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ABSTRACT 

Malaria, primarily transmitted by Anopheles mosquitoes, continued to exact a heavy toll worldwide. Traditional 
vector control methods face challenges such as insecticide resistance, necessitating novel, sustainable interventions. 
CRISPR-based gene drive technology offers a revolutionary approach by promoting the spread of genetic 
modifications through mosquito populations to suppress or modify them, aiming to disrupt malaria transmission. 
This review critically examined the development, molecular mechanisms, experimental validation, clinical 
implications, and translational prospects of CRISPR-based gene drives for Anopheles mosquito population 
suppression as a malaria control strategy. A comprehensive literature review was conducted, analyzing recent peer-
reviewed articles, experimental data, and modeling studies on CRISPR gene drives targeting Anopheles vectors. 
CRISPR-Cas9 gene drives efficiently bias inheritance to propagate fertility-reducing traits, achieving high 
transmission rates in laboratory mosquitoes with potential population suppression. Modeling predicts substantial 
malaria transmission reduction following successful field implementation. However, challenges included resistance 
allele formation, ecological risks, ethical concerns, and governance complexities. Advances in molecular design, 
containment strategies, and stakeholder engagement are essential to address these issues. CRISPR gene drive 
technology represented a transformative, yet complex, tool for malaria vector control with the promise of significant 
transmission interruption. Responsible development integrating rigorous scientific, ecological, and ethical 
considerations is crucial to harness its full potential in high-transmission settings. 
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INTRODUCTION 

Malaria remains a pervasive global health burden, especially in sub-Saharan Africa, where Anopheles mosquitoes 
serve as the primary vectors for Plasmodium falciparum transmission [1, 2]. Conventional control methods such as 
insecticide-treated nets, indoor residual spraying, and antimalarial drugs have achieved notable successes but are 
increasingly undermined by insecticide resistance and behavioral adaptations of mosquito vectors. These limitations 
motivate exploration of innovative vector control strategies, including genetic modifications designed to suppress 
mosquito populations or render them refractory to parasite development.  
Gene drive systems are genetic engineering technologies that bias inheritance to rapidly spread desired traits 
through wild populations, offering a potentially transformative approach for vector control. CRISPR-Cas9-based 
gene drives facilitate precise genome editing, enabling the introduction of traits such as reduced fertility, pathogen 
resistance, or population suppression [3, 4]. Laboratory and contained field trial evidence demonstrate the feasibility 
of such approaches in Anopheles gambiae, the dominant malaria vector in Africa. However, translating gene drive 
technology into real-world malaria control programs requires addressing ecological, ethical, and technical 
considerations, including gene flow, resistance development, and regulatory frameworks [5].  
This review critically appraises the molecular basis of CRISPR gene drives, evaluates current experimental and 
modeling evidence, discusses translational potential with emphasis on population suppression, and highlights 
controversies, biosafety concerns, and future research directions necessary for responsible deployment. 

IAA Journal of Applied Sciences 14(1):115-118, 2026.                                          www.iaajournals.org  

©IAAJOURNALS                                                                                                                  ISSN: 2636-7246  

https://doi.org/10.59298/IAAJAS/2026/141115118                                        IAAJAS: 141000 

kiu.ac.ug
https://doi.org/10.59298/IAAJAS/2026/141115118


 
 
Twesigwe                                                                                                                             www.iaajournals.org 

