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Supplementary Figure 1

A BMLF1-specific T celf line demonstrates a difference In avidity for the BMLFT versus
the M1 peptide. A preserved T cell line derived from healthy donor D-002 had heen
cultured for 4 weeks in the presence of BMLF1 peptide-pulsed T2 cells and was used
in a standard intracellular IFNy assay that included a titration of peptide concentrations.
(A tyrosinase, O M1, @ BMLF1 stimulation)
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Supplementary Figure 2

Acute EBV infection selectively expands cross-reactive M{-specific memorny celis that can recognize BMLFT. CD8 T cells were
isolated ex vivo from patient E1178 atvarious time points post-presentation with symptoms of acute infectious mononucleosis. (a)
The percentages of CD8 T cells staining positive when co-stained with M1- and BMLF1-loaded tetramers are shown. The number of
events shown is variahle hecause the maximum number possible was collected for each sample. (b) CD8 T cells isolated at days 0,
19 and 174 were cultured for 3 weeks in the presence of M1 peptide-pulsed T2 cells. Following the RNA isolation and cDNA
synthesis ofthose T cell lines, the COR3p region of Vp17+ sub-clones was sequenced. The pie chars illustrate the percentage of
unigue Vp17+ sub-clones using each Jp family, where N = the total number of unigque sub-clones. The complete COR3 sequences of
all the sub-clones analyzed are displayed in Supplementary Tahle 1, structured according to Chothia et al. (57).



