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Supplemental Table 1.

Full sequences of the CDR3 of V3
and Va clonotypes

Figure 2:
A. Donor D-002 ex vivo BMLF1+ sequences.
*V@ JB Clonotype ID Frequency aa sequence CDR3f loop **_ength (aa) Nucleotide sequence of V/N/D/N/J region
14 11 B14.1 42 AS-GRTNTEA-FF 7 gecageggteggacgaacactgaagetitottt
Total unique clonotypes: 1
Total analyzed: 42
16 25 B16.2 19 AS-SQSPGGTQ-YF 8
25 B16.86 1 AS-SQSPGGTQ-YF 8
25 B16.85 7 AS-SQSPGATQ-YF 8
25 B16.4 3 AS-SQSPGGTQ-YF 8 gecageagecagteeeceggegggacceagtactic
25 B16.5 1 AS-SQTPGGTQ-YF 8
25 B16.6 1 AS-SQSPGGTQ-YF 8 gecageagecaatetcetggggggacceagtactic
12 B16.3 1 AS-SQSPGGLE-TF 8 gecageagecaatctceggggggectcgagacetic
21 B16.1 1 AS-SQSPGGQQ-FF 8 gecageagecaatceceggggggteageagtictic
24 B16.7 1 AS-SQSPGGIQ-YF 8 gecageagecaatcgeecggegggaticagtactic
Total unique clonotypes: 9
Total sequences analyzed: 45
17 2.7 B17.1 36 AS-SIDGTAYEQ-YF 9
21 B17.12 1 AS-SIDRGLINEQ-FF 10
Total unique clonotypes: 2
Total analyzed: 37
18 2.7 B18.1 38 AS-SPPAESYEQ-YF 9
Total unique clonotypes: 1
Total sequences analyzed: 38
22 22 B22.1 17 AS-SDGKLAPGEL-FF 10 ittt
21 B22.4 12 AS-SDGELLPNEQ-FF 10
22 B22.2 7 AS-SEGQVAPGEL-FF 10
2.2 B22.5 2 AS-SAGEVFPGEL-FF 10
22 B22.6 1 AS-SDGRVAPGEL-FF 10
Total unique clonotypes: 5
Total sequences analyzed: 39

B. Donor D-002 in vitro BMLF1+ sequences.
*VB Jp

Clonotype ID Frequency aa sequence CDR3f loop **Length (aa) Nucleotide sequence of V/N/D/N/J region
14 11 B14.1 10 AS-GRTNTEA-FF 7 geeageggtcggacgaacactgaagetttettt
Total unique clonotypes: 1
Total sequences analyzed: 10
16 2.1 B16.1 7 AS-S QSPG GQQ-FF 8 geageagecaalceecggggggicageagtictic
25 B16.2 3 AS-S QSPG GTQ-YF 8
12 B16.3 1 AS-S QSPG GLE-TF 8 gecageageeaalctceggggggeetegagacctic
Total unique clonotypes: 3
Total analyzed: 11
17 2.7 B17.0 88 AS-SIDGTAYEQ-YF 9
21 B17.9 6 AS-SIMGGNYEQ-YF 9
27 B17.2 1 AS-SIDGTAYEQ-YF 9
2.7 B17.3 1 AS-SIDGTAYEQ-YF 9
27 B17.4 1 AS-SIDGTAYEQ-YF 9
27 B17.5 1 AS-SVDGTAYEQ-YF 9
27 B17.6 1 AS-SIDGAAYEQ-YF 9
27 B17.8 1 AS-SINGTAYEQ-YF 9
13 B17.10 1 AS-SQSDSGYEQ-YF 9
12 B17.11 1 AS-SSGTARYEQ-YF 9
27 B17.12 1 AS-SISGTGYEQ-YF 9
27 B17.7 2 AS-SIPRTGTAYEQ-YF 1
Total unique clonotypes: 12
Total analyzed: 105
18 2.7 BIS.1 14 AS-SPPAESYEQ-YF 9
Total unique clonotypes: 1
Total analyzed: 14
22 22 B22.1 9 AS-SDGKLAPGEL-FF 10 ittt
22 B22.2 8 AS-SEGQVAPGEL-FF 10
12 B22.3 2 AS-NEGAGFNYGY-TF 10
21 B22.4 1 AS-SDGELLPNEQ-FF 10
Total unique clonotypes: 4
Total sequences analyzed: 20
Figure 5:

A. Donor D-002 cross-
VB Jp

reactive sequences in an M1-specific T cell line.

