	Number of unique epitopes 
	Conserved fragment number*
	Start position of epitope in the fragment
	Epitope sequence
	Affinity(nM)
	Binding level**
	HLA-allele
targeted

	
1
	E2-1
	2
	ETLSQRLNV
	37
	SB
	HLA-A6802

	
	E2-1
	2
	ETLSQRLNV
	5
	SB
	HLA-A6901

	

2
	E2-1
	7
	RLNVCQDKI
	64
	WB
	HLA-A0202

	
	E2-1
	7
	RLNVCQDKI
	410
	WB
	HLA-A0203

	
	E2-1
	7
	RLNVCQDKI
	405
	WB
	HLA-A0212

	
	E2-1
	7
	RLNVCQDKI
	339
	WB
	HLA-A0219

	
3
	E2-1
	11
	CQDKILDHY
	149
	WB
	HLA-A0101

	
	E2-1
	11
	CQDKILDHY
	324
	WB
	HLA-A8001

	4
	E2-2
	1
	ECAIFYKAR
	319
	WB
	HLA-A6801

	

5
	E2-3
	1
	QAIELQMAL
	446
	WB
	HLA-A0206

	
	E2-3
	1
	QAIELQMAL
	50
	WB
	HLA-A6802

	
	E2-3
	1
	QAIELQMAL
	132
	WB
	HLA-A6901

	
	E2-3
	1
	QAIELQMAL
	240
	WB
	HLA-B3501

	
	E2-3
	1
	QAIELQMAL
	189
	WB
	HLA-B3901

	6
	E2-3
	3
	IELQMALES
	292
	WB
	HLA-B4002

	

7
	E2-3
	4
	ELQMALESL
	442
	WB
	HLA-A0202

	
	E2-3
	4
	ELQMALESL
	442
	WB
	HLA-A0211

	
	E2-3
	4
	ELQMALESL
	189
	WB
	HLA-A0219

	
	E2-3
	4
	ELQMALESL
	34
	SB
	HLA-A0250

	8
	E2-5
	1
	CPESVSSTS
	424
	WB
	HLA-B3501
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* Consensus conserved fragment number is taken from Table 1.
** WB represents weak binder while SB represents strong binder
