AATCPKVK ATCPKPTNVRETI CGCPTAMWPYQTECC CPDGQNLCFKRRHYVVPKIYD
(ALFT A) (4DO8 A) (1TFS A) (4IYE_A)

RGDMPGPYCCESDK  SAVRPRQVQCCTSDK TTSRAILK
(1DRS A) (6R5M A) (1FAS A)

Figure S1. Mapping of selected epitopes from PDB. Epitope location is highlighted in orange. PDB
structures in parenthesis.

AFYYSKGANKCYPFTY FIYKTCPEG FYYNWAAKKCQLF HLIYPGKYKRTRGC ICPEKYCNKVHTCRNGE
(P00983 on INTN A) (P01473 on 4E7N A) (P00984 on 1RC9 A) (PODQQ3 on 6XFQ A) (P01400 on 5MG9 A)

ITSPNDTYPKVPH NICYEKRWNSHQGVEI NVNTYDKK PLRIGPCKRKIPSFYYKWKAKQCLP QKICFKNWKKMGPKLYDVKRGC
(Q7SYF1 on 2AIP A) (P01415 on 1Z1X A) (PODPS4 on 2E3X A) (P00981 on 1DTK A) (PODQP2 on 3BX4 B)

TKKWCADWCTSRGKV
(P01383 on 1F94 A)

Figure S2. Mapping of selected epitopes from models. Epitope location is highlighted in orange.
Reference sequence accession number and PDB structures in parenthesis.
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Figure S3. Illustration of an example alignment depicting which residues were accounted for the
entropy calculation. In blue, positions that are taken into consideration. In orange, not considered
positions.

MESG**DYEVVYP*SALPKGVQNVLHLERE*KGLFSEDYTET*YSPDG
SALPKGVQNVLHLERE KGLFSEDYTET

SALPKGVQ KGLFSEDY
GLFSEDYT
———————— LFSEDYTE
SALPKGVQ FSEDYTET
KGLFSEDYTET
KGVQNVLH
GVQNVLHL
VQNVLHLE
QNVLHLER
KGVQNVLHLER

Figure S4. Illustration of epitope prediction. Sequences are broken into conserved fragments (aster-
isks indicate non-conserved residues), and each fragment is considered separately and analyzed 8-
mer by 8-mer. Overlapping 8-mers are incorporated into the final epitopes if they fulfill any tier
criteria. Struckthrough peptides represent discarded fragments due to their short length. In grey. 8-
mers discarded for not fulfilling any tier criteria. or having a high blast identity. Bold peptides indi-
cate the final predicted epitopes.



