGCAGTATAGGGGGGGACTATGCTGAGCAGTTCTTC
0.237 TGTGCCTGGAGTCTCCGGGACTGGGTAAACACCGGGCAGCTCTACTTT
0.232 TGTGGTGCTAGGGATCAGACAGGGGGCAACACAGAAGTCTTCTTT
0.228 TGTGCCAGCAGTCGGGACAGGGGGCGGACGCTGTATTTT
0.194 TGTGCTAGCAGTTCCCGGGACAGGGAAAACACCGGGCAGCTCTACTTT
0.189 TGTGCCAGCAGCCAAGATGACAGTAACTCCGACTACACCTTC
0.174 TGTGGTGCTAGGGATCAGCAGTTTTCCAACGAAAGATTATTTTTC
0.174 TGTGCCAGCAAAACAGGGAATTCTGGAAATACGCTCTATTTT
0.170 TGTGCCAGCAGATTCCAGGGGGCGAACACAGAAGTCTTCTTT

CDR3 AA sequence
ASSAGHFNTEVF
ASTTGGDYAEQF
ASSEGNYNSPLY
ASSFGNANSDYT
ASSDGSYNSPLY
ASSLGGFSAETLY
ASGDRDTASAETLY
ASSPGNSQNTLY
ASSRGDNYAEQF
AWSLRDRDNQDTQY
ASSDARQINTEVF
ASSLGGYSAETLY
ASSLAGQYNSPLY
AWSRDWGYEQY
ASSELTGGIEQY
GARDRTNSNERLF
ASSGGTGQLY
ASGDRGQSSAETLY
ASSDRGGSSYEQY
ASSSRSGGNYAEQF
ASSLLGDYAEQF
ASGDRAGSSAETLY
ASRTGNHNSPLY
ASSSAGANTEVF
ASSEGGGNSPLY
ASRDRHSGNTLY
GARDQDRGQGEQY
AWSPLPRVDTEVF
ASSSRRDSNYAEQF
ASRTGGSQNTLY
ASSLDGGPPAETLY
ASSIGTYNQAPL
ASSLGGDYAEQF
ASSISWTGGYEQY
ASSDGNRNSDYT
GARAPQANTEVF
SSRSDFSETLY
ASSSTGFSAETLY
AWSGDWGYEQY
ASSGDWGGNYAEQF
ASSSNTGQLY
ASGDAGGNQDTQY
ASSPGHANTEVF
GASRGTEVF
ASSPLTPSAETLY
ASKTGGAYAEQF
AWSHRDRGSGNTLY
ASGDRTVSSAETLY
ASRDWYAEQF
AWSLRDWENQDTQY
GARDRDNSNSDYT
ASSDGNANSDYT
ASSTGGFQNTLY
ASSRAGNYAEQF
ASGTGNSQNTLY
AIGTGGLQDTQY
ASSVGQGNSPLY
ASSSRGTTNYAEQF
ASSDNPYNSPLY
ASGDPGQNTEVF
ASSVGDGTGQLY
ASTLGGDQDTQY
ASSIGGDYAEQF
AWSLRDWVNTGQLY
GARDQTGGNTEVF
ASSRDRGRTLY
ASSSRDRENTGQLY
ASSQDDSNSDYT
GARDQQFSNERLF
ASKTGNSGNTLY
ASRFQGANTEVF

V segments
TRBV13-3
TRBV17
TRBV13-3
TRBV3
TRBV13-3
TRBV29
TRBV13-2
TRBV14
TRBV17
TRBV31
TRBV13-1
TRBV29
TRBV12-1
TRBV31
TRBV13-1
TRBV20
TRBV13-3
TRBV13-2
TRBV13-3
TRBV17
TRBV17
TRBV13-2
TRBV13-3
TRBV17
TRBV13-3
TRBV13-3
TRBV20
TRBV31
TRBV29
TRBV19
TRBV3
TRBV19
TRBV17
TRBV19
TRBV13-3
TRBV20
TRBV30
TRBV29
TRBV31
TRBV13-3
TRBV17
TRBV13-2
TRBV13-3
TRBV20
TRBV5
TRBV29
TRBV31
TRBV13-2
TRBV13-3
TRBV31
TRBV20
TRBV13-3
TRBV19
TRBV17
TRBV13-3
TRBV13-3
TRBV13-1
TRBV29
TRBV13-1
TRBV13-2
TRBV13-3
TRBV17
TRBV17
TRBV31
TRBV20
TRBV4
TRBV29
TRBV5
TRBV20
TRBV13-3
TRBV19

J segments
TRBJ1-1
TRBJ2-1
TRBJ1-6
TRBJ1-2
TRBJ1-6
TRBJ2-3
TRBJ2-3
TRBJ2-4
TRBJ2-1
TRBJ2-5
TRBJ1-1
TRBJ2-3
TRBJ1-6
TRBJ2-7
TRBJ2-7
TRBJ1-4
TRBJ2-2
TRBJ2-3
TRBJ2-7
TRBJ2-1
TRBJ2-1
TRBJ2-3
TRBJ1-6
TRBJ1-1
TRBJ1-6
TRBJ1-3
TRBJ2-7
TRBJ1-1
TRBJ2-1
TRBJ2-4
TRBJ2-3
TRBJ1-5
TRBJ2-1
TRBJ2-7
TRBJ1-2
TRBJ1-1
TRBJ2-3
TRBJ2-3
TRBJ2-7
TRBJ2-1
TRBJ2-2
TRBJ2-5
TRBJ1-1
TRBJ1-1
TRBJ2-3
TRBJ2-1
TRBJ1-3
TRBJ2-3
TRBJ2-1
TRBJ2-5
TRBJ1-2
TRBJ1-2
TRBJ2-4
TRBJ2-1
TRBJ2-4
TRBJ2-5
TRBJ1-6
TRBJ2-1
TRBJ1-6
TRBJ1-1
TRBJ2-2
TRBJ2-5
TRBJ2-1
TRBJ2-2
TRBJ1-1
TRBJ2-3
TRBJ2-2
TRBJ1-2
TRBJ1-4
TRBJ1-3
TRBJ1-1



Mouse 1

Reads

34

33
33
32
32
31
30
30
30
30
29
29
28
28
28
27
27
26
26
24
24
22
21
21
21
20
20
19
19
19

