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Abstract - Leukemia, a heterogeneous group of hematologic malignancies originating from aberrant proliferation of 

hematopoietic stem and progenitor cells, remains one of the leading causes of cancer-related morbidity and mortality 

worldwide. Despite significant progress in chemotherapy, radiotherapy, hematopoietic stem cell transplantation (HSCT), 

and immunotherapeutic approaches, disease relapse and therapy resistance continue to present major obstacles to long-

term remission. The emergence of the clustered regularly interspaced short palindromic repeats (CRISPR)–CRISPR-

associated protein 9 (Cas9) system has revolutionized genome editing, offering a simple, precise, and programmable tool for 

targeted gene manipulation. 

CRISPR-Cas9 has been applied extensively to dissect leukemogenic pathways, identify novel oncogenic drivers, and develop 

innovative therapeutic strategies, including gene correction, immunotherapy enhancement, and synthetic lethality 

screening. However, its translation into clinical oncology remains challenged by off-target mutagenesis, delivery 

inefficiencies, ethical considerations, and regulatory barriers. This review critically examines the mechanistic principles of 

CRISPR-Cas9, its therapeutic potential in leukemia, and the evolving landscape of CRISPR-based clinical research, while 

highlighting future prospects such as base editing, prime editing, and Cas variants that may improve safety and precision. 
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1. INTRODUCTION 

Leukemia comprises a diverse set of hematologic malignancies that originate from clonal expansion and impaired differentiation of 

hematopoietic stem and progenitor cells [1]. It is broadly classified into four major subtypes — acute lymphoblastic leukemia 

(ALL), acute myeloid leukemia (AML), chronic lymphocytic leukemia (CLL), and chronic myeloid leukemia (CML) — each 

defined by specific cytogenetic and molecular characteristics [2]. According to the Global Cancer Observatory (GLOBOCAN 

2024), leukemia accounted for approximately 4, 80,000 new cases and 3, 10,000 deaths worldwide, representing 2.5% of all new 

cancer diagnoses [3]. Although therapeutic advancements have improved survival in certain subtypes, such as pediatric ALL and 

CML, other forms, particularly relapsed AML, remain difficult to cure due to genetic heterogeneity, drug resistance, and clonal 

evolution [4, 5]. 

 

Fig. 1: Types of Leukemia [6] 
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1.1 Current therapeutic landscape and limitations 

Conventional leukemia therapies, including cytotoxic chemotherapy and radiotherapy, have achieved temporary remission in many 

cases but often result in high relapse rates and severe systemic toxicity [7]. Hematopoietic stem cell transplantation (HSCT) provides 

curative potential for select patients; however, its success is limited by graft-versus-host disease (GVHD), infection risks, and donor 

unavailability [8]. The introduction of targeted therapies such as imatinib for CML and monoclonal antibodies like blinatumomab 

for B-cell ALL has transformed treatment paradigms [9, 10]. Yet, secondary resistance mutations and clonal escape frequently 

emerge, reducing long-term efficacy [11]. Hence, precision therapies that target the root molecular causes of leukemogenesis, while 

minimizing collateral toxicity, are urgently required. 

 

1.2 The advent of gene-editing technologies 

The idea of targeted genome manipulation has evolved through several technological milestones. Zinc finger nucleases (ZFNs) and 

transcription activator-like effector nucleases (TALENs) were among the earliest programmable nucleases enabling site-specific 

DNA cleavage [12]. Despite their precision, these tools required complex protein engineering, limiting scalability and accessibility 

[13]. The discovery of the CRISPR-Cas9 system in Streptococcus pyogenes, an adaptive immune mechanism against bacteriophage 

infection, represented a paradigm shift in genome engineering [14]. Unlike ZFNs and TALENs, CRISPR-Cas9 uses a short guide 

RNA (sgRNA) to direct the Cas9 nuclease to complementary genomic sequences, generating double-strand breaks that can be 

repaired by non-homologous end joining (NHEJ) or homology-directed repair (HDR) [15]. 

