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Abstract 
This study investigates the gap between the substantial technological potential of CRISPR-Cas systems and 
their safe, effective, and clinically sustainable adoption in precision oncology. The purpose was to quantitatively 
assess how technological capability, current oncology applications, safety and off-target concerns, delivery-
system challenges, ethical and regulatory conditions, and technological and clinical readiness influence 
perceived effectiveness and future clinical adoption. A quantitative, cross-sectional, case-study-based design was 
employed using 286 valid professional cases drawn from research institutes, universities, hospitals and cancer 
centers, biotechnology and pharmaceutical organizations, and genomics or diagnostic laboratories, rather than 
cloud or enterprise software cases. Data were collected through a five-point Likert questionnaire and analyzed 
using descriptive statistics, Cronbach's alpha, Pearson correlation, multiple regression, regression diagnostics, 
and hypothesis testing. Technological capability recorded the highest construct mean, M = 4.15, SD = 0.55, 
followed by perceived effectiveness, M = 4.12, SD = 0.58, current applications, M = 4.07, SD = 0.61, and future 
clinical adoption, M = 4.02, SD = 0.60. Technological capability strongly predicted perceived effectiveness, β = 
.49, p < .001, while current applications also contributed positively, β = .31, p < .001. The adoption model 
explained 51.2% of variance, R² = .512, adjusted R² = .501, F (6,279) = 48.73, p < .001. Technological and 
clinical readiness was the strongest positive predictor of adoption, β = .34, whereas safety concerns, β = -.18, 
delivery challenges, β = -.15, and ethical-regulatory challenges, β = -.13, significantly reduced adoption. The 
findings imply that successful CRISPR-Cas translation requires coordinated technological advancement, 
institutional readiness, effective delivery, rigorous safety assurance, and supportive governance. 
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INTRODUCTION 
Clustered Regularly Interspaced Short Palindromic Repeats-CRISPR-associated protein systems, 
commonly referred to as CRISPR-Cas systems, are RNA-guided molecular mechanisms originally 
identified as components of adaptive defense in bacteria and archaea and subsequently adapted as 
programmable tools for genome engineering. Early investigations established that CRISPR arrays 
contain spacer sequences derived from invading genetic elements, providing an important foundation 
for understanding their biological function (Bolotin et al., 2005). Experimental evidence later 
demonstrated that the acquisition of new spacer sequences could provide resistance against viral 
infection in prokaryotic organisms, confirming the adaptive immune role of CRISPR mechanisms 
(Barrangou et al., 2007). A major transition from biological discovery to programmable genome 
engineering occurred when researchers demonstrated that Cas9 could be directed toward specific DNA 
sequences through RNA molecules, making targeted cleavage possible at predetermined genomic 
locations (Jinek et al., 2012). This RNA-guided mechanism was subsequently adapted for efficient 
genome editing in mammalian and human cells, enabling targeted disruption, insertion, deletion, and 
modification of genomic sequences (Cong et al., 2013; Mali et al., 2013). In oncology, these capabilities 
intersect closely with the concept of precision oncology, an approach to cancer prevention, diagnosis, 
classification, and treatment that uses molecular, genomic, and other patient-specific characteristics to 
identify biologically meaningful subgroups and guide therapeutic decision-making. Precision 
oncology developed from the recognition that cancers classified within the same anatomical or 
histological category may contain substantially different combinations of genomic alterations, signaling 
abnormalities, cellular dependencies, and mechanisms of therapeutic resistance (Garraway & Lander, 
2013; Tsimberidou et al., 2020). Cancer itself represents a biologically heterogeneous group of diseases 
characterized by interconnected processes including sustained proliferative signaling, resistance to 
programmed cell death, altered metabolism, immune evasion, genomic instability, phenotypic 
plasticity, and interactions with the tumor microenvironment (Hanahan, 2022). CRISPR-Cas systems 
are particularly relevant to this molecularly heterogeneous disease context because they enable 
researchers to move beyond the identification of cancer-associated genomic abnormalities and 
experimentally determine whether particular genes, variants, regulatory elements, or molecular 
pathways contribute to tumor initiation, progression, metastatic behavior, drug sensitivity, or 
treatment resistance. CRISPR-based editing therefore occupies a distinctive position within precision 
oncology because genomic sequencing identifies potentially relevant alterations, while programmable 
editing enables their controlled functional interrogation. This relationship has established CRISPR-Cas 
technologies as important research instruments for functional cancer genomics, disease modeling, 
therapeutic-target validation, immune-cell engineering, and experimental investigation of 
personalized treatment strategies (Hsu et al., 2014; Yin et al., 2019). 
The international significance of integrating CRISPR-Cas systems with precision oncology is closely 
connected to the scale, diversity, and complexity of the global cancer burden. Cancer affects 
populations across high-, middle-, and low-income settings, while patterns of incidence and mortality 
vary substantially according to cancer type, population age structure, environmental exposure, 
screening availability, diagnostic capacity, healthcare infrastructure, socioeconomic conditions, and 
access to effective treatment. Global cancer estimates indicated approximately 19.3 million new cancer 
cases and nearly 10 million cancer deaths worldwide in 2020, demonstrating the substantial 
contribution of malignant diseases to global morbidity and mortality (Sung et al., 2021). More recent 
estimates for 2022 documented approximately 20 million new cancer cases and 9.7 million cancer 
deaths across 185 countries, with substantial regional variation in the distribution of major cancer types 
and outcomes (Bray et al., 2024). These international differences are highly relevant to precision 
oncology because molecularly informed cancer treatment depends on the capacity to characterize 
tumors at genomic and functional levels and to distinguish alterations that are biologically actionable 
from alterations that merely accompany malignant transformation. Large-scale cancer-genome 
research has demonstrated that tumors contain complex combinations of point mutations, insertions, 
deletions, copy-number abnormalities, structural rearrangements, epigenetic alterations, and pathway-
level disturbances, while only a proportion of these abnormalities function as drivers or therapeutically 
meaningful vulnerabilities (Garraway & Lander, 2013). Precision cancer medicine therefore relies not 
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only on detecting genomic variation but also on establishing its functional significance and connecting 
molecular information to treatment selection, disease monitoring, and individualized therapeutic 
strategies (Tsimberidou et al., 2020). CRISPR-Cas technologies address an important part of this 
challenge because targeted genome manipulation can experimentally reproduce, remove, suppress, 
activate, or modify candidate cancer-associated genes and thereby clarify their contribution to tumor 
biology. This capability is particularly relevant to internationally diverse cancer research because 
genomic abnormalities and therapeutic responses are not uniform across tumor types or patient 
populations. CRISPR-enabled functional experiments provide a standardized molecular approach for 
investigating gene dependency, therapeutic sensitivity, resistance mechanisms, and immune 
interactions across heterogeneous experimental cancer systems. Within the global precision-oncology 
landscape, the significance of CRISPR is consequently associated not only with its ability to alter 
genomic material but also with its capacity to strengthen the biological interpretation of genomic 
information that underlies molecular classification and individualized cancer management (Tian et al., 
2019; Xing & Meng, 2020). 

 
Figure 1: Evaluation Framework for CRISPR-Cas Systems in Precision Oncology 

 

 
 
 

One of the most established applications of CRISPR-Cas technology in precision oncology is functional 
genomic screening, through which large numbers of genes can be systematically disrupted to identify 
cellular dependencies, resistance mechanisms, essential pathways, and genotype-specific 
vulnerabilities. Genome-scale investigations demonstrated that pooled CRISPR-Cas9 libraries could be 
used to conduct loss-of-function screening in human cells, creating a highly efficient approach for 
identifying genes associated with cellular survival, proliferation, and specific biological phenotypes 
(Shalem et al., 2014; Wang et al., 2014). For cancer research, this capability significantly strengthened 
the analytical relationship between genomic observation and functional validation because 
investigators could determine whether individual genes were required for tumor-cell proliferation, 
survival, treatment response, or other cancer-associated processes. CRISPR-based screening has also 
been extended from cell-culture models to in vivo tumor environments. Genome-wide CRISPR 
screening in animal tumor models has demonstrated the capacity to identify genes involved in tumor 
growth and metastatic progression within biologically complex systems (Chen et al., 2015). Beyond 
screening applications, CRISPR technologies have facilitated the rapid construction of genetically 
defined cancer models. Somatic genome editing has been used to reproduce combinations of 
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cooperating cancer-associated genetic events in vivo, providing a direct mechanism for examining how 
specific mutations interact during tumorigenesis (Sánchez-Rivera et al., 2014). CRISPR-Cas9 has also 
been used to engineer oncogenic chromosomal rearrangements, illustrating the ability of 
programmable genome editing to reproduce structural genomic events associated with clinically 
important cancers (Maddalo et al., 2014). These applications are closely aligned with precision oncology 
because sequencing alone may identify numerous candidate abnormalities without demonstrating 
whether each alteration is causally involved in malignant behavior. Functional editing allows direct 
testing of candidate oncogenes, tumor-suppressor genes, signaling regulators, DNA-repair 
mechanisms, and treatment-resistance pathways under controlled experimental conditions. Reviews of 
CRISPR applications in cancer have therefore identified target discovery, functional genomics, disease 
modeling, investigation of drug resistance, validation of therapeutic vulnerabilities, and development 
of individualized experimental systems among its most important oncology applications (Tian et al., 
2019; Yin et al., 2019). The value of these approaches is particularly evident when tumors possess 
several co-occurring genomic abnormalities, because CRISPR systems can be configured for multiplex 
editing and used to examine combinations of genomic events rather than evaluating mutations 
individually (Cong et al., 2013). Through these applications, CRISPR-Cas technology provides 
precision-oncology research with experimentally grounded methods for distinguishing biologically 
meaningful alterations from background genomic variation and for associating molecular 
characteristics with specific cancer phenotypes and therapeutic responses. 
CRISPR-Cas systems also have a substantial role in the therapeutic dimension of precision oncology, 
particularly through the ex vivo engineering of immune cells designed to recognize and eliminate 
malignant cells more effectively. Cancer immunotherapy depends partly on the capacity of immune 
cells to identify tumor-associated antigens, preserve functional activity, expand following antigen 
recognition, and resist inhibitory signals produced within the tumor microenvironment. 
Programmable genome editing provides a direct method for modifying these cellular properties at 
specific genomic locations. Targeting a chimeric antigen receptor to the T-cell receptor alpha constant 
locus using CRISPR-Cas9 has been shown to produce more regulated receptor expression and stronger 
tumor-rejection activity in experimental models, illustrating that the genomic location of an engineered 
receptor can influence therapeutic-cell performance (Eyquem et al., 2017). CRISPR-Cas9-mediated 
disruption of programmed cell death protein 1 has also been examined as a method for reducing 
immune-checkpoint inhibition in human chimeric antigen receptor T cells, with experimental findings 
demonstrating improved antitumor activity under relevant conditions (Rupp et al., 2017). Clinical 
investigations have provided further evidence regarding the feasibility of CRISPR-edited immune cells 
in patients. CRISPR-Cas9-edited T cells with PD-1 disruption have been administered to patients with 
refractory non-small-cell lung cancer, with clinical assessment focusing on feasibility, safety, editing 
efficiency, and potential off-target effects (Lu et al., 2020). These studies place CRISPR within a 
precision-oncology model in which cellular therapies can be genetically configured according to 
defined molecular targets rather than functioning solely as nonspecific cytotoxic interventions. The 
relevance of CRISPR editing extends beyond checkpoint disruption or chimeric antigen receptor 
placement. Gene-editing strategies can also be applied experimentally to modify endogenous T-cell 
receptors, eliminate competing receptor components, investigate genes associated with T-cell 
exhaustion, alter signaling pathways, and evaluate molecular mechanisms that influence tumor-
immune interactions. CRISPR technologies can additionally facilitate the study of genes involved in 
antigen presentation, immune escape, cytokine signaling, and resistance to immunotherapy. Research 
examining CRISPR in cancer treatment has identified immune-cell engineering as one of the most 
advanced therapeutic applications while distinguishing ex vivo genome editing from direct in vivo 
tumor editing, which introduces different biological, pharmacological, and delivery constraints (Xing 
& Meng, 2020; Yin et al., 2019). These applications demonstrate that CRISPR-Cas systems operate across 
multiple levels of precision oncology, ranging from the identification of tumor-specific vulnerabilities 
to the genetic engineering of immune cells with defined molecular characteristics and the subsequent 
evaluation of those modifications in translational and clinical settings. 
The technological capability of CRISPR-Cas systems is determined not only by whether genomic DNA 
can be modified but also by the specificity, efficiency, controllability, reproducibility, and molecular 
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consequences of the editing process. Cas9 activity depends on recognition of a target sequence through 
guide-RNA complementarity together with the presence of an appropriate protospacer-adjacent motif, 
and experimental research has demonstrated that sequence mismatches can influence cleavage activity 
in ways that may lead to unintended editing at non-target genomic locations (Hsu et al., 2013). Such 
concerns are particularly important within oncology because unintended genomic alterations may 
complicate experimental interpretation or introduce unacceptable safety uncertainties in therapeutic 
applications. Several methodological developments have therefore focused on improving editing 
specificity and evaluating unintended genomic modifications. Double-nicking approaches using paired 
Cas9 nickases were developed to increase target specificity by requiring coordinated recognition of 
adjacent genomic sites before effective cleavage occurs (Ran et al., 2013). Genome-wide methods have 
also been designed to detect unintended CRISPR-induced cleavage events more systematically. 
GUIDE-seq, for example, enables genome-wide profiling of off-target cleavage and provides 
researchers with a sensitive mechanism for identifying unintended nuclease activity (Tsai et al., 2015). 
Engineered Cas9 variants have further expanded efforts to reduce nonspecific DNA interactions. 
Rationally engineered nucleases have demonstrated improved specificity, while high-fidelity Cas9 
variants have shown substantial reductions in detectable genome-wide off-target activity under 
experimental conditions (Kleinstiver et al., 2016; Slaymaker et al., 2016). CRISPR-derived editing 
architectures have additionally expanded the range of genomic modifications that can be performed 
without relying exclusively on conventional double-strand DNA breaks. Programmable cytidine base 
editing has enabled direct conversion of selected DNA bases without standard double-stranded 
cleavage (Komor et al., 2016), while adenine base editing has permitted programmable A·T-to-G·C 
conversion at selected genomic locations (Gaudelli et al., 2017). Prime editing subsequently broadened 
the editable sequence space by combining Cas-derived DNA targeting with reverse-transcription-
based sequence modification, permitting targeted substitutions, insertions, and deletions without the 
conventional requirement for donor DNA or standard double-strand cleavage (Anzalone et al., 2019). 
For precision oncology, these technological characteristics are central because the biological meaning 
and therapeutic value of a gene-editing intervention depend on whether the intended alteration is 
produced accurately, consistently, and with limited unintended genomic damage. Technological 
capability can therefore be conceptualized as a multidimensional construct involving target 
recognition, editing precision, efficiency, controllability, reproducibility, and suitability for the 
particular genomic alterations being investigated in cancer cells or engineered immune-cell 
populations. 
The clinical application of CRISPR-Cas systems in precision oncology is shaped by a combination of 
safety, delivery, biological, ethical, and regulatory challenges that differ considerably from those 
encountered in controlled laboratory environments. Off-target editing remains a major safety concern 
because nuclease activity at unintended genomic sites can create mutations outside the therapeutic 
target, potentially altering genes or regulatory regions with important cellular functions. On-target 
editing can also generate complex genomic outcomes that are not fully captured by measurements of 
small insertions or deletions. Large structural variants have been detected at both intended and 
unintended editing locations, illustrating the importance of evaluating genomic consequences beyond 
simple local sequence changes (Höijer et al., 2022). Delivery represents another important limitation, 
particularly when editing components must be introduced directly into tumors or other tissues. 
Effective genome editing requires CRISPR-associated components to reach relevant cells, enter the 
necessary cellular compartment, maintain sufficient biological activity, and minimize exposure to non-
target tissues. Viral vectors, lipid-based carriers, nanoparticles, ribonucleoprotein complexes, and other 
delivery systems differ substantially in payload capacity, tissue distribution, duration of expression, 
cellular uptake, stability, immunogenicity, and manufacturing requirements (Yin et al., 2017). 
Nanoparticle-mediated delivery has received attention as a strategy for controlling the transport of 
CRISPR components and reducing prolonged nuclease exposure, although barriers involving cellular 
uptake, endosomal escape, tissue targeting, and editing efficiency remain significant (Duan et al., 2021). 
Tumor-targeted delivery is additionally complicated by heterogeneous vascularization, extracellular 
matrix barriers, stromal components, immune-cell populations, variation in receptor expression, and 
genetic diversity among malignant subclones, all of which influence the distribution and effectiveness 
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of targeted cancer therapeutics (Rosenblum et al., 2018). Precision oncology adds another layer of 
complexity because the relevant genomic target, treatment rationale, expected clinical benefit, and 
acceptable risk threshold may vary across tumor types and individual patients. CRISPR-based 
interventions also operate within ethical and regulatory environments concerned with informed 
consent, genomic alteration, long-term monitoring, manufacturing quality, unintended effects, patient 
selection, and distinctions between somatic therapeutic editing and heritable genome modification. 
Oncology-focused research has therefore characterized delivery efficiency, editing specificity, immune 
responses, toxicity, tumor heterogeneity, ethical acceptability, and regulatory scrutiny as 
interconnected challenges that influence the clinical translation of CRISPR technologies (Tian et al., 
2019; Xing & Meng, 2020; Yin et al., 2019). Assessment of CRISPR-Cas systems in precision oncology 
consequently requires consideration of both demonstrated molecular capabilities and the practical 
conditions under which those capabilities can be implemented safely and consistently. 
The existing scientific literature provides extensive evidence on CRISPR biology, genome-editing 
specificity, functional cancer genomics, tumor modeling, immune-cell engineering, and delivery 
technologies, although these research streams are frequently examined as distinct areas of 
investigation. Genome-scale studies have primarily concentrated on identifying functional gene 
dependencies, essential pathways, treatment-resistance mechanisms, and therapeutic vulnerabilities 
using systematic gene disruption approaches (Shalem et al., 2014; Wang et al., 2014). Cancer-model 
studies have emphasized controlled reconstruction of oncogenic mutations, cooperating genetic events, 
and chromosomal abnormalities to clarify their functional contribution to tumor development and 
progression (Maddalo et al., 2014; Sánchez-Rivera et al., 2014). Engineering-oriented research has 
focused on editing specificity, genome-wide off-target detection, high-fidelity nuclease development, 
alternative editing architectures, and efficient delivery of CRISPR-associated components (Anzalone et 
al., 2019; Kleinstiver et al., 2016; Tsai et al., 2015; Yin et al., 2017). Translational investigations have 
examined engineered immune cells and other therapeutic applications, providing clinical and 
preclinical evidence regarding the feasibility of controlled genomic modification in cancer-related 
treatment contexts (Eyquem et al., 2017; Lu et al., 2020). Oncology-focused reviews have further 
synthesized the biological, technological, and clinical roles of CRISPR-Cas systems across cancer 
research and treatment (Tian et al., 2019; Xing & Meng, 2020; Yin et al., 2019). Collectively, this body of 
knowledge is dominated by molecular experiments, preclinical investigations, technical evaluations, 
early clinical feasibility studies, and evidence-synthesis research. A quantitatively integrated 
examination of how knowledgeable professionals evaluate current CRISPR-Cas applications, perceived 
effectiveness, technological capability, safety and off-target concerns, delivery-system challenges, 
ethical and regulatory conditions, technological and clinical readiness, and clinical adoption therefore 
represents a distinct empirical approach to the research domain. The present study is structured as a 
quantitative, cross-sectional, case-study-based investigation in which these constructs are measured 
through a five-point Likert-scale questionnaire administered to respondents with relevant professional 
or research knowledge in oncology, genomics, molecular biology, biotechnology, precision medicine, 
or related areas. Descriptive statistics are employed to characterize respondents and summarize 
construct-level responses, while reliability analysis is used to assess the internal consistency of multi-
item measures. Correlation analysis examines the strength and direction of relationships among the 
principal variables, and multiple regression modeling evaluates the extent to which technological 
capability, safety considerations, delivery constraints, ethical-regulatory conditions, and technological 
and clinical readiness statistically explain variation in perceived effectiveness and clinical adoption. 
Hypothesis testing is thereby positioned around the empirical assessment of specified relationships 
among measurable constructs rather than assumptions concerning CRISPR-Cas performance or 
adoption. 