Frequency

Immune Part Il

CDR3 Nucleotide sequence

0.165 TGTGCCAGCAGTACAGGGAACCAAGACACCCAGTACTTT

0.160 TGTGCCAGCAGTGACTGGGGCGGGGATGCTGAGCAGTTCTTC

0.160 TGTGCCAGCGGTGATGGGACAGGGGTTGAACAGTACTTC

0.155 TGTGCCAGCAGCTGGAACGGGGGCGCAAACTCCGACTACACCTTC
0.155 TGTGCCAGCGGTGCCGGACTGGGGGGTTATGAACAGTACTTC

0.150 TGTGCCAGCGGTGATGGAAATTCCAACGAAAGATTATTTTTC

0.145 TGTGGTGCTAGGGATAGGACAGGGTCTTCTGGAAATACGCTCTATTTT
0.145 TGTGCCAGCGGTGATCTCGTTTCCAACGAAAGATTATTTTTC

0.145 TGTGCCAGCAGCCCCGGGAATAGTCAAAACGCCTTGTACTTT

0.145 TATGCTGAGCAGTTCTTC

0.140 TGTGGTGCTAGGGACCGGGACAGGGGGCAGGGAAATACGCTCTATTTT
0.140 TGTGCCAGCGGGGGACAGAATGCAAACTCCGACTACACCTTC

0.136 TGTGCCAGCTCACCTGGGGGGGGCGCGCACTCCGACTACACCTTC
0.136 TGTGCCAGCAGACTGGGGGGTAGTCAAAACACCTTGTACTTT

0.136 TGTGCCAGCAGAACCGGGACAGGGACCCAGGCTCCGCTTTTT

0.131 TGTGCCAGCAGTGTCCCTGGGGGCGCAGACACCTTGTACTTT

0.131 TGTGCCAGCAGTGCTGGACATAACTATGCTGAGCAGTTCTTC

0.126 TGTGGTGCTAGGGATCGGGACAGTTCCAACGAAAGATTATTTTTC
0.126 TGTGCCAGCAGTTCAGGGAATTCTGGAAATACGCTCTATTTT

0.116 TGTGCCAGCGGTGATAGACAGGACAATAACTATGCTGAGCAGTTCTTC
0.116 TGTGGTGCTAGGGATCAGACCAATGCAAACACAGAAGTCTTCTTT
0.107 TGTGCCAGCAGCTACTCCTATGAACAGTACTTC

0.102 TGTGCCAGCGGTGACCGGGGTCGGATGAACTATGCTGAGCAGTTCTTC
0.102 TGTGCCAGCGGTGATGCCTGGGGGGGAGAAACGCTGTATTTT

0.102 TGTGCCAGCAGTCCTGGGGGGGTCCAAGACACCCAGTACTTT

0.097 TGTGCCAGCAGTGAGGGCAATGCAAACTCCGACTACACCTTC

0.097 TGTGCCAGCAGCGTGGGACAGGGGAACACAGAAGTCTTCTTT

0.092 TGTGCAAGCAGCTTAGAGGGGGACTGGGGGTATGAACAGTACTTC
0.092 TGTGCCAGCGGTGATGGGAATGCAAACTCCGACTACACCTTC

0.092 TGTGCCAGCAGTGATGGACAGGGGAATGCTGAGCAGTTCTTC

CDR3 AA sequence

ASSTGNQDTQY
ASSDWGGDAEQF
ASGDGTGVEQY
ASSWNGGANSDYT
ASGAGLGGYEQY
ASGDGNSNERLF
GARDRTGSSGNTLY
ASGDLVSNERLF
ASSPGNSQNALY
AEQF
GARDRDRGQGNTLY
ASGGQNANSDYT
ASSPGGGAHSDYT
ASRLGGSQNTLY
ASRTGTGTQAPL
ASSVPGGADTLY
ASSAGHNYAEQF
GARDRDSSNERLF
ASSSGNSGNTLY
ASGDRQDNNYAEQF
GARDQTNANTEVF
ASSYSYEQY
ASGDRGRMNYAEQF
ASGDAWGGETLY
ASSPGGVQDTQY
ASSEGNANSDYT
ASSVGQGNTEVF
ASSLEGDWGYEQY
ASGDGNANSDYT
ASSDGQGNAEQF

V segments

TRBV13-3
TRBV13-3
TRBV13-2
TRBV4
TRBV13-2
TRBV13-2
TRBV20
TRBV13-2
TRBV14
TRBV21
TRBV20
TRBV13-2
TRBV12-1
TRBV13-3
TRBV19
TRBV13-3
TRBV13-3
TRBV20
TRBV14
TRBV13-2
TRBV20
TRBV4
TRBV13-2
TRBV13-2
TRBV19
TRBV13-3
TRBV13-3
TRBV16
TRBV13-2
TRBV13-3

J segments

TRBJ2-5
TRBJ2-1
TRBJ2-7
TRBJ1-2
TRBJ2-7
TRBJ1-4
TRBJ1-3
TRBJ1-4
TRBJ2-4
TRBJ2-1
TRBJ1-3
TRBJ1-2
TRBJ1-2
TRBJ2-4
TRBJ1-5
TRBJ2-4
TRBJ2-1
TRBJ1-4
TRBJ1-3
TRBJ2-1
TRBJ1-1
TRBJ2-7
TRBJ2-1
TRBJ2-3
TRBJ2-5
TRBJ1-2
TRBJ1-1
TRBJ2-7
TRBJ1-2
TRBJ2-1



Mouse 2

Reads
1996
1366
1233

990
823
799
719
629
552
500
496
481
477
443
386
359
357
352
300
297
293
268
256
256
247
236
230
221
205
203
201
201
187
183
166
162
160
159
153
153
146
144
136
133
130
130
128
127
124
113
112
111
109
107
106
105

99

93

88

86

85

80

74

74

74

73

73

70

69

69

Frequency

Immune Part|

CDR3 Nucleotide sequence

8.549 TGTGCTAGCAGCGCAGGGGGGGACTATGCTGAGCAGTTCTTC

5.851 TGTGCCAGCTGGGACAGGGGGCATGAACAGTACTTC

5.281 TGTGCCAGCGGTGACCGGGACTGGGGGTCCTATGAACAGTACTTC
4.240 TGTGCCAGCAGGCTGGGGGGAAGTCAAAACACCTTGTACTTT

3.525 TGTGCCAGCAGTGAAGGCAACTATAATTCGCCCCTCTACTTT

3.422 TGTGCCAGCAACTGGGGCAACCAAGACACCCAGTACTTT

3.079 TGTGCTAGCAGTAGAGCCGGGGACAACTATGAACAGTACTTC

2.694 TGTGCTAGCAGTCCCCGACATTCTTCCTATAATTCGCCCCTCTACTTT
2.364 TGTGCTAGCAGTCCTGGGGGGGACTATGCTGAGCAGTTCTTC

2.142 TGTGCCAGCAGAAACTATGCTGAGCAGTTCTTC

2.124 TGTGCCAGCAGTCCGGGACACGCAAACACAGAAGTCTTCTTT

2.060 TGTGCCAGCAGCTTACCAGAATATAATTCGCCCCTCTACTTT

2.043 TGTGCCAGCAGTCAGGGTTCCTATAATTCGCCCCTCTACTTT

1.897 TGTGCTAGCACCCCGGACTGGGGTAACACCGGGCAGCTCTACTTT
1.653 TGTGCCAGCAACTGGGGGGGCGGTGCTGAGCAGTTCTTC

1.538 TGTGGTGCTTCAGGGGGCTATGCTGAGCAGTTCTTC

1.529 TGTGCCAGCAGTCCTGGGGGGGCCCAAGACACCCAGTACTTT

1.508 TGTGCCAGCAGCGCCCAGGCTTCTGGAAATACGCTCTATTTT

1.285 TGTAGTTCTAGCATGGGACAGGGGAAACAGTACTTC

1.272 TGTGCCAGCAGTCCAGGGGGTAACCAAGACACCCAGTACTTT

1.255 TGTGCCAGCAGTCCGGGGGGAAGTCAAAACACCTTGTACTTT

1.148 TGTGCTAGCATACAGGGGGGTAACCAAGACACCCAGTACTTT

1.096 TGTGCCAGCAGGACAGGGGGGACAAACACAGAAGTCTTCTTT

1.096 TGTGCCAGCGGTGACGGAAATTCCAACGAAAGATTATTTTTC

1.058 TGTGCTAGCAGTTTCTCAAATGCAAACACAGAAGTCTTCTTT

1.011 TGTGGTGCTAGGGATCTTACAGATTCCAACGAAAGATTATTTTTC
0.985 TGTGGTGCTAGGGATCAGACAGGGGGGAACGAAAGATTATTTTTC
0.947 TGTGCCAGCAGCGCGGGGACTGGGGGGGCGCCCGACACCCAGTACTTT
0.878 TGTGCCAGCTCTCTCTGGCTGGGATATGCTGAGCAGTTCTTC

