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Supplementary Figure S2. Amino acid sequence alignment of HLA-B*57:01 and the
reference sequence HLA-B*07:02. Amino acid differences between the two sequences are

highlighted in grey. This alignment was generated using the IMGT/HLA Database’s alignment
tool (www.ebi.ac.uk/imgt/hla/align.html) and visualized in Jalview.

100
100

150
150

200
200

250
250

300
300

338
338



