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Using genomics to improve preparedness and response of future epidemics or pandemics in Africa. 73
Lancet Microbe, The, 2020, 1, e275-e276. )



20

22

24

26

28

30

32

34

CHRISPIN CHAGUZA

ARTICLE IF CITATIONS

Carriage Dynamics of Pneumococcal Serotypes in Naturally Colonized Infants in a Rural African

Setting During the First Year of Life. Frontiers in Pediatrics, 2020, 8, 587730.

Lower Density and Shorter Duration of Nasopharyngeal Carriage by Pneumococcal Serotype 1 (ST217)

May Explain Its Increased Invasiveness over Other Serotypes. MBio, 2020, 11, . 41 4

Molecular epidemiology of G12 rotavirus strains during eight consecutive epidemic seasons in the
Basque Country (North of Spain), 20104€“2018. Infection, Genetics and Evolution, 2019, 71, 67-75.

Genomic analysis of Klebsiella pneumoniae isolates from Malawi reveals acquisition of multiple ESBL

determinants across diverse lineages. Journal of Antimicrobial Chemotherapy, 2019, 74, 1223-1232. 3.0 36

Emergence of Double- and Triple-Gene Reassortant G1P[8] Rotaviruses Possessing a DS-1-Like Backbone
after Rotavirus Vaccine Introduction in Malawi. Journal of Virology, 2018, 92, .

Genomic Epidemiology of Penicillin-Nonsusceptible Pneumococci with Nonvaccine Serotypes Causing

Invasive Disease in the United States. Journal of Clinical Microbiology, 2017, 55, 1104-1115. 3.9 a4

The global distribution and diversity of protein vaccine candidate antigens in the highly virulent
Streptococcus pnuemoniae serotype 1. Vaccine, 2017, 35, 972-980.

Genomic landscape of extended-spectrum 2-lactamase resistance in Escherichia coli from an urban

African setting. Journal of Antimicrobial Chemotherapy, 2017, 72, 1602-1609. 3.0 46

Comparative Genomic Analysis and In Vivo Modeling of Streptococcus pneumoniae ST3081 and ST618
Isolates Reveal Key Genetic and Phenotypic Differences Contributing to Clonal Replacement of
Serotype 1 in The Gambia. Journal of Infectious Diseases, 2017, 216, 1318-1327.

Population genetic structure, antibiotic resistance, capsule switching and evolution of invasive

pneumococci before conjugate vaccination in Malawi. Vaccine, 2017, 35, 4594-4602. 3.8 27

Adaptation... that's what you need?. Nature Reviews Microbiology, 2017, 15, 452-452.

Recombination in Streptococcus pneumoniae Lineages Increase with Carriage Duration and Size of the

Polysaccharide Capsule. MBio, 2016, 7, . 41 50

Understanding pneumococcal serotype 1 biology through population genomic analysis. BMC
Infectious Diseases, 2016, 16, 649.

High multiple carriage and emergence of Streptococcus pneumoniae vaccine serotype variants in 2.9 56
Malawian children. BMC Infectious Diseases, 2015, 15, 234. :

Mechanisms and impact of genetic recombination in the evolution of Streptococcus pneumoniae.
Computational and Structural Biotechnology Journal, 2015, 13, 241-247.

Comparative Genomic Analysis of Meningitis- and Bacteremia-Causing Pneumococci Identifies a

Common Core Genome. Infection and Immunity, 2015, 83, 4165-4173. 2.2 23

Region-specific diversification of the highly virulent serotype 1 Streptococcus pneumoniae. Microbial

Genomics, 2015, 1, e000027.