This RNA-guided editing mechanism offers unmatched simplicity, efficiency, and versatility, facilitating widespread use in 

functional genomics, disease modeling, and therapeutic development [16]. Since its adaptation for eukaryotic gene editing in 2013, 

CRISPR-Cas9 has been adopted in thousands of studies across diverse biological systems, including human hematopoietic cells 

[17]. 

 

1.3 CRISPR-Cas9 and its relevance to leukemia 

Leukemia, being driven by well-characterized genetic mutations, presents an ideal model for CRISPR-Cas9–based research and 

therapy [18]. Genome-wide CRISPR knockout screens have been instrumental in identifying essential genes for leukemic cell 

survival, drug resistance, and immune evasion [19]. Furthermore, CRISPR-Cas9 enables correction of driver mutations such as 

FLT3-ITD, NPM1c, or TP53, which play critical roles in AML progression [20, 21]. In immunotherapy, CRISPR technology 

enhances the efficacy of chimeric antigen receptor (CAR)-T cells by knocking out immune checkpoint regulators like PD-1 or 

CTLA4, thereby strengthening anti-tumor activity [22]. 

CRISPR-mediated editing of hematopoietic stem cells also holds potential for durable remission by reprogramming the leukemic 

genome or introducing tumor-suppressive genes ex vivo before transplantation [23]. Early preclinical studies have shown promising 

results, with CRISPR-edited cells demonstrating selective eradication of leukemic clones in mouse xenograft models [24]. 

 

Fig. 2: Overview of CRISPR-Cas9 [25] 
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2. CRISPR-Cas9 TECHNOLOGY: MECHANISMS AND EVOLUTION 

 

2.1 Structure and mechanism of Cas9-mediated genome editing 

Cas9 is a large multidomain endonuclease composed of two major lobes: the recognition (REC) lobe and the nuclease (NUC) lobe 

[26]. The REC lobe, including the Rec I, Rec II, and bridge helix domains, mediates RNA and DNA binding, while the NUC lobe 

contains the RuvC and HNH catalytic domains responsible for double-strand DNA cleavage [27]. Additionally, the PAM-interacting 

(PI) domain within Cas9 recognizes the protospacer adjacent motif (PAM), which for S. pyogenes Cas9 (SpCas9) is typically 5′–

NGG–3′ [28]. 

The CRISPR-Cas9 editing process involves several sequential steps: 

1. sgRNA loading: The Cas9 protein forms a ribonucleoprotein complex with a single-guide RNA (sgRNA), which fuses the crRNA 

(target-specific) and tracrRNA (scaffold) into a single molecule [29]. 

2. Target DNA recognition: The sgRNA directs Cas9 to a complementary DNA sequence adjacent to a PAM site. PAM recognition 

induces local DNA melting and hybridization with the sgRNA’s seed region [30]. 

3. DNA cleavage: Cas9 undergoes conformational activation, allowing the HNH domain to cleave the complementary strand and 

the RuvC domain to cleave the non-complementary strand, resulting in a blunt-ended double-strand break [31]. 

4. Repair pathway engagement: The cell’s endogenous repair machinery then resolves the break via non-homologous end joining 

(NHEJ) or homology-directed repair (HDR) [32]. 

NHEJ frequently produces small insertions or deletions (indels), leading to gene disruption, whereas HDR enables precise genome 

correction if a donor DNA template is supplied [33]. The balance between these repair mechanisms depends on the cell cycle stage 

and is a critical determinant of editing outcome [34]. 

 

Fig. 3: Mechanism of CRISPR-Cas9 [35] 

 

2.2 Guide RNA design and target specificity 

Guide RNA (gRNA) design is a major determinant of CRISPR efficiency and specificity. The 20-nucleotide spacer sequence must 

be complementary to the target DNA adjacent to a PAM site. However, mismatches, particularly within the 8–12 bp seed region, 

can lead to reduced activity or off-target cleavage [36].Incorporating high-fidelity Cas variants with optimized sgRNA design has 

significantly improved genome-editing precision in hematopoietic and leukemic models [37]. 
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2.3 Delivery systems for CRISPR-Cas9 in hematologic applications 

Efficient and safe delivery of CRISPR components remains one of the greatest challenges in clinical translation, particularly in 

hematologic malignancies. Various delivery modalities have been developed, broadly categorized into viral and non-viral systems. 