Clonotype ID Frequency aa sequence CDR3p loop **Length (aa) Nucleotide sequence of V/N/D/N/J region
14 11 B14.1 16 AS-GRTNTEA-FF 7 geeageggteggacgaacactgaagetitctit

21 146 4 AS-SSGSSGYYNEQ-FF 1

21 14.15 1 AS-SLGTSGSYNEQ-FF 11

11 14.24 1 AS-GRTNIEA-FF 7 gecageggteggacgaacattgaagettictit

21 14.28 1 AS-SFGTSPYNEQ-FF 10

Total unique clonotypes: 5
Total analyzed: 23
17 2.7 173 ) AS-SIRSSYEQ-YF 8 gecagtagtataaggageicetacgageagtactic

17.27 3 AS-SIDGTAYEQ-YF 9
17.13 2 AS-SIRSSYEQ-YF 8 geeagtagtatacggtegtcttacgageagtacttc
17.16 2 AS-SVRSSYEQ-YF 8 gecagtagigttagaagctectacgageagtacttc
17.26 2 AS-STRSSYEQ-YF 8 gcecagtagtacgcegaagctcctacgageagtacttc
17.21 2 AS-SMRSAYEQ-YF 8 gecagtagtatgeggagegectacgageagtactic
17.6 1 AS-SIRSSYEQ-YF 8 gcecagtagtatacgaagctectacgageagtacttc
17.12 1 AS-S IRSS YEQ-YF 8 geeagtagtatcegaagetectacgageagtactic
17.20 1 AS-SIRSSYEQ-YF 8 gccagtagtattcgaagtagttacgageagtacttc
175 1 AS-SIRSSYEQ-YF 8 geeagtagtataaggtettectacgageagtacttc
17.28 1 AS-SIRSSYEQ-YF 8 gecagtagtattaggagttcctacgageagtacttc
17.32 1 AS-SIRSSYEQ-YF 8 geeagtagtattegttcctcctacgageagtacttc
17.36 1 AS-SIRSSYEQ-YF 8 geeagtagtattagaagctectacgageagtactic
17.39 1 AS-SIRSSYEQ-YF 8 gcecagtagtatteggtcatcctacgageagtacttc
17.49 1 AS-SIRSSYEQ-YF 8 geeagtagtatacgtagetcetacgageagtacttc
17.57 1 AS-SIRSSYEQ-YF 8 gecagtagtatcaggagticctacgageagtacttc
17.62 1 AS-SIRSSYEQ-YF 8 geeagtagtatcaggagetcetacgageagtactic
17.8 1 AS-SVRSSYEQ-YF 8 gecagtagtgicagaagetcctacgageagtactic
17.30 1 AS-SVRSSYEQ-YF 8 gcecagtagtgtcaggagcetectacgageagtacttc
17.37 1 AS-SVRSSYEQ-XF 8 gecagtagigtacggagetcctacgageagtanttc
17.38 1 AS-SVRSSYEQ-YF 8 gecagtagtgttaggtcctectacgageagtacttc
17.43 1 AS-SVRSSYEQ-YF 8 geeagtagigtacgtagetcctacgageagtacttc
17.54 1 AS-STRSSYEQ-YF 8 gecagtagtacacgateticctacgageagtactic
17.64 1 AS-SLRSSYEQ-YF 8 geeagtagtitgagaagctectacgageagtacttc
17.11 1 AS-SMRSSYEQ-YF 8 gecagtagtatgaggagetectacgageagtacttc
17.19 1 AS-SSRSSYEQ-YF 8 gcecagtagtagtcggagcetectacgageagtacttc
17.56 1 AS-SSRSAYEQ-YF 8 geeagtagtictegatcegectacgageagtactic
17.40 1 AS-SMRAAYEQ-YF 8 gccagtagtatgegggeagectacgageagtacttc