Supplementary Table 1

A IM patient: E1101 B. IM patient: E1178
Miline llendth D Freq Ji AAseqof COR3floop  Nudeotidesequence ofthe VAVDNUjunction: | Miline lendth D Freq: Jfi AAseqof COR3Bloon: I Vi
Dav22 7AA H21 1 12 ASSIGLYGY-TF accadtadtattaatetctatagictacaccttc Dav0 7AA vim3 4 12 ASSIGSYGY-TF accadtactatadcadctatadctacacctic
H22 1 12 ASSIGYYGY-TF gecagtagtatogaatactatgactacaccttc vimg 1 12 ASSIGVYGY-TF gecagtagtatagatatctatagctacaccttc
H23 1 12 ASSTGVYGY-TF accaataqtaccaatatctataactacacctic 8AA vim2 5 27 ASSIRSSYEQYF accactagtataacadctoctacaaacagtacttc
H43 1 12 ASSMGSYGY-TF gecagtagtatgdattoctatagctacaccttc vims 2 27 STRSSYEQ-YF qocag Jagcac
8AA H410 7 13 ASSIRSGNTI-YF gecagtagtattogttcoggaaacaccatatatitt vimd 1 23 ASSIRSTDTQ-YF gecagtagtatecgageacagatacgcagtatttt
H26 4 21 ASSTRAGVEQFF aocantadtacacaadondaaattaadcaaticttc vimi1 1 27 IRSSYEQ-YF
H424 2 23 AS-SGRSADTQ-YF gocagtagogaacaadedcagatacacactatttt vimiE 1 27 ASSIRSSYEQYE jocagtagtatoct tocta acttc
H210 2 23 ASSRRSTDTQ-YF aecaataatedacagaccacagiatacacactatitt Dav19 T7AA vanm7 2 12 ASSIGVYGY-TF accactactatacaactctatacctacaccttc
H24 1 16 ASSIGYNSPL-HF accaataqtatcaactataattcaccectecacttt vdml 1 12 ASSIGSYGY-TF accactactattaacacttatacctacaccttc
H25 1 21 ASSIRSGYEQFF gecagtagtataagatctaaatataadeagttctic vam2 1 12 ASSIGSYGY-TF gecagtagtattaagagctatagctacacctic
H27 1 21 AS-SAGLASEQFF accaataataocadacttactaataadcagttcttc vam2C 1 12 ASSIGCYGY-TF accactactattaaatattatacictacaccttc
H28 1 23 ASSIRSTDTQ-YF gecagtagtatacagageacagatacgcagtatitt 8AA vdm3 8 27 ASSIRSAYEQ-YF gecagtagtatocgttoogoctacgageagtacttc
H519 1 23 ASSIRSTDTQ-YF gocagtagtataagaagcacagatacacagtatitt vdmd 2 27 ASSIRSSYEQYF gecagtagtataagaadctoctacgagcagtacttc
H29 1 23 AS-SGRSTDTQ-YF 9AA VvAm5 1 2.7 ASSITSGGNEQ-YF
H211 1 25 ASSNRAGETQ-YF gecagtagtaacaggacadaagagacccagtacttc vamb 1 11 _ASSLGRVHTEAFF ctitcttt
H212 1 27 AS-SIRSSTEQ-YV accaataatattadatetadeaccaaacagtacate Dav174 7AA vim2 10 12 ASSIGIYGY-TF accactactateaadatctataactacaccttc
H213 1 27 AS-SVRSAYTQ-YF accaataatatcoaaaatacttatacacaatatttt 8AA Vviml 9 27 EQYF
9AA H214 1 26 AS-SPRSGANVL-TF gocagtagtoccogtictaaanocaacatoctaactttc
H215 1 23 SSSSRSGEDTQ-YF tocagtagtaccogateaqdadaddatacdcaatatitt
1AM H216 1 21 ASSVMGSSYNEQ-FF  decagtagtatagtaatgggdactectacaatgageagttctte |
Dav165 7AA H41 6 12 ASSIGSYGY-TF accagtactatoagatortaccctacaccttc
H43 5 12 AS-SMGSYGY-TF aecaataatatadattoctataactacaccttc
H42 1 12 ASSIGSNGY-TF gecagtagtatoggatogaacggctacaccttc
H44 1 12 GY-TF
H45 1 12 ASSIGLHGY-TF gecagtagtataddecttcatggctacacctic
H46 1 12 ASSIGHGY-TF qecagtagtatagagatocacaactacaccttc
HA7 1 12 ASSIGVHGY-TF accaataatatoaaaatecataactacaccttc
H48 1 12 ASSTGLYGY-TF gecagtagtaccacttatatgactacaccttc
H49 1 12 ASSTGVYGY-TF aecaatadcacaqaaatitataactacaccttc
8AA H413 9 23 ASSIRSGDTQ-YF aecadtaatatacaaaatadacatacacactatttt
H410 7 1.3 ASSIRSGNTI-YF gocagtagtattogticongaaacaccatatatttt
H419 4 23 ASSPRSTDTQ-YF accaataqtccacaaaacacagatacacaatatitt
H411 2 21 AS-STFHSNEQFF gecagtagtaccttocacageaatgagcagttcttc
H421 2 23 ASSQRSTDTQ-YF gocagtagecaaagatocacagatacgcagtattt
H412 1 21 ASSLVSHNEQFF aocagtantctaatatoocacaataaacaattcttc
H420 1 23 ASSTRSTDTQ-YI accaataatactadaaacacadatacacnatatntn
H417 1 23 AS-SMRSTDTQ-YF accaataatatacaaaacacagatacacaatatttt
H418 1 23 AS-SMRSTDTQ-YF aecagtagtatacaaadcacadatacacaatatttt
H414 1 23 ASSIRSTDTQ-YF gecagtagtatcaggageacagatacgcagtatttt
