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Projects ‘What is an immunorepertoire?

Demo An immunorepertoire is the sum total of functionally diverse B and T cells in ones circulation at any given moment. Each person
has an individualized immunorepertoire, shaped by three key factors:

# genetic polymorphism at the MHC loci
® antigen exposure history
# constant regulation and modulation of the immune system

Humans are capable of generating up to 25 million different B and T cells, each specific to a particular epitope or an antigen.
However, at the individual level, not all of the 25 million B or T cells are present, due to both the history of exposures to antigens
and the process of negative selection during the maturation of immune cells. Negative selection is necessary to eliminating those
self-reacting B or T cells and preventing autoimmunity. The key genetic loci controlling the negative selection process are the
major histocompatibility complex (MHC). Because the MHC genes are highly polymorphic (more than 3000 alleles have been
identified), a unique immunorepertoire is produced and maintained for each person.
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gemmiing BeqUENCE—3s COTTCACTTACACACCCTOCAGECAGARIACTOOBCCCTOTATCTCTOCOCCAGCADCCARGA

mﬂ‘mw{m
next sequence  =MI-STIT1I0EACDLILABKE D 1200 16141 1EDTIS COPYa2] hTROWA-D+00] 1] RTRRIN-Fe00[0] ASSOGIMALGOGYT
l.l.ll.ETLQI‘IDBAL'II.CllBﬂcIllLﬂc:lT!:l:!ll

-:uunmmmtmmmmmnﬂmmmmmmmum
TECTIOAD REEE = TCTCTECOCCACCALETARD BOCTAC TCACTT TAAE

next sequence.. SMI-8T2711 206 ACOLALADEN 1 31 1200 LTONS 1187368 COPYA1T WTREVA-3*01[1] WTNRJL-2401(14] AUSCURYAOLT
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BEREF->TVET, ZI T BIRLES4T ) —IT LT, BI6D#FICHETESIRARLT
CDR3DY A HERTEET . HAHTENDCDRINEIRESNDE ., SHALE T AR TS
N E—h- YT TOYRMBTEY . BHEDCDRIZEL R RMLEIATEINET,
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IShmﬂl entries Search:
Frequency = Peptide s Vv ¢

219 SAFAGGAGGYT hTRBV20-1

119 ASMGSAEAF hTRBV19

117 ASIGSTEAF hTRBV19

101 AISGGQGASDTQY hTRBV10-3

45 ASSYGGTEAF hTRBV6-5

40 ASKGSTEAF hTRBV19

23 ASSLRQTQETQY hTRBV5-6

19 ATKGSTEAF hTRBV19

18 ASIGSSEAF hTRBV19

16 AWSSQGQAF hTRBV30

12 ASSYSTLARTEAF hTRBV6-3

12 ASSFGQLVYEQY hTRBV12-3

11 ASSIGIGLRESEAF hTRBV19

10 SGRSSYEQY hTRBV29-1

8 AWSSQGWMNTEAF RBV30
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CTATGCGCCTTGCCAGCCCGCTCAGACCTC TCCCTGEACCTTCAGGCCACAACTATG- TTTGETATCGTCAGTTC!
ACCTCTGTGAAGATCGAGT-GCCGTTCCCTEEGACTTTCAGGCCACAACTATGTTTTGGTATCGTCAGTTC!

A T &§ N E ¢ 8§ K A T Y E @ 6 V E KD R P L I N HASTLTLS TL
. - N t - - - 4 .

CARCTTCCAATCACCECTCCARGEC CACATACCACCARCGCETC ARGGACA. \CTCATCAACCATEL TCACCTTETCCACTCTE
CAACTTCCAATGAGEGCTCCARGEC CACATACGAGCAACGCETCEAGAAGCGACAAGTTTCTCATCAACCATGCAAGCCTGACCTTGTCCACTCTG

b 8 &8 P ¥ I &£ 8 A P A EC & A CEGE Y TP E& 8B ETRLTVVESDTLN
. t . . - - * . - .

ACHGCAGCTTCTACATCTGCAGTGC CTTTCCAGCCOGCECEEETCECTACACCTTCEETTCCEGCACCACETTARCCETTCTACACGACCTEAAL
ACAGCAGCTTCTACATCTGCAGTEC CAGGEEEC TGGCTACACCTTCGET AGCTTAACCGTTE CTGAAC

v P E B + T 7

TGTTTGAGCCATAGACTACGT
TGTTTGAGCCAT
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CDR3s%RIET 5=HIZ. HB—D2DT—2yb D T—2 1y DCDRIE S| ZLLET
BHIENHEFET, CORIKEBERINT 5L BTORRIC, BIRKRVIANENFE T, AEIIC
A= )LEEBENHIIGFEDEIZ. ERRVIRE—EIZH>TOWET . ZHDHT L
RADRYIAMS, T—2EvrE0 v LTGEIRT 56 BEDT—2 vy EtEBEIhFE
¥, T—RECDRIDIEETI/ILEA—SN. HEMLHEYISNTI-HEE TH HHFCDR3E
FOHMNRTEINET F7ICZDOEAFIERLTVET . EHDCDRIEINEFEL . F
UO—Ra[EEECSVIFAILEERINET  BIC. GRIORM T —2 v EBIRT 5L
[Z&Y. ZDT—EtyrMSCDR3FHIBRT HIEBHEFET HIZIE. EFTEEFIAT
WBA, @EETIEIRDOADELCDRIDY AN BELRIBESIZHEATY,
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N Demo
=l * Demo 1
Demo 1.Demo_1* *
B v Demo 2
Demo 2.Demo_2 ¥ C ~ CDR3 shared among mmpian
v Demo 3 " ” -
- - A mo mo mo
Demo 3.Demo_3 & Sl 2.Demo_2 3.0emo_3 1.Demo_1
AASPRIYNWFDP 3 1
AASSRCLVTAPYYFDY 1 1
AAVPRIAAACNYYYYMOV 2 1
ACECNYYYYMDV 1 4 2
ACFRACKWLRLCDYFDY 1 1
Frequency cutoff: 1
AGFROYYYYMDV 2 H]
ACCAKRSPGSGSYYRHNWFDP 5 1

: AGCCLFVPYYFDY 1 1
Submit Cancel

ACPVLRYFOWLLGNDAFDI 1 1
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