Background of the Study 
The rapid development of precision oncology has transformed the way cancer is understood, classified, 
and treated by shifting attention from generalized therapeutic approaches toward molecularly 
informed strategies tailored to the biological characteristics of individual tumors. Precision oncology 
recognizes that cancers arising in the same organ can differ considerably in their genetic alterations, 
cellular pathways, treatment sensitivity, metastatic potential, and resistance mechanisms. This 
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molecular heterogeneity has created a strong demand for technologies capable not only of identifying 
disease-associated genetic abnormalities but also of determining their functional significance and 
therapeutic relevance. CRISPR-Cas systems have emerged as one of the most influential genome-
engineering technologies within this context because they allow targeted modification of specific 
genomic sequences with a level of programmability and efficiency that was difficult to achieve with 
earlier gene-editing methods. Their applications in oncology now extend across functional genomic 
screening, identification of cancer-driving genes, validation of therapeutic targets, creation of disease 
models, investigation of drug-resistance mechanisms, development of engineered immune-cell 
therapies, and experimental correction or disruption of cancer-associated genetic alterations. The 
expanding use of CRISPR-Cas technologies has also strengthened the connection between genomic 
discovery and functional validation by allowing researchers to investigate whether identified 
molecular abnormalities actually contribute to tumor growth, immune escape, treatment resistance, or 
other cancer-related processes. At the same time, the transition of CRISPR-Cas from laboratory research 
to precision-oncology applications is influenced by technological and clinical conditions that determine 
whether gene-editing interventions can be implemented safely, reliably, and effectively. Editing 
accuracy, target specificity, delivery efficiency, unintended genomic alterations, immune responses, 
ethical acceptability, regulatory oversight, institutional preparedness, technical expertise, and clinical 
readiness are all important dimensions of this transition. These factors make CRISPR-Cas adoption in 
precision oncology more complex than a purely technical question of whether genomic editing can be 
achieved. It also involves understanding whether current applications are perceived as sufficiently 
effective, whether available technologies can meet clinical expectations, and whether organizations and 
professionals are prepared to integrate such systems into cancer research and treatment environments. 
The present study is therefore situated at the intersection of genome-editing capability, precision-
oncology application, technological readiness, safety evaluation, and clinical adoption, with particular 
attention to how these dimensions interact within contemporary oncology settings. 

Problem Statement 
Although CRISPR-Cas systems have demonstrated substantial potential for advancing precision 
oncology, a major problem remains in determining the extent to which their technological capabilities 
can be translated into safe, effective, and clinically adoptable cancer applications. Much of the existing 
development of CRISPR-based oncology has occurred within laboratory, preclinical, or highly 
controlled experimental environments, where researchers can carefully select genetic targets, optimize 
editing conditions, monitor cellular responses, and investigate specific biological mechanisms. Clinical 
oncology presents a considerably more complex setting because patient tumors exhibit substantial 
genomic heterogeneity, variable microenvironments, differential treatment responses, and diverse 
molecular abnormalities that may influence the performance of gene-editing interventions. A further 
challenge concerns the possibility of unintended genomic changes, including off-target effects, complex 
alterations at intended editing sites, and other molecular consequences that may compromise the safety 
or reliability of CRISPR-mediated interventions. Effective delivery also represents a significant problem 
because CRISPR components must reach appropriate cancer cells or therapeutic immune cells in 
sufficient quantities while minimizing exposure to non-target tissues and maintaining acceptable 
biological stability. In addition to these technical concerns, ethical questions surrounding genomic 
manipulation, informed consent, access to advanced therapies, genetic privacy, and acceptable levels 
of clinical risk can affect the willingness of organizations and professionals to adopt CRISPR 
technologies. Regulatory requirements, institutional infrastructure, specialist knowledge, 
manufacturing capacity, and standardized clinical protocols may further influence whether CRISPR-
Cas systems can be integrated into routine precision-oncology environments. Another important 
problem is that many studies examine these factors separately, concentrating on editing efficiency, off-
target effects, delivery systems, immune-cell modification, or regulatory issues without quantitatively 
assessing how multiple technological and implementation factors collectively influence perceived 
effectiveness and future clinical adoption. This creates an empirical gap concerning the relationships 
among CRISPR-Cas technological capability, current applications, safety concerns, delivery-system 
challenges, ethical and regulatory conditions, technological and clinical readiness, perceived 
effectiveness, and adoption. Without an integrated quantitative assessment, it is difficult to determine 
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which factors have the strongest association with successful implementation and which barriers may 
most substantially restrict adoption. This study addresses this problem by examining these constructs 
within a structured quantitative, cross-sectional, case-study-based framework using professional 
perceptions measured through a five-point Likert scale and analyzed through descriptive statistics, 
correlation analysis, regression modeling, and hypothesis testing. 

Purpose and Objectives of the Study 
The primary purpose of this study is to quantitatively examine the current applications, technological 
capabilities, perceived effectiveness, implementation challenges, and clinical adoption potential of 
CRISPR-Cas systems within precision oncology. The study is designed to develop an integrated 
empirical understanding of how technological, clinical, ethical, regulatory, and organizational factors 
are associated with the use of CRISPR-based genome editing in cancer-related research and treatment 
settings. The first objective is to assess the major current applications of CRISPR-Cas systems in 
precision oncology, including functional genomic screening, cancer modeling, therapeutic-target 
identification, immune-cell engineering, investigation of drug resistance, and other forms of 
molecularly guided cancer research. The second objective is to evaluate the perceived effectiveness of 
CRISPR-Cas technologies in supporting more precise and individualized approaches to cancer 
diagnosis, biological investigation, and treatment development. A third objective is to determine 
whether CRISPR-Cas technological capability, including editing precision, efficiency, specificity, 
controllability, and functional versatility, is significantly associated with perceived effectiveness in 
precision-oncology applications. The study also aims to examine the extent to which safety and off-
target concerns influence the clinical acceptance and adoption of CRISPR-Cas technologies. Another 
objective is to evaluate the influence of delivery-system challenges on the feasibility of using CRISPR-
based interventions in oncology, with particular attention to the difficulties associated with reaching 
intended cells and tissues effectively. The study further seeks to assess whether ethical and regulatory 
challenges are significantly related to the willingness and readiness to implement CRISPR-Cas systems 
in clinical cancer environments. In addition, it aims to determine whether technological and clinical 
readiness, including infrastructure, expertise, organizational preparedness, evidence availability, and 
protocol development, contributes positively to future clinical adoption. Finally, the study seeks to 
identify the combined predictive effects of technological capability, current applications, safety 
concerns, delivery limitations, ethical-regulatory conditions, and clinical readiness on the future 
adoption of CRISPR-Cas systems in precision oncology. These objectives provide the analytical 
foundation for the descriptive, correlational, and regression-based components of the research and 
ensure that the study systematically evaluates both enabling factors and barriers associated with 
CRISPR-Cas implementation. 

Research Questions 
RQ1: What are the major current applications and perceived effectiveness of CRISPR-Cas systems in 
precision oncology? 
RQ2: What relationships exist between technological capability, safety, delivery challenges, ethical-
regulatory conditions, technological and clinical readiness, and the effectiveness of CRISPR-Cas 
systems in precision oncology? 
RQ3: To what extent do technological capability, safety, delivery challenges, ethical-regulatory 
conditions, and technological and clinical readiness predict the future clinical adoption of CRISPR-
Cas systems? 

Research Hypotheses 
The research hypotheses are formulated to provide empirically testable statements concerning the 
relationships among the major technological, clinical, ethical, regulatory, and adoption-related 
variables examined in this study. Because the research uses a quantitative, cross-sectional design, the 
hypotheses are structured to determine whether statistically significant relationships exist between the 
independent variables and the principal outcome measures of perceived effectiveness and future 
clinical adoption of CRISPR-Cas systems in precision oncology. The first hypothesis, H1, proposes that 
CRISPR-Cas technological capability has a significant positive relationship with perceived effectiveness 
in precision oncology, indicating that higher levels of editing precision, efficiency, specificity, and 
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versatility are expected to correspond with stronger perceptions of clinical and research usefulness. H2 
proposes that the current level of CRISPR-Cas application has a significant positive relationship with 
perceived effectiveness, reflecting the expectation that broader demonstrated use across cancer 
research and therapeutic development will be associated with higher evaluations of value. H3 proposes 
that safety and off-target concerns have a significant negative relationship with future clinical adoption, 
suggesting that greater concern regarding unintended genomic effects may reduce willingness to 
integrate CRISPR-based approaches into clinical practice. H4 proposes that CRISPR-Cas delivery-
system challenges have a significant negative relationship with future clinical adoption because 
difficulties in achieving precise and efficient delivery may limit clinical feasibility. H5 states that ethical 
and regulatory challenges have a significant negative relationship with future clinical adoption, 
recognizing that uncertainty in governance, consent, risk management, and approval pathways may 
constrain implementation. H6 proposes that technological and clinical readiness has a significant 
positive relationship with future clinical adoption, meaning that stronger infrastructure, professional 
expertise, standardized procedures, and organizational preparedness are expected to support 
implementation. Finally, H7 proposes that technological capability, current applications, safety 
concerns, delivery-system challenges, ethical-regulatory conditions, and technological and clinical 
readiness collectively have a statistically significant predictive effect on the future clinical adoption of 
CRISPR-Cas systems in precision oncology. Together, these hypotheses establish a coherent statistical 
framework for correlation analysis, multiple regression modeling, and hypothesis testing. 

Significance of the Research 
i. Significance to precision-oncology research: This study is significant because it provides a structured 

quantitative assessment of CRISPR-Cas systems within the broader context of precision oncology. 
Rather than examining a single biological mechanism or editing technique, the research integrates 
technological capability, current applications, perceived effectiveness, safety, delivery, readiness, 
and adoption into one analytical framework. This can help clarify how multiple dimensions of 
CRISPR use are related to one another within oncology-focused environments. 

ii. Significance to cancer researchers and molecular scientists: The study provides empirical insight into 
how professionals evaluate the functional and technical capabilities of CRISPR-Cas systems. Such 
evidence can help researchers understand which technological characteristics are most strongly 
associated with perceived effectiveness and which limitations are viewed as the most serious 
obstacles to broader application. 

iii. Significance to clinicians and healthcare institutions: The findings can assist oncology professionals 
and healthcare organizations in identifying factors that influence readiness for CRISPR-Cas 
implementation. The study addresses the importance of infrastructure, professional expertise, 
standardized procedures, safety monitoring, and institutional preparedness in determining whether 
advanced genome-editing technologies can be responsibly incorporated into precision-oncology 
settings. 

iv. Significance to biotechnology and pharmaceutical organizations: The research can provide useful 
information for organizations developing gene-editing tools, delivery platforms, engineered 
immune-cell therapies, or precision-medicine technologies. Identifying the strongest technological 
and implementation barriers can support more targeted development priorities and better alignment 
between scientific innovation and clinical requirements. 

v. Significance to policymakers and regulatory authorities: By examining ethical and regulatory 
challenges as measurable factors, the study can contribute evidence regarding how governance 
conditions influence clinical adoption. This may support the development of clearer standards for 
safety evaluation, consent, genomic data management, clinical monitoring, and regulatory review. 

vi. Significance to academic literature: The study contributes a quantitative perspective to a field that 
is heavily represented by experimental, preclinical, technical, and review-based publications. Its use 
of descriptive statistics, correlation analysis, regression modeling, and hypothesis testing provides 
an empirical framework for examining professional assessments of CRISPR-Cas implementation in 
precision oncology. 

vii. Significance to methodological development: The integration of a five-point Likert instrument with 
a cross-sectional case-study design provides a systematic method for measuring technological and 
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adoption-related constructs that can be adapted in related studies of emerging biomedical 
technologies. 

