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Figure S1. Consensus enolase of T. cruzi modelling results: A. General values obtained; B. Local quality plot
between the model and the crystallized structure; C. Comparison of the QMEAN of the modeled protein with
other experimentally obtained structures.
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Figure S2. Ramachandran's graphs corresponding to consensus enolase: A. General graph (without proline
and glycine); B. Exclusive glycine graphic; C. Exclusive proline graphic; D. Graph of amino acids immediately
preceding proline in the sequence
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Figure S3. Visualization of predicted epitopes in the consensus enolase structure: A. Predicted MHC-I
epitopes highlighted in red, showing six epitopes detailed in Table 4. B. Predicted MHC-II epitopes highlighted
in green, showing seven epitopes as detailed in Table 4. C. Predicted epitopes for B cells highlighted in purple,
showing five epitopes, detailed in Table 5.
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Figure S4. MHC I protein chimeric construct modelling with AlphaFold. A. Structure obtained corresponding
to the MHC I type chimera, yellow for epitopes and blue for linker type proteins); B. Distogram with the number
of sequences per position between pairs of residues (it indicates the spatial relationship, bluer is more reliable);
C. LDDT Score of the 5 models created (values above 90 are ideal); D. Number of sequences per position (This
graph shows us sequences found that in parts follow the same order as the Problem sequence).
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Figure S5. MHC II protein chimeric construct modelling with AlphaFold. A. Structure obtained corresponding
to the MHC II type chimera, green for epitopes and blue for linker type proteins); B. Distogram with the number
of sequences per position between pairs of residues (it indicates the spatial relationship, bluer is more reliable);
C. LDDT Score of the 5 models created (values above 90 are ideal); D. Number of sequences per position (This
graph shows us sequences found that in parts follow the same order as the Problem sequence).



Table S1. DTUs analyzed to obtain a consensus enolase sequence.

DTU1 Link Reference
Dm 28¢ tritrypdb.org/tritrypdb/app/record/dataset/DS_59b1d9cd42 [1]
Jrcl 4 tritrypdb.org/tritrypdb/app/record/dataset/DS_72f799a558 N/R
Sylvio X10/1 tritrypdb.org/tritrypdb/app/record/dataset/DS_45e8b704c2 [2]
Brazil A4 tritrypdb.org/tritrypdb/app/record/dataset/DS_610b8f99b0 [3]
HS8 www.ncbi.nlm.nih.gov/nuccore/KC862322.1 [4]
DTU 2
Esmeraldo tritrypdb.org/tritrypdb/app/record/dataset/DS_467358987e N/R
Y tritrypdb.org/tritrypdb/app/record/dataset/DS_9ddef8c95e [5]
YC6 tritrypdb.org/tritrypdb/app/record/dataset/DS_9540582¢c52 [3]
DTU 3
231 tritrypdb.org/tritrypdb/app/record/dataset/DS_4405580551 [6]
DTU5
Bug2148 tritrypdb.org/tritrypdb/app/record/dataset/DS_6a49629990 [7]
DTU 6
TCC tritrypdb.org/tritrypdb/app/record/dataset/DS_{35827c3d2 [1]
Marinkellei B7 | tritrypdb.org/tritrypdb/app/record/dataset/DS_b0489ab98b [2]
TulaCI2 tritrypdb.org/tritrypdb/app/record/dataset/DS_4900730c76 [8]
CL Brener non- | tritrypdb.org/tritrypdb/app/record/dataset/DS_f8bddf3a97 [9]
esmeraldo -like
Cl Brener www.ncbi.nlm.nih.gov/nuccore/XM_814607.1/ [10]

N/R= No Reference
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