Viral delivery systems such as lentiviruses and adenoviruses allow stable integration or transient expression of Cas9 and sgRNA in 

dividing and non-dividing cells [38]. Lentiviral systems are widely used for functional genomic screening in leukemia cell lines due 

to their high transduction efficiency [39]. However, integration-associated mutagenesis and immunogenicity pose significant risks 

for therapeutic applications [40]. 

Adeno-associated viruses (AAVs), especially serotype 6 (AAV6), have demonstrated high tropism for hematopoietic stem cells 

(HSCs), making them suitable for ex vivo gene correction approaches [41]. Nevertheless, their limited packaging capacity (~4.7 

kb) restricts the use of large Cas9 constructs such as SpCas9, necessitating the adoption of compact variants like SaCas9 [42]. 

Non-viral delivery methods, including lipid nanoparticles (LNPs), electroporation, and ribonucleoprotein (RNP) complexes, have 

gained traction for transient Cas9 delivery. These strategies avoid genomic integration and reduce immunogenicity [43]. RNP 

complexes, in particular, provide rapid, high-efficiency editing in primary hematopoietic cells with minimal off-target effects, 

representing a major step toward clinically viable CRISPR therapeutics [44].Emerging technologies such as cell-penetrating 

peptides, gold nanoparticles, and exosome-based delivery are being explored to further enhance hematopoietic targeting and 

systemic safety [45]. 

 

3. APPLICATION OF CRISPR–Cas9 IN LEUKEMIA RESEARCH AND THERAPY 

 

3.1 Functional Genomic Screening in Leukemia 

The advent of CRISPR–Cas9 has revolutionized functional genomics by allowing systematic interrogation of gene function through 

genome-wide loss-of-function screens [46]. In leukemia, this approach has enabled identification of novel oncogenic drivers, 

resistance mechanisms, and therapeutic vulnerabilities [47]. 

Tzelepis et al. conducted one of the earliest large-scale CRISPR knockout screens in acute myeloid leukemia (AML) cell lines, 

revealing essential genes within the Wnt, MYC, and MAPK pathways [48]. Similarly, Wang et al. performed genome-wide CRISPR 

screens in B-cell acute lymphoblastic leukemia (B-ALL), identifying PAX5, RUNX1, and IKZF1 as lineage-essential regulators 

[49]. These studies underscore the potential of CRISPR-based screening in uncovering critical dependencies that can be 

therapeutically exploited. 

Beyond identifying essential genes, CRISPR interference (CRISPRi) and CRISPR activation (CRISPRa) systems enable 

transcriptional modulation without inducing double-strand breaks [50]. By coupling a catalytically inactive Cas9 (dCas9) to 

transcriptional repressors or activators, researchers can dissect enhancer landscapes and regulatory networks governing 

leukemogenesis [51]. For example, Fulco et al. applied CRISPRi to map enhancer–gene interactions in leukemia cells, revealing 

distal regulatory elements crucial for MYC expression [52]. 

 

3.2 Correction of Oncogenic Mutations 

One of the most promising applications of CRISPR–Cas9 in leukemia involves gene correction of disease-causing mutations. 

Mutations in genes such as FLT3, NPM1, IDH1/2, and RUNX1 are common in AML and can serve as targets for precise gene 

editing [53]. 

In 2017, Heckl et al. demonstrated the correction of FLT3 internal tandem duplication (FLT3-ITD) mutations using CRISPR–Cas9 

combined with homology-directed repair (HDR), restoring normal signaling in AML models [54]. Similarly, CRISPR-mediated 

editing of NPM1c+ mutations reversed aberrant cytoplasmic localization of nucleophosmin, inducing differentiation in leukemic 

blasts [55]. 