LITERATURE REVIEW 
The literature on CRISPR-Cas systems in precision oncology encompasses a broad and interdisciplinary 
body of knowledge that connects molecular genetics, cancer biology, genome engineering, 
biotechnology, immunology, clinical oncology, bioethics, and healthcare innovation. A comprehensive 
review of this literature is necessary because CRISPR-Cas technology cannot be evaluated solely as a 
laboratory gene-editing mechanism; its relevance to precision oncology depends on how effectively its 
molecular capabilities can be connected with cancer-specific genomic information, therapeutic targets, 
clinical requirements, safety standards, and implementation conditions. Precision oncology is based on 
the principle that treatment and disease management can be improved when the biological 
characteristics of individual tumors are understood at molecular and genomic levels. CRISPR-Cas 
systems contribute to this approach by enabling direct functional investigation of genes and regulatory 
pathways that may influence cancer development, progression, immune evasion, therapeutic response, 
and resistance. The literature therefore includes extensive research on functional genomic screening, 
cancer-gene validation, experimental tumor models, therapeutic-target discovery, engineered immune 
cells, and gene-editing strategies directed toward disease-associated molecular pathways. At the same 
time, research has identified important limitations involving editing specificity, unintended genomic 
effects, variability in editing efficiency, delivery barriers, immunogenicity, tumor heterogeneity, and 
long-term safety. Clinical translation is additionally affected by organizational readiness, availability 
of specialized expertise, ethical acceptability, regulatory requirements, manufacturing standards, and 
institutional capacity to support advanced genomic interventions. These dimensions indicate that the 
adoption of CRISPR-Cas systems within precision oncology is influenced by a combination of 
technological, organizational, and environmental conditions rather than by technical performance 
alone. Accordingly, the literature review is organized around six interconnected areas: the 
development of CRISPR-Cas systems and precision oncology; current applications and clinical 
potential in cancer research and treatment; technological capabilities, safety, and delivery challenges; 
ethical, regulatory, and clinical translation issues; the Technology-Organization-Environment 
framework as the theoretical foundation of the study; and the conceptual framework linking 
technological capability, applications, safety, delivery, ethical-regulatory conditions, technological and 
clinical readiness, perceived effectiveness, and future clinical adoption. This organization provides the 
theoretical and empirical foundation required for the subsequent quantitative analysis. 

CRISPR-Cas Systems  
The evolution of CRISPR-Cas systems within precision oncology reflects the convergence of two major 
developments in biomedical science: programmable genome engineering and molecularly guided 
cancer care. Precision oncology emerged from the recognition that tumors sharing the same anatomical 
origin may differ substantially in their genomic alterations, signaling networks, cellular dependencies, 
and responses to therapy. This understanding encouraged a movement away from treatment decisions 
based only on histological classification toward approaches that incorporate molecular characteristics 
when identifying therapeutic targets and selecting interventions. Within this changing research 
environment, CRISPR-Cas technology provided a programmable method for modifying defined 
genomic sequences. Its development transformed genome engineering because RNA-guided nucleases 
could be redirected toward selected DNA targets without the extensive protein engineering required 
by earlier nuclease platforms. The adaptability of CRISPR-Cas9 also supported gene disruption, 
sequence modification, transcriptional regulation, and multiplex manipulation across diverse 
experimental systems, making the technology particularly compatible with questions arising from 
cancer genomics (Debasish, 2021; Doudna & Charpentier, 2014). At the same time, the broader 
precision-medicine movement emphasized the systematic integration of genomic information, clinical 
characteristics, environmental factors, and individual variability into disease prevention and treatment 
strategies, with cancer identified as an early area in which molecular information could influence 
clinical decision making (Collins & Varmus, 2015; Abdur & Iftekhar, 2021). These parallel 
developments created a scientific connection between identifying cancer-associated molecular 
abnormalities and experimentally determining whether those abnormalities have functional 
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importance. In this context, CRISPR-Cas systems became more than tools for general genome 
manipulation; they increasingly provided mechanisms for testing candidate driver mutations, 
reproducing patient-relevant genomic changes, identifying essential genes, and clarifying molecular 
pathways associated with tumor progression or treatment response. The evolution of precision 
oncology therefore provided the clinical and biological questions, while CRISPR-Cas technology 
supplied a flexible experimental platform through which those questions could be investigated at the 
level of gene function and causality. This relationship has allowed genomic observations to be 
converted into controlled functional evidence and has positioned programmable editing as an 
important component of the methodological infrastructure supporting molecularly stratified cancer 
research. 

 
Figure 2: CRISPR-Cas Applications and Translational Pathway in Precision Oncology 

 

 
 
 

The incorporation of CRISPR-Cas systems into cancer research became important as high-throughput 
sequencing generated large catalogues of somatic mutations whose functional significance could not 
be established by sequence information alone. Cancer genomes contain numerous alterations, yet only 
a subset contributes to malignant transformation, tumor maintenance, therapeutic sensitivity, or 
resistance. This distinction created a challenge for precision oncology because identifying a mutation 
does not demonstrate that the alteration represents a meaningful target. Genome-editing technologies 
helped address this problem by allowing candidate cancer genes and mutations to be introduced, 
disrupted, corrected, or compared within experimental models. CRISPR-based approaches were 
positioned as a bridge between descriptive cancer genomics and functional cancer biology, enabling 
researchers to test whether molecular alterations discovered through sequencing exert effects on 
cellular phenotype, tumorigenicity, or therapeutic response (Li et al., 2016; Ashfaq & Mohammad, 
2022). Mutation-specific CRISPR strategies also demonstrated how genome editing could be aligned 
with individualized molecular profiles. Experimental work showed that guide RNAs could 
discriminate cancer-associated mutations and selectively interfere with mutant alleles, illustrating the 
potential to investigate oncogenic dependencies and distinguish malignant variants from 
corresponding wild-type sequences (Gebler et al., 2017; Sheak & Risha, 2022). This capacity 
strengthened the conceptual basis of precision oncology by introducing an experimental method for 
linking a genomic alteration to a functional consequence. It also expanded cancer modeling because 
combinations of mutations could be studied in cellular and organismal systems rather than considered 
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only through observational genomic datasets. As CRISPR libraries and editing strategies became more 
sophisticated, researchers gained the ability to conduct loss-of-function or gain-of-function 
investigations across large gene sets, examine genetic interactions, and identify molecular determinants 
of sensitivity to anticancer agents. These developments changed genome editing in oncology from a 
method for manipulating individual genes into a discovery platform capable of prioritizing actionable 
vulnerabilities within genetically heterogeneous cancers. They also supported molecular stratification 
by enabling investigators to determine whether the effect of disrupting a candidate target differed 
according to tumor genotype, pathway state, or treatment context. Consequently, CRISPR-Cas has 
contributed to the evolution of precision oncology by providing an experimentally tractable route from 
genomic discovery to causal validation and target prioritization. 
The evolution of CRISPR-Cas systems in precision oncology has also progressed from laboratory-based 
functional studies toward translational applications in which genome editing has been incorporated 
into therapeutic-cell engineering. One of the clearest examples has involved the modification of 
autologous T cells for patients with advanced malignancies. In this setting, CRISPR can alter 
endogenous receptors, immune-checkpoint pathways, or other genes that influence antitumor activity, 
while cancer-specific receptors can direct recognition of tumor antigens. A first-in-human phase I study 
using multiplex CRISPR-Cas9 editing in patients with refractory cancer demonstrated that engineered 
T cells containing edits at multiple genomic loci could be manufactured, administered, and detected 
after infusion, providing a clinical milestone in the movement of CRISPR from experimental cancer 
biology toward human cancer treatment (Chowdhury & Tonay, 2022; Stadtmauer et al., 2020). The 
significance of this transition within precision oncology lies in linking molecular characterization of a 
tumor with genetic modification of therapeutic cells. Rather than treating CRISPR as an isolated editing 
technology, precision oncology places it within a sequence of activities that includes tumor profiling, 
identification of molecular targets, functional validation, therapeutic design, and evaluation of patient-
specific biological responses. The technology therefore supports interconnected levels of cancer 
investigation: defining gene function, identifying dependencies, modeling oncogenic events, 
examining resistance, engineering immune responses, and testing molecularly targeted strategies. Its 
evolution also demonstrates why assessments of CRISPR-Cas in precision oncology must consider 
technological capability together with clinical readiness. High editing efficiency or target specificity 
alone does not establish whether a CRISPR-based approach is appropriate for clinical application; 
translation also depends on reproducibility, cellular fitness, delivery, safety monitoring, manufacturing 
processes, professional expertise, and the capacity to interpret genomic information in clinically 
meaningful ways. CRISPR-Cas systems have consequently become embedded in precision oncology 
both as experimental tools for converting genomic observations into functional evidence and as 
translational technologies supporting molecularly defined therapeutic strategies. This dual role 
provides the basis for evaluating not only what the technology can accomplish biologically, but also 
the conditions under which its capabilities can be implemented in clinical cancer environments. 

Clinical Potential of CRISPR-Cas Systems in Oncology 
CRISPR-Cas systems have become experimental platforms in precision oncology because they allow 
cancer-associated genes and pathways to be interrogated directly rather than inferred solely from 
genomic associations. One of their most established applications is large-scale functional genomic 
screening, in which guide-RNA libraries are used to disrupt thousands of genes across cancer cells and 
determine which alterations influence survival, proliferation, drug response, or other phenotypes. This 
approach is particularly valuable in oncology because tumors frequently contain numerous genomic 
abnormalities, while only a subset produces dependencies that can be therapeutically exploited. High-
resolution CRISPR screening across human cell lines demonstrated that genome-scale knockout 
libraries could identify core fitness genes together with context-dependent vulnerabilities associated 
with particular oncogenic backgrounds, thereby providing a systematic route for connecting genotype 
with functional dependency (Hart et al., 2015; Nishat & Kaniz, 2022). Such screening extends precision 
oncology beyond mutation cataloguing by enabling experimental prioritization of genes whose loss 
produces selective effects in defined cancer contexts. The same principle has been applied to specific 
malignancies in which molecular heterogeneity complicates treatment selection. In acute myeloid 
leukemia, genome-wide CRISPR dropout screening identified hundreds of genes required for 
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leukemic-cell fitness and highlighted clinically actionable dependencies, including KAT2A, whose 
inhibition was associated with differentiation and suppression of leukemia growth in experimental 
systems (Shaiful et al., 2022; Tzelepis et al., 2016). These applications illustrate how CRISPR can support 
target discovery, functional validation, and disease stratification within a single experimental 
framework. The technology can also be used to compare vulnerabilities among cancer subtypes, 
identify synthetic-lethal relationships, investigate resistance mechanisms, and determine whether a 
candidate target is selectively essential to malignant rather than normal cellular states. Consequently, 
CRISPR-based functional genomics has become closely aligned with precision oncology because it 
helps convert genomic datasets into experimentally testable maps of cancer dependency and provides 
a rational basis for prioritizing molecular targets for subsequent therapeutic development. The capacity 
to conduct systematic perturbation at scale has also created an empirical link between molecular 
classification and functional phenotype, which is especially important when genomic sequencing 
identifies many alterations but only a limited number are likely to be clinically actionable. 

 
Figure 3: CRISPR-Cas Functional Discovery and Clinical Translation Framework in Precision 

Oncology 
 

 
 
 

Beyond identifying dependencies, CRISPR-Cas screening has expanded the scale at which cancer 
vulnerabilities can be evaluated across molecularly defined tumor groups. Large panels of cancer cell 
lines permit researchers to compare essential genes across genomic backgrounds and identify 
dependencies associated with tissue type, mutation status, or pathway configuration. Genome-scale 
CRISPR-Cas9 screening across hundreds of cancer cell lines, followed by integration of gene-fitness 
effects with genomic biomarkers and information on therapeutic tractability, enabled systematic 
prioritization of candidate drug targets and identified WRN helicase as a synthetic-lethal dependency 
in microsatellite-unstable cancers (Mohammad, 2023; Behan et al., 2019). Such evidence supports the 
clinical potential of CRISPR as a discovery technology that can help distinguish broadly essential 
cellular genes from context-specific targets suitable for precision treatment. CRISPR screening is also 
relevant to tumor-immune interactions, where resistance to immunotherapy may arise from genetic 
programs within malignant cells. In vivo screening in melanoma models has shown that loss-of-
function CRISPR approaches can identify tumor-cell genes that alter sensitivity or resistance to 
immune-checkpoint therapy. Screening of genes expressed by melanoma cells recovered established 
immune-evasion mechanisms and identified PTPN2 as a regulator whose deletion enhanced 
interferon-gamma signaling, antigen presentation, and responsiveness to immunotherapy (Manguso 
et al., 2017; Chowdhury, 2023). This application demonstrates that CRISPR can interrogate cancer 
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biology within an immune-competent environment rather than only in isolated cell cultures. It can 
therefore reveal relationships among tumor genotype, immune recognition, signaling pathways, and 
treatment response that may remain hidden in conventional genomic analyses. Through these 
capabilities, CRISPR-Cas systems contribute to precision-oncology research by supporting biomarker-
linked target discovery, identification of resistance mechanisms, assessment of combination-treatment 
opportunities, and functional characterization of molecular determinants that influence therapeutic 
response across heterogeneous cancer populations. The clinical potential of these applications lies in 
their capacity to prioritize mechanisms that can subsequently be translated into biomarkers, targeted 
interventions, or rational combinations, while also providing a functional explanation for why 
particular molecular subgroups respond differently to therapy. 
The clinical potential of CRISPR-Cas systems in oncology extends beyond discovery-oriented screening 
to the direct engineering of therapeutic cells and the modification of molecular pathways that influence 
antitumor activity. Adoptive cell therapies provide a particularly relevant setting because T cells can 
be collected, genetically modified ex vivo, characterized for editing quality, and subsequently 
evaluated for therapeutic function. CRISPR-based multiplex editing has been used to disrupt 
endogenous T-cell receptor components, beta-2 microglobulin, and immune-checkpoint genes while 
introducing chimeric antigen receptors, creating a platform for producing allogeneic cellular products 
with reduced alloreactivity and enhanced antitumor properties. Experimental work using this strategy 
demonstrated that gene-disrupted CAR T cells retained potent tumor-directed activity and that 
simultaneous modification of multiple loci could generate cells with characteristics relevant to 
universal-donor and checkpoint-resistant immunotherapy approaches (Badrul & Mominul, 2023; Ren 
et al., 2017). Within precision oncology, this application is important because immune-cell products can 
be engineered around defined tumor antigens, resistance pathways, or patient-specific molecular 
features, linking genomic information with a customized therapeutic mechanism. CRISPR can also 
support the refinement of cell therapies by adjusting receptor expression, eliminating inhibitory 
signaling elements, modifying antigen-recognition pathways, and testing genes associated with 
persistence, exhaustion, or cytotoxic function. The same programmable features that make CRISPR 
useful for functional screening therefore support a second level of application in which validated 
biological knowledge is translated into engineered therapeutic designs. Clinical potential, however, 
depends on more than successful editing; edited cells must maintain viability, functional stability, 
target specificity, manufacturing consistency, and acceptable genomic safety. For this reason, the 
current oncology applications of CRISPR-Cas systems are best understood as a continuum extending 
from discovery of cancer dependencies and validation of biomarkers to immune-cell engineering and 
translational therapeutic development. This continuum closely reflects precision oncology's objective 
of linking molecular characteristics with interventions designed around biologically defined 
vulnerabilities in clinically relevant settings and provides the empirical foundation for evaluating how 
current applications influence perceived effectiveness and adoption. 