116 
 

Molecular Mechanism and Biochemical Foundations 
CRISPR-Cas9 gene drive constructs operate by encoding a nuclease (Cas9) and a guide RNA (gRNA) targeting a 
specific genomic locus, typically a gene essential for female fertility or parasite development. When introduced into 
mosquitoes, the gene drive cassette integrates into the homologous chromosome, and during meiosis, Cas9 induces 
a double-strand break in the wild-type allele. The cell repairs this break via homology-directed repair (HDR), 
copying the cassette onto the homologous chromosome, thereby converting heterozygotes into homozygotes—
preferentially transmitting the drive allele [6].  
This biased inheritance results in super-Mendelian propagation, enabling rapid dissemination of the desired trait 
across populations. The biochemical efficiency hinges on the precise cleavage activity of Cas9, the fidelity of gRNA 
binding to target sequences, and the balance between HDR and non-homologous end joining (NHEJ), which can 
generate resistance alleles [7–9]. Engineering constructs to improve homing efficiency and minimize resistance has 
been central to advancing this technology. Furthermore, anti-resistance strategies include targeting conserved 
genomic regions, multiplexing gRNAs, and deploying reversal drives [10].  
However, biochemical limitations persist, such as off-target effects, incomplete drives, and resistance emergence, 
which threaten the stability and safety of gene drive systems. Current molecular efforts focus on optimizing Cas9 
variants, refining gRNA design, and incorporating fail-safe or reversal mechanisms to mitigate ecological risks [11].  
Analytical and Experimental Approaches 
Experimental validation of gene drives involves laboratory cage trials assessing allele inheritance, population 
suppression efficacy, and resistance dynamics. Recent studies report successful drive propagation in laboratory 
colonies of Anopheles gambiae, with some constructs achieving over 95% inheritance rates across multiple 
generations. These novel constructs utilize Cas9 variants with enhanced activity and multiplexed gRNAs, 
addressing resistance development [12].   
Mathematical modeling complements empirical data, projecting drive behavior in complex ecological settings. 
Models incorporate parameters such as drive efficiency, fitness costs, resistance allele formation, and migration to 
predict spread and suppression outcomes. Simulations suggest that high-fidelity drives can achieve local eradication 
of targeted populations if release ratios are sufficient and resistance is minimal. However, models also highlight the 
potential for resistance evolution and ecological rebound, emphasizing the need for empirical validation and 
environmental risk assessments [13].  
Assessing biosafety and containment protocols remains crucial during laboratory research, with confined cage 
experiments and stakeholder engagement guiding responsible development [14].  
Clinical and Pathophysiological Implications 
While gene drive technology primarily aims at vector population suppression, its ultimate clinical impact depends 
on preventing human-mosquito-parasite transmission. Effective suppression of Anopheles populations would 
drastically reduce P. falciparum incidence, morbidity, and mortality. Modeling studies project potential reductions 
in malaria prevalence exceeding 80% in areas with high mosquito densities, provided gene drives are successfully 
deployed [15].  
Additionally, the ecological consequences of mosquito suppression are a critical consideration. Potential effects on 
ecosystems such as impacts on predator-prey dynamics and biodiversity must be evaluated through field trials and 
ecological studies. The risk of unintended consequences, such as gene flow to non-target species or disruption of 
local ecosystems, necessitates rigorous monitoring and adaptive management strategies [16].  
From a pathophysiological perspective, reducing vector populations could decrease human exposure to infectious 
bites, thereby reducing transmission intensity and parasite prevalence, ultimately alleviating disease burden at a 
population level. Nonetheless, the complex interplay among ecological, genetic, and socio-cultural factors warrants 
comprehensive risk assessments before large-scale deployment. 
Therapeutic and Translational Aspects 
Gene drive technology exemplifies a translational convergence of molecular genetics, ecology, and public health. 
Progress from laboratory demonstrations to field trials requires iterative refinement of drive constructs, resistance 
management, and delivery strategies. The development of self-limiting or reversal drives offers avenues for 
controllability and mitigation of ecological risks [17].  
Biosafety and governance frameworks are integral to translation, emphasizing stakeholder engagement, consent, 
and regulatory oversight by national and international bodies. Recent pilot studies in semi-contained settings 
demonstrate the technical feasibility of gene drive releases, but broader implementation hinges on public acceptance 
and ethical considerations [18].  
In addition, integrating gene drives with conventional control measures such as insecticide-treated nets and 
antimalarial drugs is essential to maximize efficacy. Research into eco-evolutionary dynamics informs strategies to 
prevent resistance and sustain suppression effects [19].  Ongoing advances in genomic editing, ecological modeling, 
and community engagement are critical to translating laboratory success into ethically responsible, effective malaria 
control interventions. 
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Gaps, Controversies, and Future Research Directions 
Despite promising results, many scientific, ecological, and ethical gaps hamper field deployment. Resistance 
evolution remains a significant challenge, as drive-resistant alleles can rapidly undermine suppression efforts. 
Additionally, ecological effects, including the impact on non-target species, food webs, and genetic diversity, are 
poorly understood, necessitating long-term ecological studies [20].  
Controversies surrounding the potential for gene drives to alter ecosystems or cross borders fuel public and 
stakeholder resistance. Regulatory frameworks are still emerging, with calls for transparent, inclusive decision-
making processes involving local communities, scientists, and policymakers [21].  
Future research must prioritize the development of reversible and localized drives, resistance management 
strategies, and ecological monitoring protocols. Technical refinements such as multiplexed gRNAs, improved Cas9 
variants, and minimal off-target effects are essential. Ethical considerations, including consent and environmental 
justice, should underpin all stages of development to ensure socially responsible implementation. Multidisciplinary 
collaborations are imperative to address these multifaceted challenges and realize the potential of gene drives as 
sustainable malaria control tools. 

 
CONCLUSION 

CRISPR-based gene drive technology harbors transformative potential for malaria vector control by enabling rapid 
suppression of Anopheles populations in endemic regions. Empirical evidence demonstrates high efficacy in 
laboratory settings, with promising initial results from field-like experiments proposing sustained population 
suppression. Nonetheless, ecological safety, resistance management, ethical approval, and governance frameworks 
remain as critical hurdles that must be rigorously addressed. The ability to contain and reverse gene drives may 
mitigate some risks; however, comprehensive ecological and social assessments are essential. Successful 
implementation requires a coordinated effort involving scientific innovation, transparent ethical discourse, 
regulatory oversight, and community engagement. While the promise of gene drives is substantial, cautious 
progression supported by robust empirical and ecological data will determine their role in future malaria eradication 
strategies. Invest in multidisciplinary research to refine gene drive containment, reversibility, and ecological impact 
assessment, ensuring ethically responsible deployment tailored to specific regional contexts. 
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