CRISPR has also been applied to model specific leukemia-associated translocations. Torres et al. successfully recapitulated the t 

(8; 21) (q22; q22) RUNX1–RUNX1T1 fusion and inv (16) (p13q22) CBFB–MYH11 rearrangements in hematopoietic progenitor 

cells, generating accurate de novo models of AML [56]. Such CRISPR-generated models facilitate mechanistic exploration of 

oncogenesis and therapeutic response testing [57]. 

 

3.3 Dissecting Mechanisms of Drug Resistance 

Resistance to chemotherapy and targeted therapies remains a critical obstacle in leukemia treatment. CRISPR screens have been 

pivotal in elucidating molecular mechanisms of drug resistance [58]. Chen et al. identified loss-of-function mutations in TP53, 

KEAP1, and CUL3 that confer resistance to FLT3 inhibitors in AML through genome-wide CRISPR dropout assays [59]. 

In CML, CRISPR-Cas9–mediated mutagenesis of BCR-ABL1 revealed secondary resistance mutations including T315I, which 

diminish TKI binding affinity [60]. Moreover, CRISPR-based editing has been leveraged to create drug-resistant leukemia models, 

enabling the preclinical evaluation of next-generation inhibitors [61]. 
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CRISPR also provides insight into immunotherapy resistance mechanisms. For example, Shifrut et al. used pooled CRISPR screens 

in T cells to uncover regulators of CAR-T cell exhaustion, identifying the transcription factor NR4A3 as a target for enhancing 

antitumor efficacy [62]. 

 

3.4 Engineering Immune Cells for Leukemia Therapy 

A transformative application of CRISPR–Cas9 lies in engineering immune effector cells for leukemia immunotherapy [63]. The 

most notable example involves the generation of chimeric antigen receptor (CAR) T cells, in which autologous T cells are modified 

to express synthetic receptors targeting leukemic antigens such as CD19 or CD22 [64]. 

Traditional viral vector–based approaches for CAR insertion pose challenges including insertional mutagenesis and manufacturing 

complexity [65]. CRISPR-based methods allow precise integration of CAR constructs into safe genomic loci, such as the TRAC 

(T-cell receptor alpha constant) locus, ensuring uniform CAR expression and reducing tonic signaling [66]. 

Ren et al. demonstrated that CRISPR-mediated TRAC disruption combined with CAR insertion significantly enhanced T-cell 

persistence and antitumor activity in preclinical leukemia models [67]. Additionally, disruption of immune checkpoint genes such 

as PD-1, LAG-3, and CTLA-4 via CRISPR editing has been shown to augment CAR-T cytotoxicity and persistence [68]. 

Beyond CAR-T cells, CRISPR has also been used to enhance natural killer (NK) cells for leukemia immunotherapy. CRISPR 

knockout of CISH, a negative regulator of cytokine signaling, potentiates NK cell–mediated cytotoxicity against AML targets [69]. 

These strategies exemplify the merging of genome editing and cell-based therapy for precision leukemia treatment [70]. 

 

3.5 CRISPR for Hematopoietic Stem Cell (HSC) Engineering 

The ability to edit hematopoietic stem and progenitor cells (HSPCs) ex vivo represents a major leap toward curative leukemia 

therapies [71]. HSCs serve as an ideal target due to their self-renewal capacity and multilineage potential. 

Dever et al. successfully corrected the sickle-cell disease mutation in HSCs using CRISPR–Cas9, providing a proof-of-concept for 

gene correction in hematologic disorders [72]. This platform is being adapted to leukemia for correcting preleukemic mutations or 

introducing protective alleles [73]. 

One challenge in HSC editing is efficient delivery of CRISPR components. Recent advances using ribonucleoprotein (RNP) 

complexes and electroporation have improved editing efficiency while minimizing genotoxicity [74]. Moreover, integrating 

CRISPR editing with base editing or prime editing systems could enable scarless correction of single-nucleotide variants associated 

with leukemia predisposition [75]. 