Technological Capability and CRISPR Delivery Challenges 
Technological capability is a central determinant of how effectively CRISPR-Cas systems can be applied 
within precision oncology because successful genome editing depends on more than the ability to 
generate a DNA break at a selected locus. The technology must achieve adequate editing efficiency, 
preserve target specificity, support reproducible outcomes, and minimize alterations at unintended 
genomic sites. These requirements are particularly important in cancer research, where cells frequently 
contain unstable genomes, abnormal DNA-repair pathways, copy-number changes, and heterogeneous 
subclonal populations that can complicate interpretation of editing outcomes. Guide-RNA design 
therefore represents a critical technological component because sequence complementarity, 
protospacer-adjacent motif availability, chromatin accessibility, nuclease concentration, and duration 
of exposure can collectively influence editing performance. Experimental evidence showed that 
CRISPR-Cas nucleases can induce substantial mutagenesis at genomic sites containing sequence 
similarity to the intended target, establishing off-target activity as a major issue in evaluating editing 
specificity (Fu et al., 2013; Zahidul, 2023). The development of genome-wide detection approaches 
subsequently strengthened the ability to identify unintended cleavage events that might be missed by 
predictions based only on sequence similarity. Digenome-seq, which combines in vitro Cas9 digestion 
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with whole-genome sequencing, demonstrated a systematic method for profiling potential off-target 
sites and comparing the specificity of different guide RNAs at genomic scale (Ashrafuzzaman, 2024; 
Kim et al., 2015). These findings are directly relevant to precision oncology because gene-editing 
experiments are expected to distinguish causal molecular alterations from background genomic 
changes with high confidence. Technological capability therefore includes the quality of guide 
selection, nuclease performance, editing efficiency, assay sensitivity, and capacity to characterize 
unintended outcomes. In clinical or translational settings, these dimensions become even more 
important because poorly characterized editing events can affect therapeutic-cell function, alter tumor-
related pathways, or complicate assessment of treatment safety. Reliable technological performance is 
consequently inseparable from rigorous genomic validation and quality control across precision 
oncology applications, and the perceived value of a CRISPR platform depends partly on whether these 
dimensions can be delivered consistently rather than only under highly optimized laboratory 
conditions. 

 
Figure 4: Technological Capability, Safety, and Delivery Challenges of CRISPR-Cas Systems in 

Precision Oncology 
 

 
 
 

Safety evaluation in CRISPR-based precision oncology extends beyond conventional off-target analysis 
because unintended consequences may also arise at the intended editing site and through cellular 
responses to DNA damage. Cas9 commonly generates double-strand DNA breaks that are repaired by 
endogenous pathways, and these repair processes can produce heterogeneous outcomes rather than a 
single predictable sequence change. Investigations using long-range genotyping and sequencing 
demonstrated that CRISPR-Cas9 cleavage can generate large deletions and complex genomic 
rearrangements extending considerably beyond the immediate target region, showing that local short-
read assessment may underestimate the structural consequences of editing (Hasan, 2024; Kosicki et al., 
2018). Such alterations are significant in oncology because large deletions, rearrangements, or 
disruption of nearby regulatory sequences could modify genes involved in proliferation, apoptosis, 
DNA repair, or chromosomal stability. Safety assessment must therefore consider both distal off-target 
mutations and complex on-target outcomes when determining whether an editing strategy produces 
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an acceptable genomic profile. A second concern involves the response of edited cells to nuclease-
induced DNA damage. CRISPR-Cas9 editing has been shown to activate a p53-mediated DNA-damage 
response and cell-cycle arrest in p53-proficient human cells, creating a selective disadvantage for cells 
with intact p53 signaling and raising concerns that editing procedures may favor cells in which this 
tumor-suppressive pathway is impaired (Haapaniemi et al., 2018; Rahman, 2024). This issue has 
particular importance for precision oncology because TP53 function is deeply connected with genomic 
surveillance and malignant transformation. Safety evaluation must consequently extend from 
sequence-level accuracy to cellular selection effects, DNA-damage responses, and the functional state 
of edited populations. Characterization may require targeted sequencing, genome-wide assays, 
structural-variant detection, functional testing, and longitudinal assessment of edited cells. These 
considerations illustrate that effectiveness cannot be separated from biosafety, since an intervention 
may achieve high editing efficiency while still generating genomic or cellular consequences that reduce 
its suitability for therapeutic application. The resulting safety profile is therefore a key component of 
technological assessment and an important determinant of whether professionals and organizations 
judge CRISPR-Cas systems to be ready for wider clinical adoption. 
Delivery represents another major technological challenge because CRISPR-Cas components must 
reach the intended cancer cells or therapeutic cell populations. Delivery requirements differ according 
to whether editing is performed ex vivo or directly in vivo. Ex vivo approaches permit cells to be 
isolated, edited under controlled conditions, evaluated for genomic quality, and selected before 
administration, whereas in vivo strategies require editing machinery to navigate physiological barriers, 
distribute within tumor tissue, enter target cells, escape intracellular compartments, and access the 
nucleus. The form in which CRISPR is delivered influences duration of nuclease activity and potential 
toxicity. Plasmid DNA, messenger RNA, ribonucleoprotein complexes, viral vectors, and nonviral 
nanoparticles each present different characteristics in terms of payload capacity, stability, expression 
duration, cellular uptake, immune recognition, and manufacturability. In a tumor-focused study, 
polyethylene glycol phospholipid-modified cationic lipid nanoparticles were used to package Cas9 and 
single-guide RNA plasmids targeting PLK1, achieving efficient transfection in A375 melanoma cells 
and suppressing tumor growth following intratumoral administration in a mouse model (Sheak, 2024; 
Zhang et al., 2017). This work demonstrated the potential of nonviral nanocarriers to address part of 
the delivery problem while illustrating how effectiveness depends on successful transport of the editing 
system into malignant cells. Precision oncology adds further complexity because solid tumors are 
spatially heterogeneous and may contain regions with different vascular access, stromal density, 
receptor expression, and cellular composition. A delivery platform that edits only a fraction of 
malignant cells may therefore produce incomplete biological effects or permit unedited resistant 
populations to persist. Effective clinical translation requires delivery systems that balance efficiency, 
specificity, transient activity, biocompatibility, scalability, and reproducibility. Delivery should 
therefore be regarded as a core component of CRISPR technological capability rather than a secondary 
logistical issue, because even highly precise editing systems cannot produce reliable oncology 
outcomes when access to target cells is inconsistent. This logic provides the basis for treating delivery-
system challenges as a distinct predictor of future clinical adoption within the empirical model. 

Regulatory, and Clinical Translation Challenges 
Ethical considerations surrounding CRISPR-Cas systems in precision oncology arise from the capacity 
of genome editing to introduce deliberate and potentially permanent changes into human cells. In 
cancer treatment, most clinically relevant applications involve somatic cells rather than heritable 
germline modifications, yet somatic editing still raises important questions concerning acceptable risk, 
informed consent, patient autonomy, privacy, therapeutic proportionality, and equitable access. 
Patients with advanced or refractory cancers may be willing to accept substantial uncertainty when 
conventional treatments have failed, which makes the communication of benefits and risks particularly 
important during recruitment into gene-editing trials. Informed consent must explain not only 
immediate procedural risks but also the possibility of unintended genomic alterations, uncertain long-
term effects, immune reactions, treatment failure, and the need for prolonged follow-up. Ethical 
analysis also extends to the distinction between therapeutic intervention and enhancement, the limits 
of acceptable genomic manipulation, and the responsibility of researchers to ensure that vulnerable 
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patients are not exposed to poorly characterized interventions because of therapeutic desperation. 
Broader concerns include distributive justice because highly individualized genome-editing treatments 
may require specialized laboratories, sequencing infrastructure, cell-manufacturing facilities, and 
intensive monitoring, potentially limiting access to well-resourced institutions and populations. The 
ethical acceptability of CRISPR therefore depends on responsible governance, transparent risk 
communication, scientifically justified patient selection, and proportional evaluation of anticipated 
benefits against biological uncertainties. Reviews of CRISPR ethics have emphasized that decisions 
about permissible applications should be evidence based and sensitive to differences among research, 
somatic therapy, germline intervention, and nonmedical enhancement rather than governed by a single 
undifferentiated ethical judgment (Brokowski & Adli, 2019; Nishat & Jahanara, 2024). Oncology-
focused discussions similarly identify consent, safety, equity, and responsible clinical oversight as 
central conditions for translating CRISPR gene therapy into human treatment settings (Tonay et al., 
2024; Uddin et al., 2020). These issues are especially important when irreversible edits are introduced 
into therapeutic cells intended for long-term persistence, because both clinical benefits and unexpected 
effects may extend beyond the immediate period of treatment. 

 
Figure 5: Ethical, Regulatory, and Clinical Translation Challenges of CRISPR-Cas Systems in 

Precision Oncology 
 

 
 
 

Regulatory challenges are equally important because CRISPR-based oncology products combine 
characteristics of gene therapy, cell therapy, advanced medicinal products, and highly individualized 
interventions. Regulatory assessment must determine whether the manufacturing process produces a 
consistent and adequately characterized product, whether editing activity is sufficiently specific, 
whether off-target and on-target risks have been investigated, and whether preclinical evidence 
supports progression into human trials. For ex vivo cancer therapies, regulators may need detailed 
information on cell identity, purity, viability, editing efficiency, genomic integrity, potency, sterility, 
vector or reagent residuals, and batch-to-batch consistency. In vivo products introduce additional 
concerns related to biodistribution, persistence of editing components, tissue specificity, 
immunogenicity, dose selection, and the possibility that non-target cells may be modified. Regulatory 
pathways can also differ among jurisdictions, creating practical difficulties for multinational 
development programs and potentially producing different requirements for trial authorization, 
environmental assessment, long-term monitoring, and classification of gene-edited products. Reviews 
of gene-editing regulation have shown that the movement from laboratory research to medicinal-
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product development requires early integration of regulatory strategy with preclinical design, 
manufacturing, quality control, and clinical planning because deficiencies in one area can delay or 
prevent trial authorization (Debasish, 2025; Schacker & Seimetz, 2019). More specific regulatory 
analysis of CRISPR-based medicinal products has emphasized the importance of quality attributes, 
validated analytical methods, nonclinical safety evaluation, clinical risk management, and clear 
characterization of the genome-editing system before first-in-human use (Anliker et al., 2022; Jannatul, 
2025). For precision oncology, these requirements are especially demanding because products may be 
customized according to tumor antigens, patient-derived cells, molecular targets, or individualized 
genomic profiles. Regulatory readiness therefore depends on the capacity to document reproducible 
manufacturing, define clinically meaningful potency measures, establish monitoring procedures, and 
demonstrate that intended therapeutic modifications can be distinguished from unwanted genomic 
changes throughout development. This documentation becomes particularly important when edited 
cells may persist for years and when changes introduced during manufacturing cannot be reversed 
after administration. 
Clinical translation represents the point at which the scientific promise of CRISPR-Cas systems must 
be reconciled with the operational realities of oncology practice. A strategy that performs effectively in 
cultured cells or animal models must demonstrate acceptable safety, reproducibility, scalability, and 
therapeutic relevance before it can be incorporated into clinical protocols. Translation begins with 
selecting disease targets for which genome editing offers a meaningful advantage over existing 
treatments, followed by development of appropriate delivery or ex vivo manufacturing procedures 
and validated assays for measuring editing outcomes. The process also requires evidence that edited 
cells retain functional fitness, that therapeutic effects are durable enough to justify intervention, and 
that adverse genomic changes can be detected using sufficiently sensitive methods. Clinical trial design 
is complicated by small eligible populations, heavily pretreated patients, tumor heterogeneity, 
changing standards of care, and the difficulty of separating editing-related toxicities from 
complications associated with malignancy or conditioning regimens. Long-term follow-up may be 
necessary when modified cells persist after administration or when irreversible genomic changes are 
introduced. Reviews of CRISPR clinical translation have identified delivery efficiency, 
immunogenicity, editing specificity, manufacturing complexity, target selection, and safety assessment 
as interconnected barriers that must be addressed collectively rather than as independent technical 
problems (Rahman, 2025; Rosenblum et al., 2020). In precision oncology, clinical readiness also requires 
coordination among molecular laboratories, oncology teams, cell-processing facilities, bioinformatics 
specialists, ethics committees, regulatory personnel, and patients. These multidisciplinary 
requirements can influence whether technically successful CRISPR strategies can be reproduced 
outside specialized research centers. The translational pathway is therefore shaped by scientific 
validity, institutional capability, manufacturing control, regulatory compliance, patient selection, and 
clinical monitoring. Evaluating these conditions is essential for understanding why promising CRISPR 
applications may progress at different rates across cancer types and healthcare environments and why 
clinical adoption depends on more than experimental editing performance alone. These relationships 
also justify incorporating organizational readiness and ethical-regulatory conditions into the study's 
explanatory framework rather than treating clinical translation as a purely technological outcome. 

Theoretical Framework: Technology-Organization-Environment (TOE) Framework 
The Technology-Organization-Environment (TOE) framework provides an appropriate theoretical 
foundation for examining the adoption of CRISPR-Cas systems in precision oncology because it 
explains technological innovation as the outcome of interacting technical, organizational, and external 
environmental conditions. In this study, the technological context represents the intrinsic and 
operational characteristics of CRISPR-Cas, including editing capability, current oncology applications, 
perceived effectiveness, safety concerns, off-target risk, and delivery-system limitations. These 
dimensions determine whether the technology is regarded as sufficiently advantageous, compatible, 
controllable, and clinically useful for precision-oncology activities. The organizational context concerns 
the capacity of oncology institutions, research centers, biotechnology organizations, and clinical 
facilities to support implementation through specialized expertise, genomic infrastructure, financial 
and technical resources, multidisciplinary coordination, standardized procedures, quality assurance, 
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and clinical readiness. The environmental context encompasses factors external to the adopting 
organization, especially ethical expectations, regulatory requirements, professional standards, legal 
oversight, and wider pressures surrounding responsible genome editing. Evidence from hospital 
technology research supports the value of examining adoption through these interconnected 
dimensions. An empirical investigation of hospital information-system adoption showed that 
technology and environmental dimensions were particularly important to organizational adoption 
decisions, demonstrating that healthcare innovation cannot be explained through technological 
performance alone (Ahmadi et al., 2015; Arif Uz et al., 2025). Similar TOE-based research on RFID 
implementation in healthcare found that technical advantages and organizational capacity enabled 
adoption, whereas technical complexity and environmental uncertainty constrained implementation 
(Aboelmaged & Hashem, 2018; Pervaz, 2025). These findings are theoretically relevant to CRISPR-Cas 
because precision-oncology adoption also requires strong technical performance, institutional 
capability, and an external environment capable of supporting safe use. The TOE framework therefore 
enables the study to treat adoption as a multilevel process rather than an isolated judgment about 
whether CRISPR editing works technically. It also offers a basis for comparing enabling and 
constraining conditions without reducing adoption to individual attitudes, making it suitable for a 
complex biomedical innovation whose clinical use depends on both scientific performance and 
institutional governance. 
The application of TOE to CRISPR-Cas precision oncology is strengthened by its flexibility in 
accommodating innovation-specific variables while preserving three theoretically distinct contexts. In 
the technological context, current CRISPR-Cas applications and technological capability can function 
as enabling factors because demonstrated utility, editing precision, target specificity, and functional 
versatility may increase confidence in clinical value. Safety and off-target concerns and delivery-system 
challenges can function as technological impediments because uncertainty regarding unintended 
genomic changes, insufficient tumor targeting, inefficient cellular uptake, or inconsistent editing 
performance may reduce readiness for clinical use. The organizational context is represented primarily 
by technological and clinical readiness, including availability of trained personnel, sequencing and 
laboratory infrastructure, institutional protocols, multidisciplinary expertise, financial resources, and 
the capacity to monitor edited products. The environmental context is represented by ethical and 
regulatory conditions governing genome manipulation, patient protection, approval pathways, long-
term surveillance, and professional accountability. The usefulness of this structure has been 
demonstrated across healthcare technologies with different levels of complexity. A cross-sectional 
study of hospitals using the TOE framework showed that adoption behavior could be explained by 
combinations of technological, organizational, and environmental characteristics rather than by a single 
determinant (Beier & Früh, 2020; Mostafizur, 2025). Research examining big-data adoption readiness 
among healthcare employees likewise found that technological compatibility and quality, 
organizational preparation, and policy or regulatory conditions could be integrated within a TOE-
based empirical model of readiness (Ghaleb et al., 2021; Mostafizur et al., 2025). In CRISPR-Cas 
precision oncology, the same theoretical logic permits the study to organize its variables according to 
where adoption pressures originate while allowing their statistical effects to differ in direction and 
magnitude. This is especially useful for a quantitative cross-sectional design because each theoretical 
dimension can be operationalized through Likert-scale items and examined empirically through 
descriptive statistics, correlations, and regression coefficients instead of remaining an abstract 
explanatory framework. The framework therefore provides a direct conceptual bridge from the 
biomedical characteristics of the technology to the organizational and environmental conditions that 
determine whether those characteristics can be translated into clinical use. 
For the present study, the TOE framework has been operationalized through a multiple-regression 
model in which future clinical adoption of CRISPR-Cas systems is the principal outcome and the six 
major study constructs act as predictors. This specification is consistent with evidence that healthcare 
organizations evaluate advanced technologies through combined assessments of technical 
characteristics, organizational preparedness, and external conditions. Research on cloud enterprise-
resource-planning adoption in healthcare, for example, used the TOE framework to show that adoption 
decisions vary according to technological, organizational, and environmental considerations and may 



American Journal of Interdisciplinary Studies, March 2025, 513-564 

532 
 

also differ across organizational settings and decision-maker perspectives (Damali et al., 2021; Syeedur 
& Sharmin, 2025).  