H416 1 23 ASSGRSTDTQ-YF aecaatadeaaaontadeacadatacacactatitt
H415 1 23 SGRSTDTQ-YF « C
H422 1 23 ASSLRSTDTQ-YF gocagtadoctaagatocacagataccadtatttt
H423 1 23 ASSIVSTDTQ-YF accantantatactcaacacagatacacactatttt
H424 1 23 AS-SGRSADTQ-YF qecagtagodgacaagogcadatacycartatitt
H425 1 23 ASSVRSAYTQ-YF accaataatatcoacaatacttatacacatatttt
H426 1 25 ASSGRASETQ-YF aecaatadeaaaaaaaccteagadacccagtacttc
H427 1 . T < C
H428 1 27 ASSIRSSYEQ-YF aecadtadtattadoaactcctacaadcactacttc
9AA H429 2 15 ASSIFSGDOPQHF gocagtagtattttetcagaggaccagececageatttt
H430 1 21 ASSTVGGINEQFF accaataatacaataaataaaatcaataaacadttettc
H431 1 24 ALLF HIQ-YF
10AA H432 1 21 ASSIGASDYNEQFF
H433 1 21 SQG YNEQ-FF Tttt
11AA H434 1 21 AS: QFF
H435 1 22 ASSIEPSRNTGEL-FF gccadtaqtat ictatttttt
Dav349 6AA 51 1 21 ASSIWDEQFF accaatactatataaaataaccaattcttc
TAA 46 2 12 ASSIGHGY-TF qecagtagtatagagatocacaactacacctic
41 2 12 ASSIGSYGY-TF accaatactatoacatortacaactacacctte
43 1 12 Y-TF
530 1 12 A GY-TF I
52 1 12 ASSIGLYGY-TF accaataatateaaectctatriictacaccttc
53 1 12 ASSIGLYGY-TF gocagtagtatedaactetatgactacaccttc
48 1 12 ASSTGLYGY-TF gocagtagtaccaacttatatagctacaccttc
54 1 12 ASSIGSYGY-TF aecactadtatadactcttataactacaccttc
8AA 410 9 13 ASSIRSGNTI-YF gecagtagtattogttcoggaaacaccatatatitt
59 6 27 EQ-YF
519 5 23 ASSIRSTDTQ-YF accaataatataaddaacacadatacacaatatttt
428 4 27 IRSSYEQ-YF
424 3 23 AS-SGRSADTQ-YF accaatagcadacadadodcadatacacactatitt
511 2 15 ASSIRSNQPQHF gecagtagtattegetetaatcagocecageatttt
413 2 23 ASSIRSGDTQ-YF gocagtagtatacggagtagagatacgcagtatitt
59 2 27 IRSSYEQ-YF
55 1 13 ASSIRSGNTI-YF gocagtagtattogticonaaacaccatatatitt
56 1 16 ASSIRSSNPL-HF accaatactattadatoatedaatococteeacttt
520 1 21 ASSIMSLDEQFF accaataatataataaacttaataaccaattctic
517 1 22 ASSIRSTGEL-FF gecagtagtatacggagcaccaaagagctatttitt
425 1 23 AS-SVRSAYTQ-YF accaataatatcoaaaatacttatacacaatatttt
514 1 23 SGRSTOTQ-YF
515 1 23 ASSTRSTDTQYF accagtaqtaccodtagcacadatacacadtatttt
516 1 23 ASSTRSTDTQ-YF aecaataatactaqatecacagatacacatatttt
419 1 23 ASSPRSTDTQ-YF gecagtagtecacdgagcacagatacgcagtatttt
518 1 23 ASSIRSTDTQ-YF accaqtantattcadaacacagatacacatatttt
421 1 23 SQRSTOTQ-YF
427 1 25 ASSMRSGETQ-YF qocagtaqtatacdatoaaaaaagacccagtactic
426 1 25 ASSGRASETQ-YF accagtageaaaaaaaccteagadacccagtacttc
57 1 27 IRSSYEQ-YF < eee
58 1 27 ASSIRSSYEQYF accaataatatocaaadctoctacaaacaatacttc
512 1 27 ASSIRASYEQYV gecagtagtatecaaacttcatacgagcagtacate
9AA 521 2 1.1 ASSATIGNTEAFF gecagtagtgogacgattaggaacactgaagetitattt
430 2 21 ASSTVGGINEQ-FF accagtaatacaataaataaaatcaataadcattcttc
524 1 13 ASSIRSGNTK-YL gecagtagtattcgttcoggaaacaccanatatttngda
522 1 21 ASSSSTSNEQ-FF accaataqtaqcadtacctoctacaataaccadttottc
523 1 22 ASSARASLGEL-FF accaataataocaaadodadectoaadactatttttt
10AA 527 1 1.1 AS-SIHGGGNTEA-FF
433 1 21 A YNEQ-FF
525 1 22 ASRVLAGPAGEL-FF
526 1 23 ASSITRLSTDTQ-YF <
12AA 528 3 21 AS-SRLAGDAWYNEQ-FF
13AA 529 2 25 ASSISPSVFREEETQ-YF gocagtagtattagoocated gga gtacttc

! Length of CDR3} loop according to Chothia et al., shown supported by 2 flanking framework regions 2Each donotype is distinguished by a unique nudleotide sequence at the V/IN'D/NJ

All of the VB17+ sub-clones analyzed in this study are shown. '? Each sub-clone
is distinguished by the unique nucleotide sequence of the CDR3 loop of the TCR
B-chain with length according to Chothia et al. (57). °® Bolded residues represent
the N/D/N region of the CDR3 loop.