 

3.6 Diagnostic and Predictive Applications 

CRISPR-based platforms have also emerged as diagnostic tools for leukemia detection and molecular monitoring [76]. Systems 

like SHERLOCK (Specific High-sensitivity Enzymatic Reporter UnLOCKing) and DETECTR utilize Cas enzymes (Cas12, Cas13) 

to identify specific nucleic acid sequences with high sensitivity [77]. 

For example, CRISPR-based assays have been developed to detect BCR-ABL1 fusion transcripts, allowing real-time minimal 

residual disease (MRD) monitoring with single-molecule precision [78]. These approaches offer rapid, cost-effective alternatives 

to PCR and next-generation sequencing for early detection and relapse prediction [79]. 

 

3.7 Translational Potential and Preclinical Advances 

Multiple preclinical studies demonstrate that CRISPR-edited cells retain functionality and safety, supporting progression toward 

clinical translation [80]. For instance, Xu et al. reported that CRISPR-corrected HSPCs engrafted successfully in murine bone 

marrow without tumorigenic transformation [81]. Early-phase clinical trials (e.g., NCT03747965) have explored CRISPR-edited T 

cells for relapsed leukemia, showing encouraging preliminary safety outcomes [82]. 

However, translational hurdles persist, including immune rejection of edited cells, off-target mutagenesis, and regulatory 

complexities surrounding germline editing [83]. Nevertheless, the convergence of CRISPR technology, stem-cell engineering, and 

immunotherapy is poised to redefine leukemia management [84]. 

 

4. OPPORTUNITIES — ADVANCES IN CRISPR-BASED LEUKEMIA TREATMENTS 

 

4.1 Precision Targeting and Personalized Therapy 

CRISPR–Cas9 technology offers a unique opportunity to develop personalized therapies tailored to a patient’s specific mutational 

landscape [85]. Unlike traditional chemotherapy, which broadly targets proliferating cells, CRISPR enables the correction or 

knockout of precise oncogenic mutations responsible for leukemic transformation [86]. 
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For example, personalized CRISPR editing could directly correct FLT3-ITD, IDH2-R140Q, or RUNX1 mutations identified 

through patient sequencing, restoring normal hematopoiesis [87]. This precision targeting minimizes systemic toxicity and off-

target damage—one of the major limitations of current AML therapies [88]. 

Moreover, combining CRISPR-based gene correction with high-throughput genomic profiling allows clinicians to design 

individualized therapeutic regimens, predicting patient-specific responses to targeted or immune-based treatments [89]. Such 

strategies align with the principles of precision oncology, enabling a shift from generic protocols to mutation-informed, cell-based 

therapies [90]. 

4.2 Combination of CRISPR with Emerging Technologies 

Integration of CRISPR–Cas9 with other innovative biotechnologies has unlocked new therapeutic possibilities [91]. The coupling 

of CRISPR with single-cell sequencing (scRNA-seq) enables detailed mapping of transcriptional responses following genetic 

perturbations, revealing heterogeneity in leukemia cell populations [92]. 

CRISPR has also been synergized with epigenome-editing platforms, allowing modulation of DNA methylation and histone 

modification landscapes associated with leukemogenesis [93]. This is particularly valuable for targeting mutations in DNMT3A, 

TET2, or ASXL1, which drive epigenetic dysregulation in AML [94]. 

Furthermore, nanoparticle-based CRISPR delivery systems—such as lipid nanoparticles (LNPs) and gold nanoclusters—are being 

developed for in vivo leukemia targeting, improving delivery efficiency to bone marrow and minimizing immune clearance [95]. 

Combining CRISPR editing with artificial intelligence (AI) and machine learning also holds immense potential. AI-based 

algorithms can predict sgRNA efficiency, off-target likelihood, and repair outcomes, enhancing design precision [96]. Together, 

these interdisciplinary integrations promise a new era of smart and efficient leukemia therapies [97]. 