0.869 TGTGCCAGCAGCCAAGCCTGGGGGGGCTCCTATGAACAGTACTTC
0.861 TGTGCCTGGAGTCTCCGGGACTGGGGGAACCAAGACACCCAGTACTTT
0.861 TGTGCCAGCAGTTTAGGCAACTATAATTCGCCCCTCTACTTT

0.801 TGTGCCTGGAGTACCCGGGACTGGGGGAATAACTATGCTGAGCAGTTCTTC
0.784 TGTGCAAGCAGCTCCTTCGGACAGAGGGACACCCAGTACTTT

0.711 TGTGGTGCTAGGGATCTGGACAATGCAAACTCCGACTACACCTTC
0.694 TGTGCCAGCAGTCCCGGACATAGTCAAAACACCTTGTACTTT

0.685 TGTAGTTCTAGAGAGCATAACTATGCTGAGCAGTTCTTC

0.681 TGTGCCAGCAGTACAGGGAATAACAACCAGGCTCCGCTTTTT

0.655 TGTGCTAGCAGTAGAGCGCAGAACTATGCTGAGCAGTTCTTC

0.655 TGTGCTAGCAGTAGAGGGGACAACTATGCTGAGCAGTTCTTC

0.625 TGTGCCAGCACCGGGGGTTCCTATAATTCGCCCCTCTACTTT

0.617 TGTGGTGCTAGGGTTGACAACTCCTATGAACAGTACTTC

0.582 TGTGCCAGCAGCCTCAGGGGAGTCGGCACCCAGTACTTT

0.570 TGTGCAAGCTCCGGGACAGGGGCGAACTATGCTGAGCAGTTCTTC
0.557 TGTGCCAGCGGTGATCGGGCTGGGGGTAGTGCAGAAACGCTGTATTTT
0.557 TGTGCCAGCAGCCGCCTGGGACAGGGGACCACTGAAGCTTTCTTT
0.548 TGTGGTGCGAGGCCCCCACAGGGGAACACAGAAGTCTTCTTT

0.544 TGTGCCAGCAGTGATAGGGCAGGGTGGAATTCGCCCCTCTACTTT
0.531 TGTGCTAGCAGTTTGGGGGGGTTTAGTGCAGAAACGCTGTATTTT
0.484 TGTGCCAGCAAAATGGGGGGCAGTCAAAACACCTTGTACTTT

0.480 TGTGCCAGCAGCCCGTACGGACAGGAAACAAACACCGGGCAGCTCTACTTT
0.475 TGTGGTGCTAGGGATGGGGGCGCCTATAATTCGCCCCTCTACTTT
0.467 TGTGCTAGCAGTTACACAGGTTTTAGTGCAGAAACGCTGTATTTT
0.458 TGTGGTGCTCTCGACAGGGAAGGCTCCAACGAAAGATTATTTTTC
0.454 TGTGCCAGCGGTGAGGGTTGGGGGGGATCAGAAACGCTGTATTTT
0.450 TGTGCCAGCGGTGATCGGGGAGATTATAACTATGCTGAGCAGTTCTTC
0.424 TGTGCCAGCGGAGGGACACATGCAAACTCCGACTACACCTTC

0.398 TGTGCCAGCAGTGCAGGGGGGGGGAACTCCGACTACACCTTC

0.377 TGTGCCAGCAGGTCAGGGAACTCCGACTACACCTTC

0.368 TGTGCCGCGAGGACAGGGCCCAACCAGGCTCCGCTTTTT

0.364 TGTGCCAGCAGCCCCTGGGGGGGGAAAGACACCCAGTACTTT

0.343 TGTGCAAGCAGCCCGACGGGACAGGGGTCCAACGAAAGATTATTTTTC
0.317 TGTGCCTGGAGTCTAGAGGGACTGTCAAACACCGGGCAGCTCTACTTT
0.317 TGTGCTAGCACCCCGGACTGGGGTAACACCGGGCAGCTCTGCTTT
0.317 TGTGCCAGCAGTATATGGGGAACTAGTGCAGAAACGCTGTATTTT
0.313 TGTGCTAGCACCCTGGGGGGGAACTATGCTGAGCAGTTCTTC

0.313 TGTGCCAGCAGGATGGGGAATTCTGGAAATACGCTCTATTTT

0.300 TGTGCCAGCGGTGATCGACAGGGGGGGAGTGCAGAAACGCTGTATTTT
0.296 TGTGCCAGCAGTACCGGACAAAACAACCAGGCTCCGCTTTTT

0.296 TGTGCCAGCAGGTGGAACACCGGGCAGCTCTACTTT

CDR3 AA sequence
ASSAGGDYAEQF
ASWDRGHEQY
ASGDRDWGSYEQY
ASRLGGSQNTLY
ASSEGNYNSPLY
ASNWGNQDTQY
ASSRAGDNYEQY
ASSPRHSSYNSPLY
ASSPGGDYAEQF
ASRNYAEQF
ASSPGHANTEVF
ASSLPEYNSPLY
ASSQGSYNSPLY
ASTPDWGNTGQLY
ASNWGGGAEQF
GASGGYAEQF
ASSPGGAQDTQY
ASSAQASGNTLY
SSSMGQGKQY
ASSPGGNQDTQY
ASSPGGSQNTLY
ASIQGGNQDTQY
ASRTGGTNTEVF
ASGDGNSNERLF
ASSFSNANTEVF
GARDLTDSNERLF
GARDQTGGNERLF
ASSAGTGGAPDTQY
ASSLWLGYAEQF
ASSQAWGGSYEQY
AWSLRDWGNQDTQY
ASSLGNYNSPLY
AWSTRDWGNNYAEQF
ASSSFGQRDTQY
GARDLDNANSDYT
ASSPGHSQNTLY
SSREHNYAEQF
ASSTGNNNQAPL
ASSRAQNYAEQF
ASSRGDNYAEQF
ASTGGSYNSPLY
GARVDNSYEQY
ASSLRGVGTQY
ASSGTGANYAEQF
ASGDRAGGSAETLY
ASSRLGQGTTEAF
GARPPQGNTEVF
ASSDRAGWNSPLY
ASSLGGFSAETLY
ASKMGGSQNTLY
ASSPYGQETNTGAQLY
GARDGGAYNSPLY
ASSYTGFSAETLY
GALDREGSNERLF
ASGEGWGGSETLY
ASGDRGDYNYAEQF
ASGGTHANSDYT
ASSAGGGNSDYT
ASRSGNSDYT
AARTGPNQAPL
ASSPWGGKDTQY
ASSPTGQGSNERLF
AWSLEGLSNTGQLY
ASTPDWGNTGQLC
ASSIWGTSAETLY
ASTLGGNYAEQF
ASRMGNSGNTLY
ASGDRQGGSAETLY
ASSTGQNNQAPL
ASRWNTGQLY

