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Figure S5
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Figure S6
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Table S1

SDC1 (CD62L)
MZzB1
PRDX4
cD27
CD38
HSP90B1
ITM2C
FNDC3B
MYDGF
XBP1
PDIA4
SEC11C
LRPAP1
B2M
EAF2
HLA-C
ERLEC1
FKBP11
TXNDC5
JCHAIN
HM13

-

CD19
BTF3
CD53
PABPC1
ARPC3
CLIC1
LITAF
CD37
RPL15
ARF5
RPL5
PEBP1
EEF1A1
HLA-DPA1
TUFM
FCMR
KHDRBS1
RPL6
PRDX6
CDC42

MS4A1 (CD20)
CD74

LTB
CD79A
FCER2
LAPTM5
HLA-DPA1
CD37
EVL
SCIMP
CD52
CD22
VPREB3

SELL (CD138)
GAPDH
CFL1
PPIA
ACTB
PKM
PRDX3
RAN
PFN1
LDHA
PGAM1
SLC25A5
LDHB
ENO1
TPI1
HNRNPA2B1
PSME2
CORO1A
PTTG1
MYBL2
YBX1

CD27
HLA-C
CYBA
B2M
MZB1
ITM2C
TMBIM6
PSAP
SSR4
SEL1L3
CD74
ZBP1
PPIB
1SG20
TAPBP
MALAT1
ERGIC3
ADA?2

CD38
RPN2
TXNDC5
MYDGF
PPIB
DDOST
LMAN1
SPCS3
PAHB
HSP90B1
ITM2C
MZB1
LRPAP1
LMAN2
PDIA4
B2M
ITM2B
SEC11C
TMED10
DERL1
CTSZ

ribosomal large subunit assembly

protein peptidyl-prolyl isomerization

antigen processing and presentation of
exogenous peptide antigen via MHC class |,
TAP-dependent

interleukin-12-mediated signaling pathway

positive regulation of cytokine-mediated
signaling pathway

regulation of immunoglobulin production
regulation of production of molecular
mediator of immune response

positive regulation of production of
molecular mediator of immune response
positive regulation of interleukin-12
production

positive regulation of cytokine production
involved in immune response

endoplasmic reticulum-Golgi intermediate
compartment

endoplasmic reticulum protein-containing
complex

ER to Golgi transport vesicle membrane
endoplasmic reticulum-Golgi intermediate
compartment membrane

endoplasmic reticulum chaperone complex
COPII-coated ER to Golgi transport vesicle
COPII vesicle coating

integral component of lumenal side of
endoplasmic reticulum membrane

protein exit from endoplasmic reticulum

peroxidase activity
peroxiredoxin activity

protein disulfide isomerase activity
intramolecular oxidoreductase activity

aspartic-type endopeptidase activity

protein N-linked glycosylation via
asparagine

glycolytic process
canonical glycolysis

MHC class Il protein complex binding

negative regulation of protein binding
regulation of protein binding




Table S2

Number of Number of clusters by Number of clusters by
unique BCRs  V, Gene definition  V,, Family definition
1 2747 2398
429 521
3 139 165
4 70 81
5 36 38
6 20 26
7 15 14
8 13 11
9 15 16
11 3 4
13 4 5
14 7 6
17 3 2
18 3 4
20 2 3
52 2 1
25 1
28 1
38 1
75 1
30 1
39 1
53 1
76 1
10 5 5
12 4 4
15 5 5
16 4 4
19 1 1
21 2 2
22 2 2
24 1 1
26 1 1
34 1 1
35 3 3
40 1 1
42 1 1
48 1 1
49 1 1
54 1 1
129 1 1