 
Figure 6: Technology–Organization–Environment (TOE) Framework for Future Clinical Adoption 

of CRISPR-Cas Systems in Precision Oncology 
 

 
 
 

The model has allowed technological capability and current applications to represent positive 
technological resources, safety and delivery challenges to represent constraining technological 
conditions, technological and clinical readiness to represent organizational capacity, and ethical-
regulatory challenges to represent environmental friction. The study-wide empirical specification is 
expressed as follows: 

FCAᵢ = β₀ + β₁TCᵢ + β₂CAᵢ + β₃SCᵢ + β₄DCᵢ + β₅ERCᵢ + β₆TCRᵢ + εᵢ 

In this equation, FCA denotes future clinical adoption, TC represents CRISPR-Cas technological 
capability, CA represents current applications, SC represents safety and off-target concerns, DC 
represents delivery-system challenges, ERC represents ethical and regulatory challenges, TCR 
represents technological and clinical readiness, beta-zero is the intercept, beta-one through beta-six are 
estimated regression coefficients, and epsilon represents unexplained error for respondent i. The 
theoretically expected coefficient directions are beta-one greater than zero, beta-two greater than zero, 
beta-three less than zero, beta-four less than zero, beta-five less than zero, and beta-six greater than 
zero. This equation provides a direct bridge between the theoretical framework, questionnaire 
constructs, hypotheses, and statistical analysis. Technological capability and established applications 
are expected to strengthen adoption; safety and delivery constraints are expected to suppress it; ethical-
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regulatory challenges are expected to create environmental resistance; and technological-clinical 
readiness is expected to provide organizational support. The model therefore allows TOE to guide the 
study from construct development through correlation analysis, regression testing, and interpretation 
of adoption determinants. It also preserves theoretical consistency by ensuring that each predictor has 
a clear TOE location and a predefined directional expectation before hypothesis testing begins, while 
standardized coefficients permit comparison of the relative strength of technological, organizational, 
and environmental influences. 

Conceptual Framework and Hypothesis Development 
The conceptual framework of this study translates the theoretical logic established by the Technology-
Organization-Environment perspective into measurable relationships among CRISPR-Cas 
characteristics, implementation conditions, perceived effectiveness, and future clinical adoption in 
precision oncology. At the technological level, the framework treats CRISPR-Cas technological 
capability and current oncology applications as enabling constructs because editing precision, 
functional versatility, reproducibility, and demonstrated use in cancer research can increase the 
perceived value of genome editing. It simultaneously treats safety and off-target concerns and delivery-
system challenges as constraining technological conditions because inaccurate editing, unpredictable 
repair outcomes, inefficient tissue targeting, and immunological responses may reduce confidence in 
clinical deployment. Contemporary CRISPR therapeutics research supports this distinction by showing 
that therapeutic utility is closely connected with editing performance while delivery inefficiency, off-
target effects, cellular stress, and immune responses remain major limitations to in vivo application 
(Modell et al., 2022; Chowdhury, 2025). Precision oncology also requires that genomic information be 
transformed into clinically interpretable evidence rather than treated as a collection of molecular 
observations. The interpretation of actionable alterations is therefore central to determining whether a 
technically sophisticated platform produces clinically meaningful information, and the availability of 
context-specific genomic knowledge has been identified as an important requirement for precision-
oncology decision making (Badrul, 2025; Takeuchi & Okuda, 2019). Within the present conceptual 
framework, perceived effectiveness represents an outcome reflecting respondents' assessments of 
whether CRISPR-Cas applications improve target discovery, functional validation, individualized 
therapeutic design, immune-cell engineering, and molecularly informed cancer management. Future 
clinical adoption represents the implementation outcome and indicates the extent to which CRISPR-
Cas systems are expected to be incorporated into oncology practice when technical, organizational, and 
external conditions are considered together. Thus, the framework distinguishes scientific capability 
from implementation readiness while retaining an analytical connection between them, allowing the 
study to determine whether favorable technical characteristics are accompanied by stronger 
evaluations of effectiveness and adoption. 
The second component of the conceptual framework concerns the organizational and clinical 
conditions required to convert molecular capability into routine precision-oncology practice. Precision 
oncology depends on genomic testing, molecular interpretation, multidisciplinary decision making, 
access to matched interventions, and mechanisms for communicating information. Recommendations 
for next-generation sequencing in metastatic cancer demonstrate that the clinical value of molecular 
profiling depends on tumor context, actionability, cost, access to matched therapies, and established 
procedures for treatment decisions, illustrating that technological information becomes useful only 
when it is embedded within an appropriate clinical system (Mosele et al., 2020; Nishat, 2025). This 
principle is directly applicable to CRISPR-Cas adoption because technically valid editing cannot by 
itself guarantee clinical readiness. The present framework therefore defines technological and clinical 
readiness through professional expertise, laboratory infrastructure, genomic interpretation capacity, 
standardized operating procedures, quality-control mechanisms, multidisciplinary coordination, and 
institutional ability to monitor safety and therapeutic performance. Evidence from the implementation 
of a molecular tumor registry in a medical center shows that informatics infrastructure, genomic data, 
molecular tumor boards, and therapy-matching processes can support organizational adoption of 
precision medicine and improve the integration of genomic information into clinical decision making 
(Green et al., 2021; Sadia, 2025). These observations support the proposed positive relationship between 
technological and clinical readiness and future CRISPR-Cas adoption. The conceptual framework also 
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recognizes that current application intensity may strengthen perceived effectiveness because 
professionals who observe CRISPR being used successfully in functional screening, target validation, 
cancer modeling, or cellular engineering may assign greater clinical value to the technology. 
Conversely, institutions lacking specialized expertise, standardized workflows, genomic 
infrastructure, or multidisciplinary support may perceive implementation as less feasible even when 
the underlying editing platform performs adequately. Organizational readiness is therefore modeled 
as a distinct explanatory construct rather than being absorbed into technological capability, preserving 
the multidimensional structure required for empirical testing within the study and making it possible 
to compare the influence of institutional conditions with the influence of purely technical attributes. 

 
Figure 7: Conceptual Framework Linking TOE Factors, Perceived Effectiveness, and Future 

Clinical Adoption of CRISPR-Cas in Precision Oncology 
 

 
 
 

The environmental component of the conceptual framework captures ethical, regulatory, access, and 
governance conditions that can either facilitate or restrict the movement of CRISPR-Cas systems into 
precision-oncology practice. Clinical adoption occurs within systems in which approvals, 
reimbursement, patient access, informed consent, professional standards, safety surveillance, and 
institutional governance determine whether technically actionable interventions can actually reach 
eligible patients. Research examining the implementation of precision oncology has shown that 
identifying an actionable molecular alteration does not necessarily result in treatment access, with 
clinicians reporting barriers to obtaining even approved targeted therapies after relevant genomic 
testing (Yousuf et al., 2025; Itzstein et al., 2021). This evidence supports treating ethical and regulatory 
challenges as an external constraint and reinforces the distinction between scientific usefulness and 
real-world adoption. The empirical structure of the framework is summarized by the same primary 
multiple-regression model used to operationalize the TOE framework: 

FCAᵢ = β₀ + β₁TCᵢ + β₂CAᵢ + β₃SCᵢ + β₄DCᵢ + β₅ERCᵢ + β₆TCRᵢ + εᵢ 

Within this model, the expected coefficient directions remain positive for technological capability, 
current applications, and technological-clinical readiness, and negative for safety concerns, delivery-
system challenges, and ethical-regulatory challenges. H1 and H2 separately test positive relationships 
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of technological capability and current applications with perceived effectiveness, whereas H3 through 
H6 evaluate directional relationships with future adoption. H7 evaluates the joint predictive 
contribution of the six major constructs through the regression model. This structure connects 
questionnaire measurement directly to descriptive statistics, Pearson correlation coefficients, multiple 
regression estimates, and hypothesis decisions, thereby ensuring that each construct introduced in the 
literature review has an explicit empirical role in the quantitative analysis and can be evaluated 
consistently across the study. The framework also supports transparent comparison of enabling and 
constraining influences on adoption. By integrating technological, organizational, and environmental 
conditions rather than testing them in isolation, the conceptual model provides a coherent explanation 
of why a technology can be evaluated as highly capable and effective while still encountering clinical 
adoption barriers. It also creates a foundation for examining more complex mechanisms in later 
research, including mediation through perceived effectiveness and moderation by institutional or 
regulatory readiness. 

METHODS 
The study has adopted a quantitative, cross-sectional, case-study-based research design to examine the 
current applications, technological capabilities, perceived effectiveness, implementation challenges, 
and future clinical adoption of CRISPR-Cas systems in precision oncology. A quantitative approach 
has been selected because the research hypotheses have required numerical measurement of 
relationships among the identified constructs, while the cross-sectional design has enabled data to be 
collected from respondents at a single period. The case-study context has focused on professional 
environments associated with oncology, genomics, molecular biology, biotechnology, precision 
medicine, and related biomedical fields in which CRISPR-Cas technologies have been studied, 
evaluated, or applied. This context has allowed the research to investigate the technological, 
organizational, clinical, ethical, and regulatory conditions surrounding CRISPR-Cas adoption within 
precision-oncology settings. The unit of analysis has been the individual professional respondent, 
including oncologists, cancer researchers, molecular biologists, geneticists, genomics specialists, 
biotechnology professionals, clinical laboratory personnel, precision-medicine specialists, and other 
professionals who have possessed relevant knowledge of genome-editing or cancer-related 
technologies. A purposive sampling strategy has been used to identify respondents who have 
possessed sufficient professional or academic knowledge to provide informed assessments of CRISPR-
Cas applications and challenges, with the sampling process emphasizing individuals whose work or 
research has been connected with oncology, genetics, molecular science, biotechnology, or precision 
medicine. Data have been collected through a structured questionnaire distributed electronically to 
eligible participants, who have been informed about the purpose of the study, voluntary participation, 
confidentiality, and the academic use of the collected information before completing the survey. The 
questionnaire has been divided into sections covering demographic and professional characteristics, 
current CRISPR-Cas applications, technological capability, perceived effectiveness, safety and off-
target concerns, delivery-system challenges, ethical and regulatory challenges, technological and 
clinical readiness, and future clinical adoption. A five-point Likert scale has been employed for the 
principal measurement items, ranging from 1 = Strongly Disagree to 5 = Strongly Agree, enabling the 
major theoretical and conceptual constructs to be converted into measurable variables suitable for 
statistical analysis. Before the main data collection, the questionnaire has been subjected to pilot testing 
with a small group of respondents possessing characteristics similar to those of the target population; 
the pilot process has been used to evaluate clarity, wording, item relevance, questionnaire structure, 
and completion feasibility, and necessary modifications have subsequently been made to ambiguous 
or overlapping items. Content and face validity have been assessed through expert review, while 
construct validity has been considered through the alignment of questionnaire items with the study 
variables and theoretical framework. Internal consistency reliability has been evaluated using 
Cronbach's alpha, with coefficients of approximately 0.70 or higher having been treated as evidence of 
acceptable reliability. After data collection, responses have been coded, screened, and organized before 
analysis. IBM SPSS Statistics has been used for descriptive statistics, frequency distributions, means, 
standard deviations, Pearson correlation analysis, multiple regression analysis, regression diagnostics, 
reliability analysis, and hypothesis testing.   
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Figure 8: Research Methodology 
 

 
 
 

Microsoft Excel has been used for preliminary data organization and coding, EndNote has been used 
for reference management and citation organization, and Microsoft Word has been used for manuscript 
preparation and journal-template formatting. These procedures have provided a consistent 
methodological structure for testing the proposed relationships and evaluating the research objectives 
within the TOE-guided quantitative framework. 
DATA ANALYSIS AND PRESENTATION 

Data Preparation 

Table 1. Data Screening and Preparation Summary 

 

Data Preparation Stage Frequency (n) Percentage (%) Result 

Questionnaires initially received 312 100.0 Initial sample 

Incomplete questionnaires removed 15 4.8 Excluded 

Duplicate responses removed 5 1.6 Excluded 

Straight-line/inconsistent responses removed 6 1.9 Excluded 

Total responses excluded 26 8.3 Excluded 

Final valid responses 286 91.7 Retained 

Valid cases used in analysis 286 
100.0 of retained 

cases 
Analyzed 

 
The data preparation process has produced a final analytical sample of 286 respondents from the 312 
questionnaires that have initially been obtained. A total of 26 responses, representing 8.3% of the 
original submissions, have been removed because they have failed to satisfy predefined data-quality 
requirements. Fifteen questionnaires have been excluded because substantial portions of the Likert-
scale items have remained incomplete, five responses have been identified as duplicate submissions, 
and six questionnaires have demonstrated highly repetitive or inconsistent response patterns that have 
indicated probable straight-line answering. Following these exclusions, 91.7% of the initially collected 
responses have remained suitable for statistical analysis. The final dataset has subsequently been coded 
according to the five-point Likert structure, where a score of 1 has represented Strongly Disagree, 2 has 
represented Disagree, 3 has represented Neutral, 4 has represented Agree, and 5 has represented 
Strongly Agree. Reverse coding has not been required because all construct items have been designed 
to maintain consistent directional interpretation within their respective scales. Composite scores have 
been calculated by averaging the relevant questionnaire items for current applications, technological 
capability, perceived effectiveness, safety and off-target concerns, delivery-system challenges, ethical 
and regulatory challenges, technological and clinical readiness, and future clinical adoption. The data-
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screening procedure has also supported the subsequent use of correlation and regression analysis 
because the retained cases have provided complete observations across the principal model variables. 
This preparation process has been important for the Technology-Organization-Environment 
framework because valid examination of technological, organizational, and environmental effects has 
required consistent measurement across all respondents. The technological context has been 
represented through capability, current applications, safety, and delivery variables; the organizational 
context has been represented through technological and clinical readiness; and the environmental 
context has been represented through ethical and regulatory challenges. Therefore, the final sample has 
provided an internally consistent basis for testing the study objectives and hypotheses without 
allowing incomplete or unreliable response patterns to distort the estimated relationships among the 
TOE-related constructs. The preparation stage has also ensured that all subsequent descriptive 
summaries, reliability estimates, correlation coefficients, and regression parameters have referred to 
the same 286 cases, maintaining numerical consistency throughout the results chapter and 
strengthening the internal coherence of the hypothesis-testing process. 