V segments
TRBV17
TRBV13-1
TRBV13-2
TRBV13-3
TRBV13-3
TRBV13-3
TRBV17
TRBV29
TRBV17
TRBV19
TRBV13-3
TRBV3
TRBV13-3
TRBV29
TRBV4
TRBV20
TRBV19
TRBV13-3
TRBV30
TRBV19
TRBV19
TRBV17
TRBV13-3
TRBV13-2
TRBV29
TRBV20
TRBV20
TRBV3
TRBV12-1
TRBV5
TRBV31
TRBV14
TRBV31
TRBV16
TRBV20
TRBV19
TRBV30
TRBV13-3
TRBV17
TRBV17
TRBV19
TRBV20
TRBV14
TRBV16
TRBV13-2
TRBV4
TRBV20
TRBV13-3
TRBV29
TRBV13-3
TRBV3
TRBV20
TRBV29
TRBV20
TRBV13-2
TRBV13-2
TRBV13-2
TRBV13-3
TRBV13-3
TRBV13-3
TRBV5
TRBV16
TRBV31
TRBV29
TRBV19
TRBV17
TRBV19
TRBV13-2
TRBV13-3
TRBV13-3

J segments
TRBJ2-1
TRBJ2-7
TRBJ2-7
TRBJ2-4
TRBJ1-6
TRBJ2-5
TRBJ2-7
TRBJ1-6
TRBJ2-1
TRBJ2-1
TRBJ1-1
TRBJ1-6
TRBJ1-6
TRBJ2-2
TRBJ2-1
TRBJ2-1
TRBJ2-5
TRBJ1-3
TRBJ2-7
TRBJ2-5
TRBJ2-4
TRBJ2-5
TRBJ1-1
TRBJ1-4
TRBJ1-1
TRBJ1-4
TRBJ1-4
TRBJ2-5
TRBJ2-1
TRBJ2-7
TRBJ2-5
TRBJ1-6
TRBJ2-1
TRBJ2-5
TRBJ1-2
TRBJ2-4
TRBJ2-1
TRBJ1-5
TRBJ2-1
TRBJ2-1
TRBJ1-6
TRBJ2-7
TRBJ2-5
TRBJ2-1
TRBJ2-3
TRBJ1-1
TRBJ1-1
TRBJ1-6
TRBJ2-3
TRBJ2-4
TRBJ2-2
TRBJ1-6
TRBJ2-3
TRBJ1-4
TRBJ2-3
TRBJ2-1
TRBJ1-2
TRBJ1-2
TRBJ1-2
TRBJ1-5
TRBJ2-5
TRBJ1-4
TRBJ2-2
TRBJ2-2
TRBJ2-3
TRBJ2-1
TRBJ1-3
TRBJ2-3
TRBJ1-5
TRBJ2-2



Mouse 2
Reads

68
64
64
64
64
63
62
61
58
58
58
56
56
54
53
52
51
49
48
48
47
46
45
45
45
43
43
42
42
42
42
41
39
39
39
37
37
36
36
34
34
33
33
33
31
31
31
30
29
27
26
24
24
24
24
24
23
23
23
22
22
22
21

Frequency

Immune Part Il

CDR3 Nucleotide sequence

0.291 TGTGCCAGCAGTACTGGGGGGGCGCACCAAGACACCCAGTACTTT

0.274 TGTGCTAGCAGTACTCGGACTGGGGGCAACTATGCTGAGCAGTTCTTC
0.274 TGTGCCAGCAGCCAAGATCTGGGGTTCTCCTATGAACAGTACTTC
0.274 TGTGCCAGCAGTCCTGGGGGGCGTCAAAACACCTTGTACTTT

0.274 TGTGCCAGCGGTGATCGGACTGGGGGGAACTATGCTGAGCAGTTCTTC
0.270 TGTGCCAGCAGTATGGGTTCCTATAATTCGCCCCTCTACTTT

0.266 TGTGCTAGCAGTAGAGATGACGGATCGTCTGCTGAGCAGTTCTTC
0.261 TGTGCCAGCAGCCCCGGGGGGGTTCAAAACACCTTGTACTTT

0.248 TGTGCTAGCAGTAGTCCAGGGGTTAACCAAGACACCCAGTACTTT
0.248 TGTGCCAGCAGCTACTGGGGGCCTGCTGAGCAGTTCTTC

0.248 TATGCTGAGCAGTTCTTC

0.240 TGTGCCAGCAGTCCGGGGTCCTATAATTCGCCCCTCTACTTT

0.240 TGTGCCAGCAGCCCCGGACCTAGTGCAGAAACGCTGTATTTT

0.231 TGTGCCAGCAGTGACAGATTTAACTATGCTGAGCAGTTCTTC

0.227 TGTGCCAGCAGTGATTGGGGGAGTCAAAACACCTTGTACTTT

0.223 TGTGCCAGCGGGGGACAGAATGCAAACTCCGACTACACCTTC

0.218 TGTGCCAGCAGTGACAGGAATGCAAACTCCGACTACACCTTC

0.210 TGTGCCAGCAGTCCGGGACAGGGGAACCAGGCTCCGCTTTTT

0.206 TGTGCCAGCAGCCCCGACAGGGTCCTTAATAACTATGCTGAGCAGTTCTTC
0.206 TGTGCCAGCAGTGATGGGACAGGGGCAAACACAGAAGTCTTCTTT
0.201 TGTGCCAGCAGTGATGCAGACACCTTGTACTTT

0.197 TGTGCCAGCGGTGAGGGGAATAGTCAAAACACCTTGTACTTT

0.193 TGTGCTAGCAGTCGGACTGGGATTAACCAAGACACCCAGTACTTT
0.193 TGTGGTGCTAGGGATCAGGACAATTCCAACGAAAGATTATTTTTC
0.193 TGCGCCAGCAACCAAGAACAGGGATTTAATTCACCCCTCCACTTT
0.184 TGTGCTAGCAGTAGTGGGGGGACTGGAAATACGCTCTATTTT

0.184 TGTGCCAGCAGCTTACACAACTATGCTGAGCAGTTCTTC

0.180 TGTGCCAGCGGGGGACTGGGGGGCCACTCCTATGAACAGTACTTC
0.180 TGTGGTGCTAGGGATCAGGACAGTTCCAACGAAAGATTATTTTTC
0.180 TGTGGTGCTAGGGATCAGGACAATGCAAACACAGAAGTCTTCTTT
0.180 TGTGCTAGCAGTTGGGGGGCAAACTCCGACTACACCTTC

0.176 TGTGCCAGCAGCGGGACTGGGGGGTTCCAAGACACCCAGTACTTT
0.167 TGTGCTAGCAGTAGACTCCCCGGGACTGGGGGGCAAGACACCCAGTACTTT
0.167 TGTGCTAGCAGTCTTCAGGGAATTGACACAGAAGTCTTCTTT

0.167 TGTGGTGCTAGGGGCGACTATGCTGAGCAGTTCTTC

0.158 TGTGCCAGCAGTATAGGACAGGGGTACACAGAAGTCTTCTTT

0.158 TGTGCCAGCAGCCAGGAGGGGGACAACCAGGCTCCGCTTTTT

0.154 TGCAGTGCGGAAACAGGGACTCGGAGCTCCTACGAGCAGTACTTC
0.154 TGTGCCAGCAGCCCCGGGGGGGGCAACCAGGCTCCGCTTTTT

0.146 TGTGCCAGCAGTGGCCGGGACAGGGACAATGCAGAAACGCTGTATTTT
0.146 TGTGCCAGCAGGTCTGGGGGGGCGCATGCTGAGCAGTTCTTC

0.141 TGTGCCAGCGGTGATCGGGGGGGGTCTAGTGCAGAAACGCTGTATTTT
0.141 TGTGGTGCTAGGGATATGGACAATTCCAACGAAAGATTATTTTTC
0.141 TGTGCCAGCAGCTCCACTGGGGTTGAACAGTACTTC

