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C MPXV Clade 1, Group IV, Protein B6 (NC_003310)
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D MPXV Clade 1, Group IV, Protein E8 (NC_003310)
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E MPXV Clade 1, Group IV, Protein H3 (NC_003310)

Strand
u S”and o Sthd ﬂ SL; Stf’h L
2EI 4I]

NC_003310_H3L (+1) MAAAKTPVIVVPVI DRPPSETFPNVHEH ! NDQKFDDVKDNEVMQEKRDVV | VNDDPDHYKDYVF | QWTGGN IRDDDKYTHFFSGFCNTMCTEETKRN TARHLALWDSKFF IELENKNVEYVV | IENDNVIEDI
141

T ﬂﬂﬂHHHﬂﬂﬂﬂHHﬂ(ﬂﬂHwﬂmHﬂﬂﬂﬂHﬂuHnnnﬂmﬂnmﬂnwrnnnwﬂﬂﬂHHHﬂHHHﬂmﬂHHHHFHHHwmmnnnnnnmnﬂnﬂH1HﬂHHHﬂﬂrnnnuunnﬂﬂHﬂHHHHHHHﬂﬂﬂrﬂﬂuﬂFHHHHHHHHHHHHHWHH

Surface Prabability

1.08
Chain Flexibility |
oar

Helix Strand Strand

elix Strand
Strand Strand Strand Strand Helix Hel Helix Strand
b _ ‘b b _ i »
TVAAK

NC_003310_H3L (+1) TFLRPVLKAIHDKKIDILQ RE | ITGNKVKTEL IDKDHAIFTYTGGVDVSLSAYI IRVTTALNIVDEI IKSGGLSSGFYFEIARIENEMK INRQIMDNSAK VEHDPRLVAEHRFETMKPNFWSRIG
‘

Kolaskar-Tongaonkar

. I e e e e T O e A e e O T e T YT

o0 -.-..l-—-.l....l..-—lll-.--.-...ll.--.-.l...- I [ = l-.-..--.n—n“lll“l-..l-ll“lllllll--llllllllll...-__-lll
car

Strand Strand Strand Strand

NC_003310_H3L (+1) RYPGVMYTFTTPL ISFFGLFDINVIGLIVILFIMFMLIFNVKSKLLWFLTGTFVTAF | *
141

Hﬂﬂﬂﬂﬂmﬂﬂﬂﬂﬂmﬂﬂ e T e e e

000 I.l.-_-lll.- mllmm
Chain Flexibility IIII. IIIII. IIIIII IIIII.
LE

Kolaskar-Tongaonkar




F MPXV Clade 1, Group IV, Protein M1 (NC_003310)
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Supplementary Figure S4. Predicted protein properties of six neutralization determinants of MPXV Clade I, Group IV (NC_003310). A-F. Amino
acid sequences of four MV membrane proteins (A29, E8, H3, M1) and two EV envelope proteins (A35, B6). The predicted structure (strand or helix)
is shown above the amino acid sequence. The Kolaskar-Tongaonkar, Surface Probability and Chain Flexibility tracks (colored) are predictions of
antigenic regions based on 1) hydrophilicity, surface accessibility and flexibility, 2) surface probability, and 3) backbone chain flexibility, respectively
[47-50]. Generally, increased surface accessibility and chain flexibility correlate with antigenicity. A surface residue is one having more than 20 A
(2.0 nm) of water-accessible surface area as characterized by Emini et al [49]. The surface probability (S) at a specific sequence position ( n ) for a
random hexapeptide sequence is set at 1.0. Probabilities > 1.0 suggest a higher likelihood of the residue being on the surface. For protein chain
flexibility, B-Factors (Temperature Factors) are indicative of atomic displacement or flexibility within the protein structure. Higher B-factors (> 1.0)
suggest greater flexibility [50]. The Kolaskar-Tongaonkar composite measure defines potential antigenic residues as having an average antigenic

propensity (Ap) value > 1.0 for 7 consecutive residues [48].