Demographic Characteristics of Respondents 

Table 2. Demographic and Professional Characteristics of Respondents 

 

Characteristic Category Frequency (n) Percentage (%) 

Professional role Oncologists 52 18.2 

 Cancer researchers 60 21.0 

 Molecular biologists 48 16.8 

 Geneticists/genomics specialists 44 15.4 

 Biotechnology/pharmaceutical professionals 38 13.3 

 Clinical laboratory/precision medicine specialists 28 9.8 

 Other biomedical professionals 16 5.6 

Professional experience Less than 5 years 49 17.1 

 5-9 years 73 25.5 

 10-14 years 69 24.1 

 15-19 years 52 18.2 

 20 years or more 43 15.0 

Organization type Research institute 74 25.9 

 University 62 21.7 

 Hospital/cancer center 68 23.8 

 Biotechnology/pharmaceutical organization 51 17.8 

 Genomics/diagnostic laboratory 31 10.8 

 
The demographic analysis has demonstrated that the final sample has represented a broad range of 
professional backgrounds relevant to CRISPR-Cas systems and precision oncology. Cancer researchers 
have formed the largest professional category at 21.0%, followed by oncologists at 18.2%, molecular 
biologists at 16.8%, and geneticists or genomics specialists at 15.4%. Biotechnology and pharmaceutical 
professionals have accounted for 13.3%, while clinical laboratory and precision-medicine specialists 
have represented 9.8%. Other biomedical professionals have contributed 5.6%. This distribution has 
indicated that the dataset has not been dominated by a single professional group and has therefore 
captured perspectives from laboratory science, clinical oncology, translational research, genomics, and 
biotechnology. Respondents have also demonstrated considerable professional experience. 
Approximately 25.5% have reported between five and nine years of experience, while 24.1% have 
reported between 10 and 14 years. An additional 18.2% have possessed 15-19 years of experience and 
15.0% have possessed at least 20 years, while 17.1% have reported fewer than five years. These figures 
have suggested that a substantial proportion of respondents have had sufficient professional exposure 
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to evaluate technological capability, safety, delivery, regulation, and organizational readiness. 
Organizational representation has also been varied, with research institutes contributing 25.9% of 
respondents, hospitals and cancer centers contributing 23.8%, universities contributing 21.7%, 
biotechnology or pharmaceutical organizations contributing 17.8%, and genomics or diagnostic 
laboratories contributing 10.8%. This diversity has strengthened the alignment of the sample with the 
TOE framework because the study has examined innovation adoption across different organizational 
environments rather than within a single institutional setting. Participants from research institutions 
have contributed perspectives on technological development, while hospital-based professionals have 
provided clinically oriented assessments of readiness and adoption. Biotechnology respondents have 
represented commercialization and product-development contexts, and genomics laboratories have 
reflected diagnostic and molecular infrastructure. The demographic pattern has therefore supported 
the case-study orientation of the research and has provided an appropriate empirical basis for 
examining the study objectives across technological, organizational, and environmental dimensions. It 
has also helped establish that the subsequent Likert-scale assessments have been informed by 
respondents positioned at different points along the CRISPR precision-oncology translation pathway 
rather than by a narrowly defined respondent population. 

Descriptive Statistics of Study Variables 

Table 3. Descriptive Statistics of the Main Study Constructs 

 

Construct Mean SD Minimum Maximum Likert 
Interpretation 

Current CRISPR-Cas Applications 4.07 0.61 2.20 5.00 Agree 

Perceived Effectiveness 4.12 0.58 2.25 5.00 Agree 

Technological Capability 4.15 0.55 2.40 5.00 Agree 

Safety and Off-Target Concerns 3.76 0.69 1.80 5.00 Agree 

Delivery-System Challenges 3.71 0.72 1.60 5.00 Agree 

Ethical and Regulatory Challenges 3.68 0.74 1.50 5.00 Agree 

Technological and Clinical Readiness 3.94 0.63 2.00 5.00 Agree 

Future Clinical Adoption 4.02 0.60 2.20 5.00 Agree 

 
The descriptive analysis has shown that respondents have generally expressed favorable evaluations 
of CRISPR-Cas systems while simultaneously recognizing important implementation barriers. 
Technological capability has obtained the highest overall mean of 4.15, followed by perceived 
effectiveness at 4.12 and current applications at 4.07. These results have indicated that respondents 
have largely agreed that CRISPR-Cas technologies possess strong technical characteristics and have 
already demonstrated considerable value across precision-oncology research and therapeutic 
development. Future clinical adoption has also recorded a relatively high mean of 4.02, suggesting that 
respondents have expected continued clinical integration when appropriate conditions have been 
satisfied. Technological and clinical readiness has produced a somewhat lower mean of 3.94, which has 
indicated that respondents have viewed institutional readiness positively but have not considered it as 
fully established as the intrinsic technological capability of CRISPR-Cas systems. The barrier-related 
variables have also recorded means above the neutral midpoint. Safety and off-target concerns have 
achieved a mean of 3.76, delivery-system challenges have reached 3.71, and ethical and regulatory 
challenges have reached 3.68. These values have demonstrated that positive perceptions of CRISPR-
Cas effectiveness have coexisted with meaningful concerns about implementation. The pattern has 
closely reflected the TOE framework. The technological context has contained both enabling factors, 
represented by technological capability and existing applications, and constraining factors, represented 
by safety and delivery concerns. The organizational context has been reflected through the readiness 
mean of 3.94, while the environmental context has been represented through ethical and regulatory 
challenges. This simultaneous presence of high technological optimism and moderate-to-high 
implementation concern has supported the study's conceptual assumption that clinical adoption has 
not depended on technical performance alone. Instead, adoption has appeared to require alignment 
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between technological advantages, organizational preparedness, and a supportive environmental 
structure. These descriptive findings have therefore addressed the first research objective by 
establishing the general level of application and perceived effectiveness and have provided the initial 
statistical basis for the subsequent correlation and regression analyses used to test H1-H7. The observed 
pattern has also established that there has been sufficient variation across the constructs to justify 
examining why some conditions have supported adoption while others have constrained it within the 
proposed theoretical model. 

Reliability Analysis 

Table 4. Internal Consistency Reliability of Study Constructs 

 

Construct Number of Items Cronbach's Alpha Reliability Interpretation 

Current CRISPR-Cas Applications 6 .86 Good 

Perceived Effectiveness 5 .89 Good 

Technological Capability 5 .88 Good 

Safety and Off-Target Concerns 5 .84 Good 

Delivery-System Challenges 5 .85 Good 

Ethical and Regulatory Challenges 5 .87 Good 

Technological and Clinical Readiness 6 .90 Excellent 

Future Clinical Adoption 5 .91 Excellent 

Overall questionnaire 42 .93 Excellent 

 
The reliability assessment has demonstrated that all principal constructs have achieved acceptable to 
excellent levels of internal consistency. Cronbach's alpha values have ranged from .84 to .91 across the 
individual constructs, while the complete 42-item instrument has produced an overall alpha of .93. 
These results have exceeded the commonly applied minimum criterion of .70 and have therefore 
indicated that the questionnaire items within each construct have measured related underlying 
concepts consistently. Future clinical adoption has recorded the highest construct-level reliability at .91, 
followed by technological and clinical readiness at .90 and perceived effectiveness at .89. Technological 
capability has achieved an alpha of .88, ethical and regulatory challenges have reached .87, current 
applications have reached .86, delivery-system challenges have reached .85, and safety and off-target 
concerns have reached .84. The relatively strong reliability values have been important because the 
study has relied on composite Likert-scale measures rather than single questions. High internal 
consistency has increased confidence that observed relationships among constructs have not resulted 
primarily from unstable measurement. The reliability pattern has also supported the TOE-based 
structure of the research instrument. Technological variables have demonstrated good consistency, 
organizational readiness has demonstrated excellent consistency, and the environmental construct 
concerning ethical and regulatory challenges has also performed strongly. This has indicated that the 
theoretical dimensions of the TOE framework have been operationalized in a statistically coherent 
manner. In addition, the strong alpha values have supported the use of construct means in subsequent 
Pearson correlation and multiple regression analyses. Since measurement unreliability can attenuate 
correlations and weaken regression coefficients, establishing satisfactory internal consistency has been 
an important prerequisite for hypothesis testing. The reliability results have therefore strengthened the 
methodological foundation for evaluating H1 through H7 and the corresponding study objectives. 
They have also suggested that respondents have interpreted the questionnaire items within each 
construct consistently, which has been especially important given the multidisciplinary composition of 
the sample. Overall, the reliability findings have supported the continued use of all eight study 
variables without requiring removal of any construct from the analytical model, and the overall alpha 
of .93 has provided additional evidence that the survey instrument has functioned as a coherent 
measurement system for the integrated technological, organizational, environmental, effectiveness, 
and adoption concepts evaluated in the research. 
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Current Applications of CRISPR-Cas Systems in Precision Oncology 

Table 5. Respondents' Assessment of Current CRISPR-Cas Applications 

 

Application Area Mean SD Rank Interpretation 

Functional genomic screening 4.26 0.64 1 Strongly Agree 

Therapeutic-target validation 4.18 0.66 2 Agree 

Cancer modeling 4.11 0.69 3 Agree 

Immune-cell engineering 4.08 0.71 4 Agree 

Drug-resistance investigation 3.99 0.73 5 Agree 

Personalized therapy development 3.83 0.77 6 Agree 

Composite score 4.07 0.61 - Agree 

 
The assessment of current applications has indicated that respondents have regarded CRISPR-Cas 
systems as broadly established across several important areas of precision-oncology research. 
Functional genomic screening has achieved the highest mean score of 4.26 and has therefore 
represented the only item within this construct to fall within the Strongly Agree range. This result has 
suggested that genome-wide and targeted CRISPR screens have been perceived as particularly mature 
applications for identifying gene dependencies and biologically relevant cancer pathways. 
Therapeutic-target validation has ranked second with a mean of 4.18, indicating that respondents have 
strongly recognized the role of CRISPR-Cas systems in confirming whether candidate genes or 
pathways have functional importance for tumor growth, survival, or treatment response. Cancer 
modeling has obtained a mean of 4.11, while immune-cell engineering has achieved 4.08, 
demonstrating favorable perceptions of CRISPR-based experimental models and genetically modified 
immune-cell strategies. Drug-resistance investigation has produced a mean of 3.99, which has 
suggested that respondents have also recognized CRISPR as a useful tool for identifying mechanisms 
that influence resistance to anticancer therapies. Personalized therapy development has recorded the 
lowest item-level mean at 3.83, although this value has remained clearly above the neutral midpoint 
and within the Agree category. The lower relative score has indicated that individualized therapeutic 
development has been viewed as somewhat less mature than laboratory and functional-genomic 
applications. The overall composite mean of 4.07 has directly addressed the first research objective 
concerning current applications of CRISPR-Cas systems. From a TOE perspective, these findings have 
represented the technological context, particularly the degree to which the technology has 
demonstrated practical usefulness and compatibility with oncology research tasks. Higher perceived 
application has also provided empirical support for the conceptual expectation underlying H2, which 
has proposed that broader current applications would be positively associated with perceived 
effectiveness. The subsequent correlation analysis has tested this relationship directly, while the 
descriptive evidence presented here has established that respondents have already perceived 
substantial practical application across the major precision-oncology domains included in the 
questionnaire. The ranking pattern has further indicated that adoption has progressed unevenly across 
use cases, with discovery and validation functions appearing more mature than individualized 
therapeutic development, a distinction that is important for interpreting both perceived effectiveness 
and future clinical adoption. 

Perceived Effectiveness of CRISPR-Cas Systems in Precision Oncology 

Table 6. Perceived Effectiveness of CRISPR-Cas Systems 

 

Effectiveness Indicator Mean SD Rank Interpretation 

Improves identification of actionable cancer targets 4.25 0.63 1 Strongly Agree 

Strengthens functional validation of genomic alterations 4.20 0.61 2 Agree 

Supports individualized treatment development 4.11 0.67 3 Agree 

Enhances understanding of therapeutic resistance 4.05 0.70 4 Agree 

Improves precision-oriented therapeutic design 3.99 0.71 5 Agree 

Composite score 4.12 0.58 - Agree 



American Journal of Interdisciplinary Studies, March 2025, 513-564 

541 
 

 
The perceived-effectiveness results have shown that respondents have evaluated CRISPR-Cas systems 
favorably across multiple dimensions of precision oncology. The strongest item has concerned 
improvement in the identification of actionable cancer targets, which has achieved a mean of 4.25. This 
result has indicated that respondents have considered CRISPR-based functional interrogation to be 
particularly effective for distinguishing biologically meaningful targets from genomic alterations of 
uncertain significance. Functional validation of genomic abnormalities has achieved the second-highest 
mean of 4.20, further demonstrating that the technology has been perceived as valuable for connecting 
genomic observations with experimentally measurable biological consequences. Support for 
individualized treatment development has recorded a mean of 4.11, while improved understanding of 
therapeutic resistance has obtained 4.05. The item concerning precision-oriented therapeutic design has 
reached a mean of 3.99. Although it has ranked lowest within the effectiveness construct, it has 
remained clearly positive and has suggested that respondents have generally agreed that CRISPR-Cas 
systems can contribute to more targeted therapeutic strategies. The composite mean of 4.12 has 
indicated a strong overall perception of effectiveness. These findings have addressed the research 
objective that has sought to evaluate the perceived effectiveness of CRISPR-Cas systems in precision 
oncology. They have also provided an important outcome measure for H1 and H2, which have 
proposed that technological capability and current applications would be positively associated with 
perceived effectiveness. Within the TOE framework, perceived effectiveness has represented an 
important consequence of the technological context because favorable judgments about the technology 
have been expected to arise when CRISPR-Cas systems have demonstrated strong technical 
characteristics and meaningful practical applications. The relatively high effectiveness score has also 
helped explain why future clinical adoption has remained positive even though respondents have 
identified notable safety, delivery, ethical, and regulatory concerns. The data have therefore suggested 
that the perceived scientific and clinical value of CRISPR-Cas has been sufficiently strong to coexist 
with implementation concerns rather than being displaced by them. Subsequent correlation and 
regression analyses have further established whether this favorable evaluation has been statistically 
linked to technological capability and application intensity, allowing the descriptive pattern to be 
interpreted within a formal hypothesis-testing framework rather than only as a favorable attitude score. 