0.133 TGTGCTAGCAGCGGGGACTGGGGGATTCAAAACACCTTGTACTTT
0.133 TGTGCCAGCAGTGTGGGACAGTCAAACTCCGACTACACCTTC

0.133 TGTGCCAGCAGCTCCGGGAACTATAATTCGCCCCTCTACTTT

0.128 TGTGCTAGCAGCCTACAGGGTAACAACCAGGCTCCGCTTTTT

0.124 TGTGCCAGCAAAGAACTGGGACAGGGCACCTACGAGCAGTACTTC
0.116 TGTGCCAGCAGCTCTTATTACAGCTTCTCCTATGAACAGTACTTC
0.111 TGTGGTGCTAGGGACCGGGACAATTCAAACTCCGACTACACCTTC
0.103 TGTGCAAGCAGCTTAGATTGGACTGGGGGGCAAAACACCTTGTACTTT
0.103 TGTGCCAGCTCTCTCGAACAGGGGGCGCGTTATGAACAGTACTTC
0.103 TGTGCCAGCGGTGATGCTGGGGGGGCCCATGCTGAGCAGTTCTTC
0.103 TGTGGTGCTGTAGACCGGGACACCGCAAACTCCGACTACACCTTC
0.103 TGTGCCAGCAAGACAGGGGGCTTCCAAGACACCCAGTACTTT

0.099 TGTGCTAGCAGTAGGGGACAATATTCTGGAAATACGCTCTATTTT
0.099 TGTGCCAGCCGGGACAGGCATTCTGGAAATACGCTCTATTTT

0.099 TGTAGTTCTAGCGACGGGACTGGGTATGAACAGTACTTC

0.094 TGTGCCAGCGGTGATAGAGGACAATCTAGTGCAGAAACGCTGTATTTT
0.094 TGTGGTGCTAGGGATCGATACAGGGAATCTGGAAATACGCTCTATTTT
0.094 TGTGCCAGCAGTCCAGGGAACAACCAGGCTCCGCTTTTT

0.090 TGTGCTAGCAGTATCGGGGGCGACCAAGACACCCAGTACTTT

CDR3 AA sequence

ASSTGGAHQDTQY
ASSTRTGGNYAEQF
ASSQDLGFSYEQY
ASSPGGRQNTLY
ASGDRTGGNYAEQF
ASSMGSYNSPLY
ASSRDDGSSAEQF
ASSPGGVQNTLY
ASSSPGVNQDTQY
ASSYWGPAEQF
AEQF
ASSPGSYNSPLY
ASSPGPSAETLY
ASSDRFNYAEQF
ASSDWGSQNTLY
ASGGQNANSDYT
ASSDRNANSDYT
ASSPGQGNQAPL
ASSPDRVLNNYAEQF
ASSDGTGANTEVF
ASSDADTLY
ASGEGNSQNTLY
ASSRTGINQDTQY
GARDQDNSNERLF
ASNQEQGFNSPLH
ASSSGGTGNTLY
ASSLHNYAEQF
ASGGLGGHSYEQY
GARDQDSSNERLF
GARDQDNANTEVF
ASSWGANSDYT
ASSGTGGFQDTQY
ASSRLPGTGGQDTQY
ASSLQGIDTEVF
GARGDYAEQF
ASSIGQGYTEVF
ASSQEGDNQAPL
SAETGTRSSYEQY
ASSPGGGNQAPL
ASSGRDRDNAETLY
ASRSGGAHAEQF
ASGDRGGSSAETLY
GARDMDNSNERLF
ASSSTGVEQY
ASSGDWGIQNTLY
ASSVGQSNSDYT
ASSSGNYNSPLY
ASSLQGNNQAPL
ASKELGQGTYEQY
ASSSYYSFSYEQY
GARDRDNSNSDYT
ASSLDWTGGQNTLY
ASSLEQGARYEQY
ASGDAGGAHAEQF
GAVDRDTANSDYT
ASKTGGFQDTQY
ASSRGQYSGNTLY
ASRDRHSGNTLY
SSSDGTGYEQY
ASGDRGQSSAETLY
GARDRYRESGNTLY
ASSPGNNQAPL
ASSIGGDQDTQY

V segments

TRBV13-3
TRBV29
TRBV5
TRBV19
TRBV13-2
TRBV19
TRBV17
TRBV19
TRBV17
TRBV4
TRBV21
TRBV13-3
TRBV13-3
TRBV13-1
TRBV13-3
TRBV13-2
TRBV13-3
TRBV13-3
TRBV3
TRBV13-3
TRBV13-3
TRBV13-2
TRBV17
TRBV20
TRBV5
TRBV17
TRBV3
TRBV13-2
TRBV20
TRBV20
TRBV29
TRBV26
TRBV17
TRBV17
TRBV20
TRBV19
TRBV13-1
TRBV30
TRBV13-3
TRBV13-3
TRBV13-3
TRBV13-2
TRBV20
TRBV4
TRBV17
TRBV13-3
TRBV14
TRBV17
TRBV3
TRBV4
TRBV20
TRBV16
TRBV12-2
TRBV13-2
TRBV20
TRBV19
TRBV17
TRBV13-3
TRBV30
TRBV13-2
TRBV20
TRBV13-3
TRBV17

J segments

TRBJ2-5
TRBJ2-1
TRBJ2-7
TRBJ2-4
TRBJ2-1
TRBJ1-6
TRBJ2-1
TRBJ2-4
TRBJ2-5
TRBJ2-1
TRBJ2-1
TRBJ1-6
TRBJ2-3
TRBJ2-1
TRBJ2-4
TRBJ1-2
TRBJ1-2
TRBJ1-5
TRBJ2-1
TRBJ1-1
TRBJ2-4
TRBJ2-4
TRBJ2-5
TRBJ1-4
TRBJ1-6
TRBJ1-3
TRBJ2-1
TRBJ2-7
TRBJ1-4
TRBJ1-1
TRBJ1-2
TRBJ2-5
TRBJ2-5
TRBJ1-1
TRBJ2-1
TRBJ1-1
TRBJ1-5
TRBJ2-7
TRBJ1-5
TRBJ2-3
TRBJ2-1
TRBJ2-3
TRBJ1-4
TRBJ2-7
TRBJ2-4
TRBJ1-2
TRBJ1-6
TRBJ1-5
TRBJ2-7
TRBJ2-7
TRBJ1-2
TRBJ2-4
TRBJ2-7
TRBJ2-1
TRBJ1-2
TRBJ2-5
TRBJ1-3
TRBJ1-3
TRBJ2-7
TRBJ2-3
TRBJ1-3
TRBJ1-5
TRBJ2-5



Mouse 3

Reads
2489
1733

968
893
829
717
699
615
602
567
535
508
503
473
408
390
383
374
356
352
323
304
274
244
240
227
214
195
195
184
179
177
170
169
165
159
156
143
138
133
129
119
104
101
99
98
98
95
94
94
93
82
79
77
77
75
74
73
71
68
67
66
66
66
64
63
63
63
62
58
57
54