 

4.3 Modeling Leukemia Progression and Metastasis 

By introducing combinations of driver mutations (e.g., FLT3-ITD, NPM1, DNMT3A), researchers have recreated stepwise 

leukemogenesis in murine and human hematopoietic stem cells, closely mirroring clinical disease [98]. This approach enables 

systematic evaluation of mutation order, clonal evolution, and drug susceptibility [99]. 

Additionally, CRISPR editing has been employed to generate patient-derived xenograft (PDX) models carrying specific gene 

lesions, such as TP53, NRAS, and RUNX1 mutations, to test targeted therapies in a physiologically relevant environment [100]. 

 

4.4 CRISPR as a Tool for Drug Discovery 

Simultaneous inhibition of BCL-2 and MCL-1 pathways—identified through CRISPR screening—enhances apoptosis in AML cells 

[101]. Similarly, loss-of-function CRISPR screens have identified DOT1L, BRD4, and KDM1A as promising druggable targets in 

mixed-lineage leukemia (MLL)-rearranged AML [102]. 

CRISPR-based base and prime editing technologies further extend drug development capabilities by enabling precise modeling of 

point mutations for pharmacogenomic analysis [103]. This accelerates the identification of compounds that selectively target 

specific genetic subtypes of leukemia [104]. 

 

4.5 Expanding Accessibility and Cost-Effectiveness 

One of the most promising aspects of CRISPR–Cas9 is its cost-effectiveness and scalability, which could democratize access to 

advanced genetic therapies [105]. Compared to viral vector–based or zinc finger nuclease (ZFN)/TALEN systems, CRISPR requires 

simpler components and less time for customization [106]. 

As the technology matures, CRISPR-based therapies are expected to become more affordable, particularly in low- and middle-

income countries where leukemia mortality remains high due to limited treatment access [107]. This affordability, combined with 

open-source sgRNA libraries and improved delivery methods, may foster global participation in leukemia research [108]. 

Moreover, academic–industrial collaborations, such as those between Editas Medicine, Intellia Therapeutics, and CRISPR 

Therapeutics, are rapidly translating CRISPR platforms into commercially viable gene-editing products [109]. These advancements 

signify not only scientific opportunity but also socio-economic transformation in how genetic diseases are treated [110]. 

 

5. CHALLENGES AND LIMITATIONS OF CRISPR–Cas9 IN LEUKEMIA THERAPY 

 

5.1 Off-Target Effects and Genome Integrity 

Despite its remarkable precision, CRISPR–Cas9 is not entirely error-free. One of the most significant challenges in clinical 

translation is off-target cleavage, where Cas9 induces unintended double-strand breaks (DSBs) at genomic loci with partial 

complementarity to the guide RNA [111]. 
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Even a single mismatched nucleotide within the protospacer or PAM-adjacent region can lead to unintended edits, potentially 

activating oncogenes or inactivating tumor suppressor genes [112]. In hematopoietic cells, such off-target activity could promote 

secondary malignancies or compromise normal hematopoiesis [113]. 

Although high-fidelity Cas9 variants—such as SpCas9-HF1, eSpCas9(1.1), and HypaCas9—have been engineered to minimize off-

targeting [114], their cleavage efficiency sometimes decreases, creating a trade-off between accuracy and efficacy [115]. 

Computational tools like GUIDE-seq, CIRCLE-seq, and CHANGE-seq have improved genome-wide detection of off-target sites, 

yet they require laborious validation [116]. 

Moreover, chromosomal rearrangements and large deletions induced by DSBs have raised concerns about genomic instability, 

particularly in stem-cell-based therapies [117]. Therefore, strategies such as base editing and prime editing, which avoid DSBs, are 

being increasingly explored for safer clinical translation [118]. 

 

5.2 Delivery System Limitations 

Efficient and safe delivery of CRISPR–Cas9 components to leukemic cells in vivo remains one of the major obstacles [119]. The 

hematopoietic system presents unique challenges because of its dynamic nature and the protective microenvironment of bone 

marrow [120]. 

