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Supplementary Table 1. IPA analysis results
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Supplementary Table 2 High-affinity and intermediate-affinity MHC class | and |1 T cell epitopes of specific glycopeptides
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. Glycopeptide —
Protein Gene Sequence Sequen;eﬁ(ii?ts;tlons) / Alleles Sequence (Positions) / Affinity Alleles
P13667 PDIA4  MEPEEFDSDTLRE  EEFDSDTLR (481-489)/ H HLA-A*68:01  EPEEFDSDTLREFVT(489-503) /I HLA-DRB3*01:01
FVTAFKK EEFDSDTLR (481-489) /I HLA-A*33:01 EFDSDTLREFVTAFK(492-506) /I HLA-DRB5*01:01,
HLA-DRB3*01:01,
HLA-DRB1*04:05
P22626 HNRNP  FGFVTFSSMAEVD  SMAEVDAAMA(71-80)/H HLA-B*35:.01, GFGEVTFSSMAEVDA(63-77) /H HLA-DRB1*01:01
A2B1 AAMAARPHSIDGR HLA-A*02:03
\ ,
HLA-B*15:01
SMAEVDAAMA(71-80)/ | HLA-B*15:01  GFGFVTFSSMAEVDA(63-77) /I HLA-DRB1*04:05,
HLA-A*02:03 HLA-DRB1*01:01,
HLA-A*02:06 HLA-DRB1*04:01,
HLA-A*02:01 HLA-DRB1*09:01,
HLA-A*68:02 HLA-DQA1*05:01/
DQB1*03:01
FVTESSMAEVDAAMA(66-80) /1 HLA-DRB1*01:01,
HLA-DRB1*09:01
GFVTFSSMAEVDAAM (65-79) /1 HLA-DQA1*05:01/
DQB1*03:01,
HLA-DQA1*01:02/
DQB1*06:02
FGFVIFSSMAEVDAA(64-78) /1 HLA-DQA1*05:01/
DQB1*03:01
GFVTFSSMAEVDAAM(65-79) /1 HLA-DQA1*01:02/
DQB1*06:02
GGNFGGSPGYGG GPGGGNFGGSPGYGG(250-264) /[H ~ HLA-DQA1*05:01/
GRG DQB1*03:01
GNFGGSPGYGGGRGG(254-268) /1 HLA-DQA1*05:01/
DQB1*03:01,
HLA-DRB1*01:01,
GPGGGNFGGSPGYGG(250-264) /1 HLA-DRB1*01:01
GGNEGGSPGYGGGRG(253-267) /1 HLA-DQA1*05:01/
DQB1*03:01
P07711 CTSL KYSVANDTGFVDI VANDTGFVDIPKQEK(219-233) /I HLA-DRB1*11:01,
PKQEKA HLA-DRB5+*01:01
NPKYSVANDTGFVDI(214-228) /I HLA-DRB1*13:02
KYNPKYSVANDTGFV/(212-226) /1 HLA-DRB1*13:02
Q08380 LGALS  RALGFENATQALG LGFENATQALGRAAF(65-79) /I HLA-DRB1*01:01,
3BP RA HLA-DQA1*05:01/
DQB1*03:01,
HLA-DQA1*01:02/
DQB1*06:02
VCRALGFENATQALG(61-75) /I HLA-DQA1*05:01/
DQB1*03:01
VCRALGFENATQALG(61-75) /I HLA-DRB1*04:01
VCRALGFENATQALG(61-75) /I HLA-DRB1*01:01
QoULD2  MTUS1  KVGPPVSCLRR IAAPKAKVGPPVSCL(722-736) /1 HLA-DQA1*05:01/

VGPPVSCLRRNSDNR(729-743) /1
GPPVSCLRRNSDNRN(730-744) /1
PPVSCLRRNSDNRNP(731-745) /1

DQB1*03:01

HLA-DRB1*11:01
HLA-DRB1*13:02
HLA-DRB1*11:01

T cell epitopes were classified based on their binding affinity for human major histocompatibility complex (MHC) alleles
using the half-maximal inhibitory concentration of a biological substance (ICs) as the unit of measure. MHC class | T cell
epitope prediction was performed using the artificial neural network (ANN) method, and MHC class Il T cell epitope
prediction was performed using the consensus method, a combination of the average relative binding matrix method and the
stabilization matrix alignment method (SMM-align). H: high-affinity binding, 1Cso of <50 nM; I: ntermediate-affinity
binding, ICsy of <500 nM; L: low-affinity binding, 1Cs, of <5000 Mm. A lower ICs; is indicative of a higher binding affinity
to host MHC alleles. The underlined residues are the smm_align_core sequence. The gray amino acids are glycosylation
sites.



Supplementary Table 3 Conformational B cell epitopes of specific glycopeptides

Protein Gene Glycopeptide Sequence Conformational B Cell Epitopes
Peptides Score PDB ID
P13667 PDIA4 MEPEEFDSDTLREFVTAFKK PEEFDSDTLRE (490-500) 0.606 Swwf.2
PO7711 CTSL KYSVANDTGFVDIPKQEKA QYVQDNGGLDSEESYPYEAT 0.681 1cs8.1
EESCKYNPKYSVANDTG
(188-224)
Q08380 LGALS3BP RALGFENATQALGRA LGFENA (65-70) 0.557 1by2.1

A template model of each protein was obtained by submitting protein sequences in FASTA format and modeling those
sequences. ElliPro was used to predict conformational B cell epitopes from selected proteins using a modeled 3D structure
template for each protein. The default values (a minimum score of 0.5 and a maximum distance of 6 angstroms) were
selected for 3D structure prediction. The gray amino acids are glycosylation sites.