Frequency

Immune Part |

CDR3 Nucleotide sequence

11.094 TGTGCTAGCAGTATACAGGGGAACTATGCTGAGCAGTTCTTC
7.725 TGTGCTAGCAAGACAGGGGGGGACCAAGACACCCAGTACTTT
4.315 TGTGCCAGCGGTGATAGGGGGGCCTCTAGTGCAGAAACGCTGTATTTT
3.980 TGCACCTGCAGTGCGGGATTCACAGAAGTCTTCTTT
3.695 TGTGGTGCTAGGGACTGGGGGGATGCTGAGCAGTTCTTC
3.196 TGTGCTAGCAGTTATGGGGGTTTTAGTGCAGAAACGCTGTATTTT
3.116 TGTGCCAGCACGGCAGGGAATTTTGGAAATACGCTCTATTTT
2.741 TGTGCCAGCAGCGCAGGGAATTCTGGAAATACGCTCTATTTT
2.683 TGTGCCAGCGGTGATCGGGCTGGGAGTAGTGCAGAAACGCTGTATTTT
2.527 TGTGCCAGCGGTGACCGGGACTTTTCTAGTGCAGAAACGCTGTATTTT
2.385 TGTGCCAGCAGTTCTGGAAATTCCAACGAAAGATTATTTTTC
2.264 TGTGCCAGCAGCGCCGGGAACTATAATTCGCCCCTCTACTTT
2.242 TGTGCCAGCGGTGACCGGGACAGGGGGAGTCAAAACACCTTGTACTTT
2.108 TGTGCCAGCAGTCCAGGGGGAGCCCAAGACACCCAGTACTTT
1.819 TGTGCTAGCACCAGAGGGGGGGACTATGCTGAGCAGTTCTTC
1.738 TGTGCCAGCGGGACAAATTCCTATAATTCGCCCCTCTACTTT
1.707 TGTGCTAGCAGTAGAGGAGACAACTATGCTGAGCAGTTCTTC
1.667 TGTGCCAGCGGTGACCGGACAGAGGGCAGTGCAGAAACGCTGTATTTT
1.587 TGCACCTGCACCGACAACTATGAACAGTACTTC
1.569 TGTGCCAGCAGCTTAGAGGGAGGGACTAGTCAAAACACCTTGTACTTT
1.440 TGTGCCAGCAGTATTGGGGGGGGCGGTGCAGAAACGCTGTATTTT
1.355 TGTGGTGCTAGGGATCGGACAGGGGCAAACTCCGACTACACCTTC
1.221 TGTGCCAGCAGGAACGGGAATAACAACCAGGCTCCGCTTTTT
1.088 TGTGCCAGCAGTGAAGGCAACTATAATTCGCCCCTCTACTTT
1.070 TGTGCCAGCGGTGACCGGGACAGGGGGAACTATGCTGAGCAGTTCTTC
1.012 TGTGCTAGCAGTTCCCGGGACTGGGATAACCAAGACACCCAGTACTTT
0.954 TGTGCCAGCACAACAGGGAACTATAATTCGCCCCTCTACTTT
0.869 TGTGCCAGCAGTATAAAACAGAACAACCAGGCTCCGCTTTTT
0.869 TGTGCCAGCAGACAGGGGAATAACCAAGACACCCAGTACTTT
0.820 TGTGCCAGCAGTCCAGGGGGCGGTAATTCGCCCCTCTACTTT
0.798 TGTGCCAGCAGTGATGCAGGGCGGGACATCTATGCTGAGCAGTTCTTC
0.789 TGTGCCAGCAGCTATGGGACAGAGGTAGAAGTCTTCTTT
0.758 TGTGCCAGCAGTTTTTGGACAGGGAGAGGCACCGGGCAGCTCTACTTT
0.753 TGTGCCAGCGGTGACGGCAATTCCAACGAAAGATTATTTTTC
0.735 TGTGCTAGCAGTTTTGAGGGGTATAGTGCAGAAACGCTGTATTTT
0.709 TGTGCCAGCAGCCGGGACAACTATGCTGAGCAGTTCTTC
0.695 TGTGCCAGCAGTCCTGGGGGTAACTATGCTGAGCAGTTCTTC
0.637 TGTGCTAGCAAGAGATCTGGGGACCAAGACACCCAGTACTTT
0.615 TGTGCTAGCAGTAGACCTGGGCGTCAAGACACCCAGTACTTT
0.593 TGTGCCAGTCGGACAGGGGGGGCAAACACAGAAGTCTTCTTT
0.575 TGTGCCAGCAGCCAAGCCTGGGGGGTTAACCAAGACACCCAGTACTTT
0.530 TGTGCCAGCAGTGACTGGACAGGGGGCTCCGACTACACCTTC
0.464 TGTGCCAGCGGTGAGATCAGGGGGAGGAATTCGCCCCTCTACTTT
0.450 TGTGCCTGGAGGGACAGGGGATATAATTCGCCCCTCTACTTT
0.441 TGTGCCAGCAGTGACGGCAACTATAATTCGCCCCTCTACTTT
0.437 TGTGCCAGCGGTGACCGGGGGGGCGCTAGTGCAGAAACGCTGTATTTT
0.437 TGTGCCACCGCCACAGGGGGGCGGAATTCGCCCCTCTACTTT
0.423 TGTGCTAGCAGTAGAGCACAAAACTATGCTGAGCAGTTCTTC
0.419 TGTGCCAGCACCACAGGGAATAACTATGCTGAGCAGTTCTTC
0.419 TGTGCCAGCAGTCCCGGGAATGCAAACTCCGACTACACCTTC
0.415 TGTGCCAGCAGTGAGGGGGGGAGTCAAAACACCTTGTACTTT
0.366 TGTGCTAGCAGCCTTGGATCCTATAATTCGCCCCTCTACTTT
0.352 TGTGCCAGCTCTCTCGAGGGACTGGGGAATGCTGAGCAGTTCTTC
0.343 TGTGCCAGCGGTGATGCACTGGGGGGGACTAGTGCAGAAACGCTGTATTTT
0.343 TGTGCTAGCAGTACGGGGAACACCGGGCAGCTCTACTTT
0.334 TGTGCTAGCAGTCTACAGGGAGGGAACCAAGACACCCAGTACTTT
0.330 TGTGCCACCGGGACAGGGAATAATTCGCCCCTCTACTTT
0.325 TGTGCCAGCAGCCAAGTCCTGGGGGGGCAAAGTCAAAACACCTTGTACTTT
0.316 TGTGCCAGCGGTGATGCTGGGGGTAACCAAGACACCCAGTACTTT
0.303 TATGCTGAGCAGTTCTTC
0.299 TGTGCCAGCAGAGAGGGTTCCTATAATTCGCCCCTCTACTTT
0.294 TGTGCCAGCTCTCTCGCTGGGGGGGCGCGGAACACCCAGTACTTT
0.294 TGTGCCAGCAGTGATGGGAATAACAACCAGGCTCCGCTTTTT
0.294 TGTGCCAGCAGACAGGGGACCTATAATTCGCCCCTCTACTTT
0.285 TGTGCCAGCGATCCAGGTAATTCTGGAAATACGCTCTATTTT
0.281 TGTGCCAGCAGCTTAGCGCCAGCGTCAGGTCTTGAGCAGTTTTTC
0.281 TGTGCCAGCAGTGATTGGGGGGGCGATGCTGAGCAGTTCTTC
0.281 TGTGCCAGCAGTGACTGGGGGCAAAACACCTTGTACTTT
0.276 TGTGGTGCTAGGGATCTAGACAGGGGAAACTCCGACTACACCTTC
0.259 TGTGCCAGCAGCCCCCGCGGCGCCAGCTCTGGAAACACCATATATTTT
0.254 TGCACCTGCAGTGCCGACAGGGGACTGGGTAACTATGCTGAGCAGTTCTTC
0.241 TGTGCCAGCAGTGCTGGGGGGGGGAGTGCAGAAACGCTGTATTTT