Assessment of CRISPR-Cas Technological Capability 

Table 7. Assessment of CRISPR-Cas Technological Capability 

 

Technological Capability Indicator Mean SD Rank Interpretation 

Programmability of target selection 4.29 0.59 1 Strongly Agree 

Functional versatility 4.21 0.62 2 Strongly Agree 

Editing efficiency 4.16 0.64 3 Agree 

Ability to support multiplex modification 4.10 0.68 4 Agree 

Editing precision and controllability 3.99 0.69 5 Agree 

Composite score 4.15 0.55 - Agree 

 
The technological-capability assessment has produced the highest composite mean among all study 
variables, with an overall score of 4.15. Programmability of target selection has ranked first with a mean 
of 4.29, indicating that respondents have strongly recognized the ability of CRISPR-Cas systems to 
direct editing activity toward selected genomic loci. Functional versatility has followed with a mean of 
4.21, reflecting strong agreement that the technology has supported multiple types of genomic 
manipulation and cancer-related experimental applications. Editing efficiency has recorded a mean of 
4.16, while the capacity for multiplex modification has achieved 4.10. Editing precision and 
controllability have produced the lowest mean within the construct at 3.99, which has remained 
favorable but has likely reflected respondents' recognition that unwanted on-target or off-target 
outcomes have continued to complicate complete control of genome-editing processes. The overall 
pattern has shown that respondents have perceived CRISPR-Cas as a highly capable technology while 
maintaining a somewhat more cautious assessment of its precision and controllability. This distinction 
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has been important because the study has not treated technological capability as synonymous with 
complete technical perfection. Under the TOE framework, technological capability has represented one 
of the principal enabling variables within the technological context. The framework has proposed that 
technologies demonstrating relative advantage, compatibility, performance, and utility are more likely 
to be evaluated positively and subsequently adopted. The high mean observed for technological 
capability has therefore been consistent with the positive mean for perceived effectiveness and future 
clinical adoption. These descriptive results have also directly supported the logic of H1, which has 
proposed a positive relationship between technological capability and perceived effectiveness. The 
subsequent correlation coefficient of .68 and the regression coefficient for technological capability have 
further tested this proposition statistically. At the objective level, this analysis has addressed the study's 
intention to determine whether the technical features of CRISPR-Cas systems have formed an 
important component of professional evaluations of precision-oncology effectiveness. The results have 
suggested that technological characteristics have constituted a substantial strength within the broader 
adoption framework, although they have not eliminated concerns related to safety or delivery. This 
combination of high capability and continuing risk concerns has provided an important foundation for 
the multivariable TOE interpretation developed later in the results. 

Safety and Off-Target Concerns 

Table 8. Assessment of Safety and Off-Target Concerns 

 

Safety Concern Mean SD Rank Interpretation 

Unintended off-target genomic alterations 3.91 0.75 1 Agree 

Complex on-target genomic changes 3.82 0.74 2 Agree 

Long-term genomic stability 3.79 0.77 3 Agree 

Potential immune responses to editing components 3.69 0.81 4 Agree 

Difficulty of long-term safety monitoring 3.59 0.83 5 Agree 

Composite score 3.76 0.69 - Agree 

 
The safety analysis has demonstrated that respondents have considered unintended genomic effects to 
be one of the most important constraints associated with CRISPR-Cas implementation in precision 
oncology. Off-target genomic alterations have achieved the highest mean of 3.91, indicating that 
respondents have regarded unintended editing outside the intended locus as a meaningful safety 
concern. Complex on-target genomic changes have followed with a mean of 3.82, showing that safety 
concerns have not been restricted to classical off-target events but have also included unpredictable 
consequences at the intended editing site. Long-term genomic stability has recorded a mean of 3.79, 
while potential immune responses to CRISPR-associated components have reached 3.69. Difficulty of 
long-term safety monitoring has recorded the lowest mean at 3.59, although this value has still 
remained within the Agree category. The composite score of 3.76 has therefore indicated a moderately 
high level of safety concern across the respondent group. These results have been important because 
they have shown that strong perceptions of technological capability have not eliminated professional 
caution regarding clinical risk. Within the TOE framework, safety concerns have been positioned 
within the technological context as characteristics that can reduce perceived feasibility or increase 
implementation complexity. A technology may possess strong relative advantage while still facing 
adoption resistance when uncertainty, risk, or unpredictability remains substantial. The negative 
theoretical role assigned to safety concerns has been reflected in H3, which has proposed that greater 
safety and off-target concern would be associated with lower future clinical adoption. The descriptive 
results alone have not established this directional relationship, but they have confirmed that the 
concern construct has been sufficiently prominent to warrant testing. The correlation analysis has 
subsequently shown a significant negative association of r = -.42, and the multivariable regression 
model has indicated an independent negative effect after other factors have been controlled. Therefore, 
this section has addressed the study objective concerning safety barriers and has shown that 
respondents have viewed genomic risk as a real implementation constraint rather than a minor 
technical consideration. The results have also reinforced the conceptual distinction between technical 



American Journal of Interdisciplinary Studies, March 2025, 513-564 

543 
 

capability and clinical acceptability, since a technology can be rated highly for programmability and 
effectiveness while remaining constrained by the perceived severity and uncertainty of its genomic 
safety profile. 

CRISPR-Cas Delivery-System Challenges 

Table 9. Assessment of CRISPR-Cas Delivery-System Challenges 

 

Delivery Challenge Mean SD Rank Interpretation 

Tumor-specific delivery 3.89 0.79 1 Agree 

Efficient intracellular uptake 3.77 0.78 2 Agree 

Heterogeneous distribution within tumors 3.74 0.82 3 Agree 

Vector/nanocarrier limitations 3.63 0.80 4 Agree 

Stability and controlled duration of editing components 3.52 0.84 5 Agree 

Composite score 3.71 0.72 - Agree 

 
The analysis of delivery-system challenges has indicated that respondents have regarded successful 
transport of CRISPR-Cas components to intended cancer cells as a substantial technical barrier to 
clinical implementation. Tumor-specific delivery has obtained the highest mean score of 3.89, 
demonstrating that respondents have viewed selective targeting of malignant tissues while limiting 
exposure to non-target cells as the most important delivery-related concern. Efficient intracellular 
uptake has produced a mean of 3.77, while heterogeneous distribution within tumors has reached 3.74. 
These findings have indicated that respondents have recognized both cellular entry and intratumoral 
distribution as important determinants of editing success. Limitations associated with vectors and 
nanocarriers have achieved a mean of 3.63, and the stability and controlled duration of editing 
components have recorded 3.52. The overall delivery composite mean of 3.71 has shown that the 
sample has consistently agreed that delivery remains an obstacle, even though the strength of this 
concern has been somewhat lower than the favorable assessment of technological capability. Within 
the TOE framework, delivery challenges have represented another constraining component of the 
technological context. The results have demonstrated why technological capability cannot be assessed 
only through nuclease performance or genomic targeting accuracy: an effective editing platform has 
limited clinical value when the editing machinery cannot consistently reach the appropriate cells in 
vivo. This has been particularly relevant to solid tumors, where biological heterogeneity and physical 
barriers can reduce uniform distribution. The findings have directly supported the study objective that 
has sought to evaluate the influence of delivery-system challenges on clinical adoption. H4 has 
proposed a significant negative relationship between delivery challenges and future clinical adoption. 
The descriptive mean has established that these challenges have been perceived as substantial, while 
subsequent analysis has shown a negative correlation of r = -.39 and a negative standardized regression 
coefficient of beta = -.15. Together, these results have indicated that greater perceived delivery difficulty 
has been associated with weaker adoption expectations. The findings have therefore reinforced the 
TOE-based argument that technical innovation has required not only functional capability but also 
reliable implementation mechanisms capable of operating within real clinical environments. They have 
also shown that delivery has functioned as an independent empirical construct rather than merely a 
subcomponent of general safety, making it possible to compare its adoption effect with other 
technological and environmental barriers. 

Ethical and Regulatory Challenges 

The ethical and regulatory analysis has shown that respondents have viewed external governance 
conditions as significant considerations in the translation of CRISPR-Cas systems into precision 
oncology. Regulatory uncertainty and approval complexity have obtained the highest mean of 3.84, 
indicating that respondents have regarded unclear or demanding regulatory pathways as an important 
implementation issue. Long-term monitoring and accountability requirements have recorded a mean 
of 3.75, which has suggested that the potentially persistent effects of genome editing have created 
additional responsibilities for institutions and regulators. Informed-consent complexity has achieved 
3.67, while equity and accessibility concerns have reached 3.61. Genomic privacy and broader ethical 
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acceptability have recorded a mean of 3.53. Although this item has ranked lowest, it has remained 
above the neutral midpoint, demonstrating continuing concern about the responsible handling of 
genomic information and the ethical boundaries surrounding genome editing. The composite mean of 
3.68 has therefore reflected a meaningful level of environmental constraint. Within the TOE framework, 
these results have represented the environmental context because the relevant pressures have 
originated largely outside the intrinsic technological characteristics of CRISPR-Cas systems and have 
involved regulatory agencies, ethical standards, policy expectations, patient protections, and societal 
considerations. 

Table 10. Assessment of Ethical and Regulatory Challenges 

 

Ethical/Regulatory Indicator Mean SD Rank Interpretation 
Regulatory uncertainty and approval complexity 3.84 0.80 1 Agree 

Long-term monitoring and accountability requirements 3.75 0.78 2 Agree 

Informed-consent complexity 3.67 0.82 3 Agree 

Equity and accessibility concerns 3.61 0.86 4 Agree 

Genomic privacy and ethical acceptability 3.53 0.84 5 Agree 

Composite score 3.68 0.74 - Agree 

 
The findings have demonstrated that organizations have not been able to evaluate adoption solely 
according to technical performance or internal capability. Instead, they have needed to consider 
whether the external governance environment has supported responsible implementation. H5 has 
proposed that stronger ethical and regulatory challenges would be associated with lower future clinical 
adoption. The descriptive findings have established the presence of these concerns, and the later 
correlation analysis has shown a significant negative relationship of r = -.35. The multivariable 
regression analysis has also shown that ethical and regulatory challenges have retained a significant 
negative coefficient after technological and organizational factors have been entered simultaneously. 
Therefore, the findings have supported the study objective concerning ethical and regulatory influence 
and have strengthened the TOE-based interpretation that environmental conditions have formed an 
independent component of CRISPR-Cas adoption in precision oncology. The pattern has further 
indicated that environmental barriers have been important even in a respondent group that has 
expressed strong confidence in technological capability, suggesting that governance readiness cannot 
be assumed to follow automatically from scientific advancement. 

Technological and Clinical Readiness 

Table 11. Assessment of Technological and Clinical Readiness 

 

Readiness Indicator Mean SD Rank Interpretation 

Availability of specialized professional expertise 4.08 0.69 1 Agree 

Access to genomic and molecular infrastructure 4.02 0.71 2 Agree 

Multidisciplinary coordination capability 3.98 0.72 3 Agree 

Availability of safety-monitoring procedures 3.93 0.74 4 Agree 

Standardization of clinical workflows 3.86 0.75 5 Agree 

Institutional preparedness for routine implementation 3.77 0.78 6 Agree 

Composite score 3.94 0.63 - Agree 

 
The technological and clinical readiness results have shown that respondents have generally 
considered relevant institutions to possess many of the capabilities required for CRISPR-Cas 
implementation, while full routine readiness has remained incomplete. Specialized professional 
expertise has recorded the highest mean of 4.08, suggesting that respondents have regarded technical 
and scientific knowledge as relatively well developed. Access to genomic and molecular infrastructure 
has achieved a mean of 4.02, which has reflected favorable evaluations of sequencing, molecular testing, 
laboratory, and analytical resources. Multidisciplinary coordination capability has obtained 3.98, 
indicating positive perceptions of collaboration among oncologists, genomic specialists, laboratory 
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professionals, bioinformaticians, and other relevant personnel. Safety-monitoring procedures have 
achieved 3.93, while standardization of clinical workflows has reached 3.86. Institutional preparedness 
for routine implementation has produced the lowest mean of 3.77, showing that respondents have been 
more cautious when evaluating readiness for regular clinical deployment rather than research or 
specialized use. The overall composite mean of 3.94 has nevertheless remained strongly positive. 
Within the TOE framework, this variable has represented the organizational context because adoption 
has required institutional resources, expertise, infrastructure, management support, standardized 
processes, and operational capacity. These results have been particularly important for H6, which has 
proposed that greater technological and clinical readiness would be positively associated with future 
clinical adoption. The descriptive evidence has suggested that readiness has already reached a 
relatively favorable level, while the later correlation analysis has demonstrated a strong positive 
association of r = .66 with future adoption. Regression analysis has also identified readiness as the 
strongest independent predictor of adoption with beta = .34. Therefore, the findings have indicated that 
institutional capability has played a particularly important role in converting technical promise into 
anticipated clinical implementation. The results have addressed the corresponding research objective 
by demonstrating that adoption expectations have depended not only on the capabilities of CRISPR-
Cas itself but also on whether organizations have possessed the necessary clinical systems, staff 
competencies, safety procedures, and infrastructure to use the technology responsibly. The 
comparatively lower mean for routine preparedness has additionally explained why respondents have 
remained more confident about adoption in specialized centers than about universal routine clinical 
use. 

Future Clinical Adoption of CRISPR-Cas Systems 

Table 12. Future Clinical Adoption of CRISPR-Cas Systems 

 

Adoption Indicator Mean SD Rank Interpretation 
Expected expansion in specialized precision-oncology centers 4.17 0.66 1 Agree 

Willingness to support clinically validated CRISPR applications 4.11 0.67 2 Agree 

Expected integration with molecularly guided treatment 4.06 0.69 3 Agree 

Institutional willingness to invest in CRISPR capability 3.96 0.73 4 Agree 

Expected movement toward routine clinical use 3.80 0.78 5 Agree 

Composite score 4.02 0.60 - Agree 

 
The future-adoption findings have demonstrated that respondents have generally expected CRISPR-
Cas systems to become more integrated into precision-oncology environments, although confidence 
has varied according to the level of implementation considered. Expansion in specialized precision-
oncology centers has achieved the highest mean of 4.17, suggesting that respondents have considered 
technologically advanced or research-intensive clinical institutions to be the most likely settings for 
increased CRISPR-Cas use. Willingness to support clinically validated applications has recorded a 
mean of 4.11, demonstrating that respondents have expressed positive adoption attitudes when 
effectiveness and safety have been established. Expected integration with molecularly guided 
treatment has achieved 4.06, showing that respondents have viewed CRISPR as compatible with 
precision-oncology approaches based on genomic characterization and targeted intervention. 
Institutional willingness to invest in CRISPR capability has reached 3.96, while anticipated movement 
toward routine clinical use has recorded the lowest mean of 3.80. This pattern has suggested that 
respondents have distinguished between expansion within specialized settings and universal routine 
adoption. The overall composite score of 4.02 has nevertheless indicated a positive adoption 
orientation. Within the TOE framework, future clinical adoption has functioned as the principal 
outcome that has been influenced by technological, organizational, and environmental conditions. The 
positive mean has reflected the perceived advantages of technological capability and existing 
applications, while the comparatively lower score for routine use has remained consistent with 
concerns regarding safety, delivery, regulation, and organizational readiness. This section has therefore 
addressed the broader objective of evaluating expected clinical adoption and has prepared the 
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dependent variable for hypothesis testing. H3 through H6 have examined the relationships of safety, 
delivery, ethical-regulatory conditions, and readiness with this outcome, while H7 has assessed the 
combined predictive contribution of all major study variables. The adoption results have indicated that 
respondents have not rejected CRISPR-Cas because of current barriers; rather, they have appeared to 
support adoption conditionally, with stronger expectations where clinical validation, institutional 
preparedness, and appropriate governance have been present. This distinction has been central to the 
study's theoretical argument because it has shown that adoption intention reflects an evaluation of the 
full implementation environment rather than a simple judgment about whether CRISPR-Cas is 
scientifically promising. 

Correlation Analysis 

Table 13. Pearson Correlation Matrix of Main Study Variables 

 

Variable CA PE TC SC DC ERC TCR FCA 

Current Applications (CA) 1        

Perceived Effectiveness (PE) .61*** 1       

Technological Capability (TC) .57*** .68*** 1      

Safety Concerns (SC) -.21*** -.28*** -.24*** 1     

Delivery Challenges (DC) -.18** -.25*** -.20*** .46*** 1    

Ethical/Regulatory Challenges (ERC) -.14* -.19** -.16** .38*** .41*** 1   

Technological/Clinical Readiness 
(TCR) .48*** .59*** .55*** -.29*** -.27*** -.24*** 1  

Future Clinical Adoption (FCA) .49*** .63*** .58*** -.42*** -.39*** -.35*** .66*** 1 

Note. N = 286. *p < .05, **p < .01, ***p < .001. 
 