Supplemental Table 1 continued

2.3 17.2 2 AS-SKRSTDTQ-YF 8
17.15 2 AS-SQRSTDTQ-YF 8
17.10 1 AS-SPRSTDTQ-YF 8
17.29 1 AS-SPRSTDTQ-YF 8
17.24 1 AG-SGRSTDTQ-YF 8
17.55 1 AS-SGRSTDTQ-YF 8
17.50 1 AS-STRSSDTQ-YF 8
17.60 1 AS-SIRSADTQ-YF 8
17.33 1 AS-SIRPADTQ-YF 8
2.1 17.41 2 AS-SALAGPTYNEQ-FF 11
17.31 1 AS-SIGTGEQ-FF 7 gccagtagtatcggtacaggggagceagttcttc
17.65 1 AS-S IETTSGSSYNEQ-FF 13
12 17.48 2 AS-S IGIYGY-TF 7
17.52 1 AS-SSGSYGY-TF 7
Total unique clonotypes: 42
Total sequences analyzed 55
B. Donor D-002 non-crossreactive M1+ sequences in an M1-specific T cell line.
*VB JB Clonotype ID Frequency aa sequence CDR3B loop **Length (aa) Nucleotide sequence of V/N/D/N/J region
17 2.7 43.27 6 AS-SMRSSYEQ-YF 8
17.27 5 AS-SIRSSYEQ-YF 8
23.27 3 AS-SIRSSYEQ-YF 8
28.27 3 AS-SIRSSYEQ-YF 8
6.27 2 AS-SIRSSYEQ-YF 8
25.27 2 AS-SIRSSYEQ-YF 8
36.27 2 AS-STRSSYEQ-YF 8
51.27 2 AS-SVRSSYEQ-YF 8
72.27 2 AS-ALRSSYEQ-YF 8
73.27 2 AS-SIRAAYEQ-YF 8
84.27 2 AS-SIRSGYEQ-YF 8
86.27 2 AS-SFRSAYEQ-YF 8
127 1 AS-SIRSSYEQ-YF 8
3.27 1 AS-SIRSSYEQ-YF 8
19.27 1 AS-SIRSSYEQ-YF 8
22.27 1 AS-SIRSSYEQ-YF 8
29.27 1 AS-SIRSSYEQ-YF 8
35.27 1 AS-STRSSYEQ-YF 8
38.27 1 AS-STRSSYEQ-YF 8
39.27 1 AS-STRSSYER-YF 8
40.27 1 AS-STRSSYER-YF 8
41.27 1 AS-STRSSYER-YF 8
49.27 1 AS-SVRSSYEQ-YF 8
59.27 1 AS-SSRSAYEQ-YF 8
60.27 1 AS-SSRSAYEQ-YF 8
85.27 1 AS-SMRSAYEQ-YF 8
91.27 1 AS-SIRSAYEQ-YF 8
2.3 1.23 3 AS-SGRSTDTQ-YF 8
5.23 1 AS-SPRSGDTQ-YF 8
10.23 1 AS-SSRSTDTQ-YF 8
16.23 1 AS-SQRSTDTQ-YF 8
18.23 1 AS-SQRSTDTQ-YF 8
19.23 1 AS-SQRSTDTQ-YF 8
25.23 1 AS-STRSSDTQ-YF 8
30.23 1 AS-SIRSTDTQ-YF 8
32.23 1 AS-STRSADTQ-YF 8
33.23 1 AS-SMRTGDTQ-YF 8
2.1 121 1 AT-SGRAGVEQ-FF 8
7.21 1 AS-SYRSSNEQ-FF 8
221 2 AS-SIGTGEQ-FF 7 gccagtagtatcggtacaggggageagticttc
Total unique clonotypes: 40
Total sequences analyzed 64
Figure 6.
A. Donor D-002 non-crossreactive BMLF1+ sequences in an BMLF1-specific T cell line.
*Va Jo, Clonotype ID Frequency aa sequence CDR3a loop **Length (aa) Nucleotide sequence of V/N/D/N/J region
15 45 B1 38 AE-RKGGADGL-TF 8
3 B2 5 AE-YSSASKI-IF 7 gcagagtacagcagtgcttccaagataatcttt
37 B3 2 AE-STGKL-IF 5 gcagagtcaacaggcaaactaatcttt
41 B47 2 AE-SKGAL-NF 5 gcagagagtaaaggcgcactcaacttc
15 B16 1 AE-SEGTAP-IF 6 gcagagagtgaaggaactgctccgatcttt
3 B31 1 AE-YSSAPKI-IF 7 gcagagtacagcagtgctcccaagataatcttt
5 B38 1 AE-SRGAL-TF 5 gcagagagtcgaggagcacttactttt
Total unique clonotypes: 7
Total sequences analyzed 50

B. Donor D-002 crossreactive sequences in an M1-specific T cell line.
*Va Jo, Clonotype ID Frequency aa sequence CDR3a loop **Length (aa) Nucleotide sequence of V/N/D/N/J region
B1

15 45 AE-RKGGADGL-TF 8
37 X5 5 AE-STGKL-IF 5 gcagagtcgacaggcaaactaatcttt
13 X3 3 AE-LGYQKV-TF 6 gcagagttgggttaccagaaagttaccttt
15 X12 3 AE-SEGTAL-IF 6 gcagagagtgaaggaactgctctgatcttt
11 X45 2 AE-DRDSTL-TF 6 gcagaggaccgggacagcaccetcacctit
15 B16 1 AE-SEGTAP-IF 6 gcagagagtgaaggaactgctcegatcttt
45 X23 1 AE-RKGGANGL-TF 8
Total unique clonotypes: 7
Total sequences analyzed 50

C. Donor D-002 non-crossreactive M1+ sequences in an M1-specific T cell line.
*Va Jo, Clonotype ID Frequency aa sequence CDR3a loop **Length (aa) Nucleotide sequence of V/N/D/N/J region
15 23 M2 AE-DNQGGKL-IF 7

8 M1 6 AE-SPSLNTGFQKL-VF 1
43 m8 3 AE-SNNDM-RF 5 gcagagagtaacaatgacatgcgcttt
42 M70 2 AE-PGSQGNL-IF 7
42 M25 1 AE-PGSQGNL-VF 7
Total unique clonotypes: 5
Total sequences analyzed 31

Each unique clonotype is distinguished by its unique nucleotide sequence. * TCR variable (V) region nomenclature based on Arden et al., **
CDR3 loop length according to Chothia et al. shown flanked by two framework regions.