CDR3 AA sequence
ASSIQGNYAEQF
ASKTGGDQDTQY
ASGDRGASSAETLY
TCSAGFTEVF
GARDWGDAEQF
ASSYGGFSAETLY
ASTAGNFGNTLY
ASSAGNSGNTLY
ASGDRAGSSAETLY
ASGDRDFSSAETLY
ASSSGNSNERLF
ASSAGNYNSPLY
ASGDRDRGSQNTLY
ASSPGGAQDTQY
ASTRGGDYAEQF
ASGTNSYNSPLY
ASSRGDNYAEQF
ASGDRTEGSAETLY
TCTDNYEQY
ASSLEGGTSQNTLY
ASSIGGGGAETLY
GARDRTGANSDYT
ASRNGNNNQAPL
ASSEGNYNSPLY
ASGDRDRGNYAEQF
ASSSRDWDNQDTQY
ASTTGNYNSPLY
ASSIKQNNQAPL
ASRQGNNQDTQY
ASSPGGGNSPLY
ASSDAGRDIYAEQF
ASSYGTEVEVF
ASSFWTGRGTGQLY
ASGDGNSNERLF
ASSFEGYSAETLY
ASSRDNYAEQF
ASSPGGNYAEQF
ASKRSGDQDTQY
ASSRPGRQDTQY
ASRTGGANTEVF
ASSQAWGVNQDTQY
ASSDWTGGSDYT
ASGEIRGRNSPLY
AWRDRGYNSPLY
ASSDGNYNSPLY
ASGDRGGASAETLY
ATATGGRNSPLY
ASSRAQNYAEQF
ASTTGNNYAEQF
ASSPGNANSDYT
ASSEGGSQNTLY
ASSLGSYNSPLY
ASSLEGLGNAEQF
ASGDALGGTSAETLY
ASSTGNTGQLY
ASSLQGGNQDTQY
ATGTGNNSPLY
ASSQVLGGQSQNTLY
ASGDAGGNQDTQY
AEQF
ASREGSYNSPLY
ASSLAGGARNTQY
ASSDGNNNQAPL
ASRQGTYNSPLY
ASDPGNSGNTLY
ASSLAPASGLEQF
ASSDWGGDAEQF
ASSDWGQNTLY
GARDLDRGNSDYT
ASSPRGASSGNTIY
TCSADRGLGNYAEQF
ASSAGGGSAETLY

V segments
TRBV17
TRBV17
TRBV13-2
TRBV1
TRBV20
TRBV29
TRBV13-3
TRBV13-3
TRBV13-2
TRBV13-2
TRBV13-3
TRBV14
TRBV13-2
TRBV19
TRBV17
TRBV19
TRBV17
TRBV13-2
TRBV1
TRBV3
TRBV19
TRBV20
TRBV13-3
TRBV13-3
TRBV13-2
TRBV29
TRBV19
TRBV19
TRBV13-3
TRBV13-3
TRBV13-3
TRBV4
TRBV14
TRBV13-2
TRBV29
TRBV13-3
TRBV14
TRBV17
TRBV17
TRBV13-1
TRBV5
TRBV13-3
TRBV13-2
TRBV31
TRBV13-3
TRBV13-2
TRBV13-3
TRBV17
TRBV13-3
TRBV13-1
TRBV13-3
TRBV29
TRBV12-1
TRBV13-2
TRBV17
TRBV17
TRBV13-3
TRBV5
TRBV13-2
TRBV21
TRBV13-3
TRBV12-1
TRBV13-3
TRBV13-3
TRBV13-3
TRBV15
TRBV13-3
TRBV13-3
TRBV20
TRBV8
TRBV1
TRBV19

J segments
TRBJ2-1
TRBJ2-5
TRBJ2-3
TRBJ1-1
TRBJ2-1
TRBJ2-3
TRBJ1-3
TRBJ1-3
TRBJ2-3
TRBJ2-3
TRBJ1-4
TRBJ1-6
TRBJ2-4
TRBJ2-5
TRBJ2-1
TRBJ1-6
TRBJ2-1
TRBJ2-3
TRBJ2-7
TRBJ2-4
TRBJ2-3
TRBJ1-2
TRBJ1-5
TRBJ1-6
TRBJ2-1
TRBJ2-5
TRBJ1-6
TRBJ1-5
TRBJ2-5
TRBJ1-6
TRBJ2-1
TRBJ1-1
TRBJ2-2
TRBJ1-4
TRBJ2-3
TRBJ2-1
TRBJ2-1
TRBJ2-5
TRBJ2-5
TRBJ1-1
TRBJ2-5
TRBJ1-2
TRBJ1-6
TRBJ1-6
TRBJ1-6
TRBJ2-3
TRBJ1-6
TRBJ2-1
TRBJ2-1
TRBJ1-2
TRBJ2-4
TRBJ1-6
TRBJ2-1
TRBJ2-3
TRBJ2-2
TRBJ2-5
TRBJ1-6
TRBJ2-4
TRBJ2-5
TRBJ2-1
TRBJ1-6
TRBJ2-5
TRBJ1-5
TRBJ1-6
TRBJ1-3
TRBJ2-1
TRBJ2-1
TRBJ2-4
TRBJ1-2
TRBJ1-3
TRBJ2-1
TRBJ2-3



Mouse 3
Reads

52
52
51
49
47
47
44
44
43
42
41
39
39
36
34
34
34
33
33
33
32
31
31
30
29
28
27
27
27
27
26
25
25
25
25
24
24
23
22
22
22
21
21
21
21
20
20

Immune

Frequency

Part Il

CDR3 Nucleotide sequence

0.232 TGTGCCAGCAGTATAGAACGGAATGCAAACACAGAAGTCTTCTTT

0.232 TGTGCCAGCAGCTTAGACGGCGGTTCCTACAATGAGCAGTTCTTC
0.227 TGTGCCTGGAGAGACTGGGGAGAAGACACCCAGTACTTT

0.218 TGTGCAAGCAGCCCCCGCGGGGGGGACCAAGACACCCAGTACTTT
0.209 TGTGCCAGCACGGCAGGGAATTTTGGAAATGCGCTCTATTTT

0.209 TGTGGTGCTAGCCTGGGACAGGCAAACACAGAAGTCTTCTTT

0.196 TGTGCCAGCGGTGGGCAGAATGCAAACTCCGACTACACCTTC

0.196 TGTGCCAGCAGCCGGGACTGGGGGGACTATGAACAGTACTTC

0.192 TGTGCCAGCGGTGATAGGACTGGGGGGAACTATGCTGAGCAGTTCTTC
0.187 TGTGCCAGCGGTGACCGGGACAGAGCAAACACAGAAGTCTTCTTT
0.183 TGTGCTAGCAGTTCCCGGGACAAAACTAGTGCAGAAACGCTGTATTTT
0.174 TGCAGTGCTAGAGATAGGACTAGCGGGAGCTATGAGCAGTTCTTC
0.174 TGTGCCAGCAGTCCGGGACAGAATGAACAGTACTTC

