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Annex 1. Brochures produced between 2021 and 2024 for dissemination of the malaria molecular
surveillance activities to national stakeholders.

A) Brochure 1. Molecular markers of antimalarial resistance, 2018.
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C) Brochure 3. Malaria sampling strategies.
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Figura 1: Processo de geracéo de dados gendmicos
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E) Brochure 5. Bioinformatic analysis of genomic data.
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F) Brochure 6. Epidemiological models to integrate malaria molecular surveillance into programmatic

decision making.
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G) Brochure 7. Use of genetic information to identify the origin of infections.
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H) Brochure 8. Malaria genetic panels for monitoring and decision making.
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1) Brochure 9. Pregnant women at first antenatal care visit as sentinel group.
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Préximas etapas

Comparar métricas genéticas dos parasitas da maldria entre

de transmissdo baixa como regides de transmisso média e
alta,em 2022 € 2023.

Comparar métricas gendticas entre mulheres gravidas &

Avaliar o impacto das intervencdes farmacologicas usando
métricas genéticas de mulheres gravidas.
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