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Stimulation and culture conditions along with scientific procedure for ELISPOT assay are detailed under “Methods.” a. IFN-y producing spots generated by PBMCs from 2 donors (LKP or 415) cultured with pmSZ’lee probenam
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		donor		HLA-A Allele 1		HLA-A Allele 2		HLA-B Allele 1		HLA-B Allele 2		HLA-C Allele 1		HLA-C Allele 2		HLA-DPA1 Allele 1		HLA-DPA1 Allele 2		HLA-DPB1 Allele 1		HLA-DPB1 Allele 2		HLA-DQA1 Allele 1		HLA-DQA1 Allele 2		HLA-DQB1 Allele 1		HLA-DQB1 Allele 2		HLA-DRB1 Allele 1		HLA-DRB1 Allele 2		HLA-DRB345 Allele 1		HLA-DRB345 Allele 2

		CTL_HHU20210824		A*01:01:01		A*02:01:01		B*08:01:01		B*15:01:01		C*03:03:01		C*07:01:01		DPA1*01:03:01		DPA1*01:03:01		DPB1*04:01:01		DPB1*04:02:01		DQA1*01:03:01		DQA1*05:01:01		DQB1*02:01:01		DQB1*06:03:01		DRB1*03:01:01		DRB1*13:01:01		DRB3*01:01:02		DRB3*01:01:02

		CTL_HHU20220215		A*01:01:01		A*02:01:01		B*07:02:01		B*08:01:01		C*07:01:01		C*07:02:01		DPA1*02:01:01		DPA1*02:01:02		DPB1*01:01:01		DPB1*14:01:01		DQA1*03:02:01		DQA1*05:01:01		DQB1*02:01:01		DQB1*03:03:02		DRB1*03:01:01		DRB1*09:01:02		DRB3*01:01:02		DRB4*01:03:02

		CTL_HHU20220210		A*23:17:01		A*26:12:01		B*35:01:01		B*57:03:01		C*04:01:01		C*18:02:01		DPA1*01:03:01		DPA1*02:01:01		DPB1*01:01:02		DPB1*03:01:01		DQA1*01:05:01		DQA1*02:01:01		DQB1*02:02:01		DQB1*05:01:01		DRB1*07:01:01		DRB1*12:01:01		DRB3*01:01:02		DRB4*01:03:01

		CTL_HHU20220222		A*02:01:01		A*23:01:01		B*44:02:01		B*52:01:01		C*05:01:01		C*12:02:02		DPA1*01:03:01		DPA1*01:03:01		DPB1*04:01:01		DPB1*04:02:01		DQA1*01:03:01		DQA1*03:03:01		DQB1*03:01:01		DQB1*06:01:01		DRB1*04:01:01		DRB1*15:02:01		DRB4*01:03:01		DRB5*01:02:01

		CTL_HHU20220301		A*03:01:01		A*24:02:01		B*07:02:01		B*35:02:01		C*04:01:01		C*07:02:01		DPA1*01:03:01		DPA1*02:01:01		DPB1*04:01:01		DPB1*17:01:01		DQA1*01:02:01		DQA1*05:05:01		DQB1*03:01:01		DQB1*06:02:01		DRB1*11:04:01		DRB1*15:01:01		DRB3*02:02:01		DRB5*01:01:01

		CTL_HHU20220308		A*02:01:01		A*24:02:01		B*40:01:02		B*44:02:01		C*03:04:01		C*05:01:01		DPA1*01:03:01		DPA1*01:03:01		DPB1*04:01:01		DPB1*04:02:01		DQA1*01:02:01		DQA1*03:01:01		DQB1*03:02:01		DQB1*06:02:01		DRB1*04:04:01		DRB1*15:01:01		DRB4*01:03:02		DRB5*01:01:01

		CTL_HHU20220421		A*02:01:01		A*74:01:01		B*15:01:01		B*15:16:01		C*02:10:01		C*03:03:01		DPA1*01:03:01		DPA1*02:01:02		DPB1*02:01:02		DPB1*15:01:01		DQA1*01:02:01		DQA1*01:03:01		DQB1*06:02:01		DQB1*06:03:01		DRB1*13:01:01		DRB1*15:03:01		DRB3*02:02:01		DRB5*01:01:01

				HLA-A Allele 1		HLA-A Allele 2		HLA-B Allele 1		HLA-B Allele 2		HLA-C Allele 1		HLA-C Allele 2		HLA-DPA1 Allele 1		HLA-DPA1 Allele 2		HLA-DPB1 Allele 1		HLA-DPB1 Allele 2		HLA-DQA1 Allele 1		HLA-DQA1 Allele 2		HLA-DQB1 Allele 1		HLA-DQB1 Allele 2		HLA-DRB1 Allele 1		HLA-DRB1 Allele 2		HLA-DRB345 Allele 1		HLA-DRB345 Allele 2

		LKP		A*68:02:01		A*74:01:01		B*15:03:01		B*53:01:01		C*02:10:01		C*04:01:01		DPA1*02:01:08		DPA1*02:01:08		DPB1*01:01:01		DPB1*01:01:01		DQA1*01:02:01		DQA1*05:05:01		DQB1*03:01:01		DQB1*05:01:01		DRB1*13:02:01		DRB1*13:03:01		DRB3*01:01:02		DRB3*03:01:01

		415		A*11:01:01		A*24:02:01		B*40:01:02		B*40:01:02		C*03:04:01		C*03:04:01		DPA1*01:03:01		DPA1*02:06		DPB1*03:01:01		DPB1*05:01:01		DQA1*01:02:01		DQA1*04:01:01		DQB1*04:02:01		DQB1*06:04:01		DRB1*08:01:01		DRB1*13:02:01		DRB3*03:01:01		DRB345*Not_Present
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