Traditional viral vectors—such as lentivirus and adeno-associated virus (AAV)—offer high transduction efficiency but are limited 

by immunogenicity, size constraints, and risk of insertional mutagenesis [121]. AAV, for instance, cannot efficiently accommodate 

large Cas9 variants and sgRNAs in a single vector [122].However, achieving targeted delivery to bone marrow cells and ensuring 

nuclear localization of the CRISPR complex remain major challenges [123]. 

Recent innovations include cell-penetrating peptides, exosome-based delivery, and DNA nanostructures, which demonstrate 

improved cell-specific uptake and reduced immunogenicity [124]. Yet, consistent large-scale manufacturing and reproducibility 

still limit their translation to human trials [125]. 

 

5.3 Immunogenicity and Cellular Toxicity 

The Cas9 proteins derived from Streptococcus pyogenes or Staphylococcus aureus are of bacterial origin, and thus can elicit adaptive 

immune responses in humans [126]. Pre-existing antibodies and T-cell responses to Cas9 have been detected in up to 60% of 

individuals, posing a potential barrier to in vivo CRISPR therapies [127]. 

In hematologic malignancies, systemic immune activation can induce cytokine release, apoptosis of edited cells, or clearance of 

Cas9-expressing hematopoietic progenitors [128]. Furthermore, DSB-induced p53 activation has been shown to cause cellular 

stress, senescence, and reduced viability of edited cells [129]. 

To mitigate these risks, transient Cas9 expression using mRNA or ribonucleoprotein (RNP) delivery has been proposed, as it 

minimizes immune exposure and limits off-target persistence [130]. Alternatively, the development of humanized Cas9 variants or 

orthologs from non-pathogenic species is underway to reduce immunogenicity [131]. 

 

5.4 Economic and Logistical Limitations 

While CRISPR shows promise as a cost-effective technology, the clinical-scale manufacturing and quality control remain resource-

intensive [132]. Custom sgRNA design, GMP-grade reagent preparation, and patient-specific ex vivo editing add significant costs 

[133]. 

The high infrastructure demands, coupled with limited specialized expertise, pose barriers in developing nations where leukemia 

burden is substantial [134]. Additionally, unequal access to genetic sequencing and bioinformatics capabilities limits patient 

stratification and trial participation [135]. 
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Fig. 4: Limitations of CRISPR [136] 

 

6. FUTURE PERSPECTIVES AND EMERGING TRENDS IN CRISPR-BASED LEUKEMIA THERAPIES 

 

6.1 Next-Generation CRISPR Tools 

Emerging CRISPR technologies, such as base editors and prime editors, provide opportunities for high-precision, low-risk genome 

modification in leukemia [137]. Base editors enable single nucleotide changes without introducing double-strand breaks, 

minimizing off-target mutations and chromosomal rearrangements [138]. 

Prime editing expands the versatility by allowing insertions, deletions, and precise substitutions, enabling correction of complex 

mutations in genes like FLT3, NPM1, and DNMT3A [139]. These next-generation tools may overcome current limitations in HDR 

efficiency and reduce p53-mediated cytotoxicity in hematopoietic stem cells [140]. 

Ongoing preclinical studies have demonstrated that adenine and cytosine base editors can efficiently correct AML-associated point 

mutations in ex vivo HSCs, with minimal off-target activity [141]. Integrating these tools into CAR-T and other cell-based therapies 

could enhance safety and therapeutic efficacy [142]. 

 

6.2 CRISPR-Enhanced Cell Therapies 

CRISPR technology is increasingly integrated with cellular immunotherapies, including CAR-T, CAR-NK, and TCR-engineered T 

cells [143]. Future trends focus on creating universal, off-the-shelf immune cells with improved persistence, reduced exhaustion, 

and enhanced tumor recognition [144]. 

