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g Prediction of HMHA-1 epitopes
Gene: HMHA1l RefSeqg mRNA seq: NM 012292.2 HMHA1 S B N
SNP: .R-Hl39. IdbSNP I]?: rs_l80-l2-84- VLRDDLLE A 23 5 71
ARF DDLLEA 12380 15
NRF CVTTSL 120 2 1613
ARF CMTTSTL .20 2 1450
5’qagg‘gcc‘ttq‘aga‘aac‘tta‘agg‘agt‘gtg‘tgt‘tgc‘gtg‘acg‘acétcéttcjagzjccégcégcécgéggécc 37
5’qagggccttgagaaactt ggagtgtgtgttgcatgacgacctccttgaggcccgccgcccgcgggcc 37
ARF :
NRF
ARF
h Prediction of ITGB2 epitopes
Gene: ITGB2 RefSeqg mRNA seqg: NM 000211.3 ITGB2 S B N
SNP: KE630 dbSNP ID: rs 2230531
g ; e HLLRRVPEYV 29120 29
ARF HLLRQVPEV 29120 31
NRF VHLLRRVPEV 20
ARF VHLLRQVPEV 20
5’ccctcacc@gtggcaagtacatctcctgcgccgagtgcctgaagttcgaaaagggcccctttgggaag 37 W Q VHLLRRYV 15
5’ccctcaccctgtggcaagtacatctcctgcgccaagtgcctgaagttcgaaaagggcccctttgggaag 37
are ; : WQVHLLRQYV 15
NRF HLLRQVPEVREK *
TLWQVHLTLZRRYV * 70
ARF TLWQVHLTILZRQYV *:70
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