0.160 TGTGCTAGCAAACTGGGGGGAGACCAAGACACCCAGTACTTT

0.152 TGTGCCAGCAGCCAAGACGAGGGACACGCAAACTCCGACTACACCTTC
0.152 TGTGGTGTACTAAACCGGGACAATTCCAACGAAAGATTATTTTTC
0.152 TGTGCCAGCAGTGCCAGGGGCGGCACTGAAGCTTTCTTT

0.147 TGTGCTAGCAGTTCTCGCGGGACAACTAACCAAGACACCCAGTACTTT
0.147 TGTGCCAGCAGTCCTGGGGGGGGCTATGCTGAGCAGTTCTTC

0.147 TGTGCCAGCGGTGATGGGGGGTCCCCAGAAGTCTTCTTT

0.143 TGTGCCAGCAGTTTTAACTCGGGCTACAATGAGCAGTTCTTC

0.138 TGTGCCAGCAGCCCCGACTGGGGGGGTCAAGACACCCAGTACTTT
0.138 TGTGCCAGCACGGCAGGGAATTTTGGAAGTACGCTCTATTTT

0.134 TGTGCCAGCGGTAACGGAGGAGCTAGCGGGATTTCCTGCAATGAGCAGTTCTTC
0.129 TGTGCCAGCGGTGACCGGGACAGGGGTAACCAAGACACCCAGTACTTT
0.125 TGTGCCAGCGGAACAGGGGGCTATAATTCGCCCCTCTACTTT

0.120 TGTGCCAGCGGGACAGGGTCCTATAATTCGCCCCTCTACTTT

0.120 TGTGCCAGCAGTCCGGGACATGCAAACACAGAAGTCTTCTTT

0.120 TGTGCCAGCAGGACCGGGACACCCAACCAGGCTCCGCTTTTT

0.120 TGTGCTAGCAGTGTGGGACAGTATGAACAGTACTTC

0.116 TGTGCCAGCGGTGATGCAGTGGGGGGACCTCAAAACACCTTGTACTTT
0.111 TGTGCCAGCGGTGATGCCGGACAGGGGGATTCTGGAAATACGCTCTATTTT
0.111 TGTGCCAGCGGTGATCGTGGGGAGGGAAACCAAGACACCCAGTACTTT
0.111 TGTGCCAGCGGTGAAGGGACTGACTCCTATGAACAGTACTTC

0.111 TGTGCCAGCAGTGATGGGGGTTCCAACGAAAGATTATTTTTC

0.107 TGTGCCAGCAGTCTCGGAGGGTCCAACACTGAAGCTTTCTTT

0.107 TGTGCCAGCAGTACCGGGACAGGGGGCATAGCTTTCTTT

0.103 TGTGCAAGCAGCTTAGGCTGGGGGGGAAACACCGGGCAGCTCTACTTT
0.098 TGTGCCAGCAGTCCGGGGGGCTTTCAAAACACCTTGTACTTT

0.098 TGCACCTGCAGTGCTGGTAGTCAAAACACCTTGTACTTT

0.098 TGTGCCAGCAGCGGCGACCGCCTTGGCTACACCTTC

0.094 TGTGCCAGCGGGAACTGGGGGGATAACTATGCTGAGCAGTTCTTC
0.094 TGTGGTGCTAGGGACTGGGAGAGCTCCTATGAACAGTACTTC

0.094 TGTGCCACAGCCTTAGCGGGAGTAGAGACCCAGTACTTC

0.094 TGTGGTGTCCCAGACAGCCGAAACACAGAAGTCTTCTTT

0.089 TGTGCCAGCGGGGATAGGGACAGGGCTAGTGCAGAAACGCTGTATTTT
0.089 TGTGCCAGCAGTCTGACATTTAACCAAGACACCCAGTACTTT

CDR3 AA sequence

ASSIERNANTEVF
ASSLDGGSYNEQF
AWRDWGEDTQY
ASSPRGGDQDTQY
ASTAGNFGNALY
GASLGQANTEVF
ASGGQNANSDYT
ASSRDWGDYEQY
ASGDRTGGNYAEQF
ASGDRDRANTEVF
ASSSRDKTSAETLY
SARDRTSGSYEQF
ASSPGQNEQY
ASKLGGDQDTQY
ASSQDEGHANSDYT
GVLNRDNSNERLF
ASSARGGTEAF
ASSSRGTTNQDTQY
ASSPGGGYAEQF
ASGDGGSPEVF
ASSFNSGYNEQF
ASSPDWGGQDTQY
ASTAGNFGSTLY
ASGNGGASGISCNEQF
ASGDRDRGNQDTQY
ASGTGGYNSPLY
ASGTGSYNSPLY
ASSPGHANTEVF
ASRTGTPNQAPL
ASSVGQYEQY
ASGDAVGGPQNTLY
ASGDAGQGDSGNTLY
ASGDRGEGNQDTQY
ASGEGTDSYEQY
ASSDGGSNERLF
ASSLGGSNTEAF
ASSTGTGGIAF
ASSLGWGGNTGAQLY
ASSPGGFQNTLY
TCSAGSQNTLY
ASSGDRLGYT
ASGNWGDNYAEQF
GARDWESSYEQY
ATALAGVETQY
GVPDSRNTEVF
ASGDRDRASAETLY
ASSLTENQDTQY

V segments

TRBV19
TRBV16
TRBV31
TRBV16
TRBV13-3
TRBV20
TRBV13-2
TRBV4
TRBV13-2
TRBV13-2
TRBV29
TRBV30
TRBV19
TRBV17
TRBV2
TRBV20
TRBV13-1
TRBV29
TRBV13-3
TRBV13-2
TRBV15
TRBV3
TRBV13-3
TRBV13-2
TRBV13-2
TRBV19
TRBV13-3
TRBV13-3
TRBV13-3
TRBV17
TRBV13-2
TRBV13-2
TRBV13-2
TRBV13-2
TRBV13-1
TRBV16
TRBV16
TRBV16
TRBV19
TRBV1
TRBV12-1
TRBV13-2
TRBV20
TRBV13-2
TRBV20
TRBV13-2
TRBV13-3

J segments

TRBJ1-1
TRBJ2-1
TRBJ2-5
TRBJ2-5
TRBJ1-3
TRBJ1-1
TRBJ1-2
TRBJ2-7
TRBJ2-1
TRBJ1-1
TRBJ2-3
TRBJ2-1
TRBJ2-7
TRBJ2-5
TRBJ1-2
TRBJ1-4
TRBJ1-1
TRBJ2-5
TRBJ2-1
TRBJ1-1
TRBJ2-1
TRBJ2-5
TRBJ1-3
TRBJ2-1
TRBJ2-5
TRBJ1-6
TRBJ1-6
TRBJ1-1
TRBJ1-5
TRBJ2-7
TRBJ2-4
TRBJ1-3
TRBJ2-5
TRBJ2-7
TRBJ1-4
TRBJ1-1
TRBJ1-1
TRBJ2-2
TRBJ2-4
TRBJ2-4
TRBJ1-2
TRBJ2-1
TRBJ2-7
TRBJ2-5
TRBJ1-1
TRBJ2-3
TRBJ2-5