Multiplex CRISPR editing can simultaneously knock out immune checkpoints like PD-1, CTLA-4, and TIGIT while enhancing T-

cell cytotoxicity [145]. Additionally, engineering cells to secrete immunomodulatory cytokines, such as IL-15, can sustain 

proliferation and activity in leukemic microenvironments [146]. 

Combining CRISPR-edited immune cells with small-molecule inhibitors or targeted therapies offers a multimodal approach, 

increasing leukemia clearance and minimizing relapse [147]. Preclinical evidence suggests synergistic effects when CRISPR-CAR-

T therapy is combined with BCL-2 or FLT3 inhibitors, opening avenues for combination regimens [148]. 

 

6.3 Integration with Single-Cell Genomics and AI 

Integration of CRISPR screening with single-cell genomics allows mapping of leukemia heterogeneity and functional dependencies 

at an unprecedented resolution [149]. Single-cell RNA-seq combined with CRISPR perturbations identifies subclonal 

vulnerabilities, informing personalized treatment strategies [150]. 

Artificial intelligence (AI) and machine learning are also being leveraged to predict sgRNA efficiency, off-target risks, and repair 

outcomes, improving the design of safer, more effective CRISPR therapies [151]. AI-guided CRISPR screens can accelerate drug 

target discovery and optimize combinatorial treatment strategies in leukemia [152]. 
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6.4 In Vivo CRISPR Editing 

Future research aims to transition from ex vivo editing to direct in vivo genome modification, particularly for leukemia stem cells 

residing in bone marrow niches [153]. Advanced nanoparticle-based delivery systems and viral vectors are being optimized for 

efficient, cell-specific targeting [154]. 

Successful in vivo editing could eliminate the need for intensive ex vivo manipulation and transplantation, reducing treatment costs 

and expanding access [155]. However, achieving high specificity, minimal immune response, and efficient bone marrow penetration 

remains a major technical challenge [156]. 

 

6.5 Emerging Combination Strategies 

Combination strategies represent a promising frontier. CRISPR-based gene editing can be combined with: 

 Epigenetic modulators to reverse leukemic chromatin states [157]. 

 Targeted small molecules to exploit synthetic lethal interactions [158]. 

 Immunomodulatory therapies to enhance anti-leukemic immune response [159]. 

Preclinical studies indicate that multimodal therapy may prevent relapse by targeting both leukemic blasts and stem cell 

compartments [160]. This combinatorial approach may ultimately improve survival and long-term remission rates in leukemia 

patients [161]. 

 

CONCLUSION 

CRISPR–Cas9 technology has transformed the landscape of leukemia research, offering unprecedented opportunities for precision 

therapy, functional genomics, and immune-based interventions. The ability to edit disease-causing mutations, enhance immune cell 

efficacy, and model leukemic progression at the cellular level has ushered in a new era of personalized medicine. 

Clinical translation of CRISPR-based therapies in leukemia faces challenges, including off-target effects, delivery limitations, 

immune responses, and ethical considerations. Despite these hurdles, innovations in base editing, prime editing, high-fidelity 

nucleases, and nanocarrier delivery systems are rapidly overcoming technical barriers. 

The integration of single-cell genomics, AI-guided design, and multiplex CRISPR strategies provides a framework for adaptive, 

patient-specific therapies. Early-phase clinical trials using CRISPR-edited T cells demonstrate promising safety and efficacy, 

highlighting the potential for durable remission in refractory leukemia. 

Future research should focus on refining delivery mechanisms, ensuring long-term safety, and establishing global ethical 

frameworks to guarantee equitable access. Combining CRISPR with epigenetic modulators, targeted inhibitors, and 

immunotherapies represents a promising multimodal approach to prevent relapse and overcome therapy resistance. 

In conclusion, while CRISPR–Cas9 therapy in leukemia is still in its infancy, ongoing preclinical and clinical advancements indicate 

that gene editing will play a pivotal role in the next generation of leukemia treatment paradigms. The field is poised for 

transformative impact, offering hope for safer, more effective, and personalized interventions for patients worldwide. 
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