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Human research participants
Policy information about studies involving human research participants and Sex and Gender in Research. 

Reporting on sex and gender

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

A-MTAB-693] (Array Designs); and under accession codes E-MTAB-11651 [https://www.ebi.ac.uk/biostudies/arrayexpress/studies/E-MTAB-11651] and E-
MTAB-11655 [https://www.ebi.ac.uk/biostudies/arrayexpress/studies/E-MTAB-11655] (Assay Data). The processed peptide data mapped to T. cruzi gene identifiers
and antigenicity plots for all proteins are also available at this Figshare Collection: https://doi.org/10.6084/m9.figshare.19991021. Peptide array data can also be
explored interactively at the https://chagastope.org website. The data that support the findings of this study are available without restrictions from the sources
listed above. Source Data for all data presented in graphs within the manuscript are provided in the Source Data file.

The manuscript does not report or use sex as a covariate. Information on sex of donors of

blood/serum samples is reported.

The experimental groups were cases (Chagas Disease, infected) and controls (healthy), and the

additional covariate analyzed was the geographic origin of the subjects (country, region) used as

a proxy to cover different human populations.

Recruitment has been made based on convenience sampling. No compensation was provided to participants.

The organizations that approved the study protocol are mentioned in the main text (Methods).

Based on previous analyses performed at the lab (Carmona SJ 2015) we determined that a sample size of n=6 per population or group was
sufficient for antigen and epitope discovery. Here, we exceeded this sample size (n=11-12 per group, total n=116; 71 positive; 45 negative-
control).

For the discovery screening, we excluded samples with low antibody titres in standard ELISA against T. cruzi. Exclusion criteria were pre-
established.

All microarray assays were performed in duplicate (same biological sample, technical replicates). All replication assays were successful.

Samples were allocated into experimental groups based on T. cruzi infection status and geographic origin. Randomization was not relevant.

Investigators were not blinded to group allocation during data collection or analysis. Blinding of T. cruzi infection status was not relevant to
this study, as there was no experimental treatment or hypothesis being tested. Serum samples were used 'as is' for antigen and epitope
discovery and mapping. Blinding during data analysis was not relevant because reactivity of samples to known antigens reveals group
allocation (infected vs healthy).




