BMP1 p.Ser366Thr | JLF V3 | 23 aa

disclosed minimal epitope KIILNFTTL at 9-17

INTRACELLULAR / CLASS-I PROCESSING - four complementary score tracks
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ENDOLYSOSOMAL / CLASS-Il PROCESSING - C-terminal score track
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SERUM / EXTRACELLULAR - native scores and recognition motifs
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SCORES Native 0-1 bond scores; lines join adjacent assessed bonds only (no smoothing). Dashed line = 0.5 display threshold; gaps = unassessed.

RED BOND MARKS All four intracellular tracks assess the bond; >=3 reach 0.5. Four beads show support (filled = hit, open = miss), not probability.

MHC WINDOWS <=2%/<=5% rank; display favors intended overlap, then allele diversity, then rank. Internal red ticks are pre-binding cut evidence; all predictions remain in CSV.

higher native score downward

0.5 display

0.5 display

0.5 display

0.5 display

0.5 display