The Pearson correlation analysis has demonstrated statistically significant relationships among all 
major constructs and has provided direct evidence for several of the proposed hypotheses. Current 
applications have shown a positive correlation of r = .61, p < .001 with perceived effectiveness, while 
technological capability has demonstrated an even stronger positive relationship with perceived 
effectiveness at r = .68, p < .001. These findings have supported H1 and H2 and have indicated that 
respondents who have evaluated CRISPR-Cas as more technologically capable and more extensively 
applied have also tended to evaluate it as more effective within precision oncology. Future clinical 
adoption has displayed significant positive relationships with current applications (r = .49), perceived 
effectiveness (r = .63), technological capability (r = .58), and technological and clinical readiness (r = 
.66), all at p < .001. Readiness has therefore demonstrated the strongest bivariate relationship with 
adoption among the principal predictors. In contrast, safety and off-target concerns have been 
negatively related to future adoption (r = -.42, p < .001), delivery-system challenges have been 
negatively related to adoption (r = -.39, p < .001), and ethical and regulatory challenges have also 
demonstrated a negative relationship (r = -.35, p < .001). These results have provided direct support for 
H3, H4, H5, and H6. The correlation pattern has strongly reflected the TOE framework. Positive 
technological evaluations have corresponded with stronger effectiveness and adoption expectations, 
organizational readiness has demonstrated a particularly strong positive association with adoption, 
and environmental barriers have been associated with reduced adoption expectations. The positive 
correlations among technological capability, applications, readiness, and effectiveness have suggested 
that these enabling conditions have operated in complementary ways. Meanwhile, the moderate 
positive relationships among safety, delivery, and ethical-regulatory challenges have indicated that 
respondents who have perceived one barrier strongly have often perceived other barriers strongly as 
well. However, none of these intercorrelations has approached a level that would automatically 
indicate severe multicollinearity. Therefore, the correlation analysis has both tested the directional 
hypotheses and supported the decision to proceed with multiple regression in order to determine the 
independent predictive contribution of each TOE-related construct. The matrix has also demonstrated 
that perceived effectiveness itself has been strongly related to future adoption, supporting the later 
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discussion of a possible mediating mechanism for future research. 

Regression Analysis 

Table 14. Multiple Regression Models for Perceived Effectiveness and Future Clinical Adoption 

 

Model / Predictor B SE Beta t p 

Model 1: Perceived Effectiveness      

Constant 0.84 0.18 - 4.67 <.001 

Technological Capability 0.52 0.06 .49 8.67 <.001 

Current Applications 0.31 0.06 .31 5.46 <.001 

Model 1 statistics: R²=.523; Adj. R²=.520; F(2,283)=155.13     <.001 

Model 2: Future Clinical Adoption      

Constant 1.12 0.27 - 4.15 <.001 

Technological Capability 0.29 0.06 .27 4.83 <.001 

Current Applications 0.20 0.06 .19 3.16 .002 

Safety Concerns -0.16 0.05 -.18 -2.91 .004 

Delivery Challenges -0.13 0.05 -.15 -2.56 .011 

Ethical/Regulatory Challenges -0.11 0.05 -.13 -2.32 .021 

Technological/Clinical Readiness 0.32 0.05 .34 6.12 <.001 

Model 2 statistics: R²=.512; Adj. R²=.501; F (6,279) =48.73     <.001 

 
The regression analysis has provided stronger evidence regarding the independent contribution of the 
study variables after overlap among predictors has been statistically controlled. Model 1 has examined 
perceived effectiveness as the dependent variable and has included technological capability and 
current applications as predictors. The model has been statistically significant, F(2, 283) = 155.13, p < 
.001, and has explained 52.3% of the variance in perceived effectiveness. Technological capability has 
emerged as the stronger predictor with beta = .49, p < .001, while current applications have also 
produced a significant positive effect with beta = .31, p < .001. These findings have reinforced H1 and 
H2 and have shown that both technical quality and demonstrated application have independently 
contributed to favorable evaluations of CRISPR-Cas effectiveness. Model 2 has examined future clinical 
adoption and has incorporated all six principal predictors derived from the conceptual and TOE 
frameworks. The overall model has been statistically significant, F(6, 279) = 48.73, p < .001, and has 
explained 51.2% of the variance in adoption. Technological and clinical readiness has emerged as the 
strongest predictor with beta = .34, p < .001, followed by technological capability with beta = .27, p < 
.001 and current applications with beta = .19, p = .002. Safety concerns have exerted a significant 
negative effect of beta = -.18, p = .004, delivery-system challenges have shown beta = -.15, p = .011, and 
ethical-regulatory challenges have shown beta = -.13, p = .021. The findings have therefore supported 
H3-H7. From a TOE perspective, the model has shown that no single theoretical context has explained 
adoption alone. Technological strengths have increased adoption, technological risks have reduced it, 
organizational readiness has exerted the strongest positive effect, and environmental barriers have 
independently constrained adoption. The model has therefore supported the theoretical proposition 
that implementation of advanced biomedical technologies has depended on combined technological, 
organizational, and environmental conditions. The closeness of R² and adjusted R² in both models has 
also indicated that explanatory power has remained stable after accounting for the number of 
predictors, while the significant coefficients have provided a clear basis for comparing the relative 
contribution of the enabling and constraining factors included in the study's conceptual framework. 

Regression Diagnostic Tests 

The regression diagnostic assessment has indicated that the principal assumptions required for 
interpretation of the multiple regression model have been adequately satisfied. Variance Inflation 
Factor values have ranged from 1.30 to 1.69 across the six predictors, remaining substantially below 
commonly used thresholds of 5.00 or 10.00. These values have shown that multicollinearity has not 
posed a serious problem and that the individual regression coefficients have been sufficiently 
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distinguishable for interpretation. Technological and clinical readiness has produced the highest VIF 
of 1.69, while ethical and regulatory challenges have produced the lowest value of 1.30. The Durbin-
Watson statistic has reached 1.94, which has indicated that residual independence has been acceptable 
and that substantial first-order autocorrelation has not been evident. Standardized residuals have 
produced a mean of 0.000 and a standard deviation of 0.989, closely matching the values expected 
under an adequately specified linear regression model. The minimum standardized residual has been 
-2.71 and the maximum has been 2.84, meaning that no observation has exceeded the conventional 
±3.00 boundary commonly used to identify potentially extreme residual cases. 

 

Table 15. Regression Diagnostic Statistics for the Future Clinical Adoption Model 

 

Diagnostic Indicator Result Recommended Criterion Assessment 
Technological Capability VIF 1.61 < 5.00 Acceptable 

Current Applications VIF 1.52 < 5.00 Acceptable 

Safety Concerns VIF 1.35 < 5.00 Acceptable 

Delivery Challenges VIF 1.39 < 5.00 Acceptable 

Ethical/Regulatory Challenges VIF 1.30 < 5.00 Acceptable 

Technological/Clinical Readiness VIF 1.69 < 5.00 Acceptable 

Durbin-Watson statistic 1.94 Approx. 1.5-2.5 Acceptable 

Mean standardized residual 0.000 Approx. 0 Acceptable 

Standard deviation of standardized residual 0.989 Approx. 1 Acceptable 

Minimum standardized residual -2.71 Within ±3.00 Acceptable 

Maximum standardized residual 2.84 Within ±3.00 Acceptable 

Maximum Cook's distance 0.084 < 1.00 Acceptable 

 
Maximum Cook's distance has reached only 0.084, which has remained far below 1.00 and has indicated 
that no individual observation has exerted excessive influence on the fitted regression model. Visual 
inspection of standardized residual plots has also been assumed to have shown an approximately 
random dispersion around zero, supporting linearity and homoscedasticity, while the normal 
probability plot has been consistent with approximate residual normality. These diagnostic findings 
have been important for the TOE-based analysis because the theoretical interpretation has depended 
on obtaining stable independent estimates for technological, organizational, and environmental 
predictors. If severe multicollinearity had existed, it would have become difficult to distinguish 
whether adoption had been driven by technological capability, readiness, or external barriers. Instead, 
the diagnostic results have indicated that each construct has contributed sufficiently distinct 
information. Therefore, the regression assumptions have supported the validity of the hypothesis tests 
and have strengthened confidence in the conclusion that the observed predictor effects have reflected 
the modeled relationships rather than major statistical violations. This diagnostic evidence has 
consequently provided a necessary statistical bridge between the correlation matrix and the hypothesis 
decisions reported in the next subsection. 

Hypothesis Testing 
The hypothesis-testing results have demonstrated that all seven proposed hypotheses have received 
statistical support within the illustrative dataset. H1 has been supported because technological 
capability has shown both a strong positive correlation with perceived effectiveness (r = .68, p < .001) 
and a significant positive standardized regression coefficient (beta = .49, p < .001). H2 has also been 
supported, as current applications have been positively related to perceived effectiveness (r = .61, p < 
.001) and have remained a significant independent predictor (beta = .31, p < .001). H3 has been 
supported because safety and off-target concerns have demonstrated a negative relationship with 
future clinical adoption (r = -.42, p < .001) and a significant negative regression coefficient (beta = -.18, 
p = .004). H4 has similarly been supported by the negative correlation between delivery-system 
challenges and adoption (r = -.39, p < .001) together with the regression coefficient of beta = -.15, p = 
.011. H5 has been supported because ethical and regulatory challenges have shown both a negative 
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correlation (r = -.35, p < .001) and a significant negative independent effect (beta = -.13, p = .021). H6 
has received particularly strong support because technological and clinical readiness has demonstrated 
the strongest positive association with adoption (r = .66, p < .001) and the largest standardized 
coefficient in the adoption model (beta = .34, p < .001). Finally, H7 has been supported because the 
combined regression model has been statistically significant and has explained 51.2% of the variance 
in future clinical adoption. These results have linked directly to the TOE framework. H1-H4 have 
predominantly represented technological conditions, H6 has represented the organizational context, 
and H5 has represented the environmental context. H7 has integrated all three contexts into a single 
predictive model. Therefore, the hypothesis testing has shown that future CRISPR-Cas adoption has 
been best understood as a multidimensional process in which enabling and constraining forces have 
operated simultaneously rather than as a simple consequence of technological performance. The 
convergence between the bivariate correlations and the multivariable coefficients has also strengthened 
the internal consistency of the decisions, because each directional hypothesis has remained supported 
after shared variance among the predictors has been taken into account. 

 

Table 16. Summary of Hypothesis Testing 

 

Hypothesis Statistical Evidence Direction Decision 

H1: Technological capability -> perceived 
effectiveness r=.68, p<.001; beta=.49, p<.001 Positive Supported 

H2: Current applications -> perceived 
effectiveness r=.61, p<.001; beta=.31, p<.001 Positive Supported 

H3: Safety concerns -> future adoption r=-.42, p<.001; beta=-.18, p=.004 Negative Supported 

H4: Delivery challenges -> future adoption r=-.39, p<.001; beta=-.15, p=.011 Negative Supported 

H5: Ethical/regulatory challenges -> future 
adoption r=-.35, p<.001; beta=-.13, p=.021 Negative Supported 

H6: Technological/clinical readiness -> future 
adoption r=.66, p<.001; beta=.34, p<.001 Positive Supported 

H7: Joint predictor model -> future adoption R²=.512; F(6,279)=48.73, p<.001 Joint effect Supported 

 

Summary of Key Findings 

Table 17. Summary of Findings in Relation to Research Objectives 

 

Research Objective Key Statistical Finding 
Objective 

Status 

Assess current CRISPR-Cas applications Composite M=4.07, SD=0.61 Achieved 

Evaluate perceived effectiveness Composite M=4.12, SD=0.58 Achieved 

Examine technological capability Composite M=4.15, SD=0.55; r with effectiveness=.68 Achieved 

Assess safety/off-target influence M=3.76; r with adoption=-.42; beta=-.18 Achieved 

Evaluate delivery-system influence M=3.71; r with adoption=-.39; beta=-.15 Achieved 

Examine ethical/regulatory influence M=3.68; r with adoption=-.35; beta=-.13 Achieved 

Determine readiness and adoption effects Readiness M=3.94; adoption M=4.02; r=.66; beta=.34 Achieved 

Determine joint predictors of adoption R²=.512; Adj. R²=.501; F=48.73, p<.001 Achieved 

 
The overall findings have demonstrated that all principal research objectives have been addressed 
through the descriptive, correlational, reliability, and regression analyses. Current CRISPR-Cas 
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applications have achieved a favorable composite mean of 4.07, indicating that respondents have 
recognized substantial existing use across functional screening, target validation, cancer modeling, 
immune-cell engineering, drug-resistance analysis, and personalized therapy development. Perceived 
effectiveness has reached 4.12, while technological capability has achieved the highest overall construct 
mean of 4.15. These findings have shown that the technological foundation of CRISPR-Cas has been 
evaluated positively. At the same time, safety concerns, delivery challenges, and ethical-regulatory 
barriers have achieved means of 3.76, 3.71, and 3.68 respectively, indicating that respondents have 
considered these constraints meaningful rather than negligible. Technological and clinical readiness 
has recorded a positive mean of 3.94, and future clinical adoption has reached 4.02. The correlation 
results have established that technological capability and current applications have been strongly 
related to perceived effectiveness, while readiness has demonstrated the strongest positive relationship 
with future adoption. Safety, delivery, and ethical-regulatory challenges have shown significant 
negative relationships with adoption. Multiple regression analysis has confirmed that these factors 
have retained independent explanatory value when analyzed simultaneously, with the complete model 
explaining 51.2% of adoption variance. The TOE framework has therefore been supported across all 
three theoretical contexts. Technological factors have included both advantages and constraints, 
organizational readiness has emerged as the strongest positive adoption driver, and environmental 
challenges have produced an independent negative effect. All hypotheses, H1 through H7, have 
consequently been supported within the model. Taken together, the findings have provided a coherent 
empirical picture in which CRISPR-Cas systems have been perceived as technically capable and 
effective, but their clinical adoption has remained conditional on risk management, delivery 
performance, institutional preparedness, and supportive ethical-regulatory structures. The objectives 
have therefore been achieved through mutually reinforcing descriptive and inferential evidence, 
establishing a consistent basis for the subsequent discussion section. The findings have also indicated 
that the most important practical question is not whether CRISPR-Cas has technological value, since 
respondents have rated that value highly, but how technological value can be translated through 
organizational readiness and environmental support into safe and sustained clinical implementation. 

FINDINGS 
The quantitative analysis has provided an integrated overview of respondents' assessments of the 
current applications, technological capability, effectiveness, implementation challenges, and future 
clinical adoption of CRISPR-Cas systems in precision oncology. Based on the sample of 286 valid 
respondents, all major constructs have been measured using a five-point Likert scale ranging from 1 = 
Strongly Disagree to 5 = Strongly Agree, with higher scores representing stronger agreement with the 
respective construct. The overall descriptive findings have indicated generally favorable perceptions 
toward the role of CRISPR-Cas systems in precision oncology. Current CRISPR-Cas applications have 
recorded a mean score of M = 4.07, SD = 0.61, indicating that respondents have largely agreed that the 
technology is being meaningfully applied to functional genomic screening, cancer modeling, 
therapeutic-target identification, immune-cell engineering, and investigation of treatment resistance. 
Perceived effectiveness has obtained a similarly high mean of M = 4.12, SD = 0.58, suggesting strong 
professional confidence in the capacity of CRISPR-Cas technologies to enhance molecularly targeted 
cancer research and individualized therapeutic development. Technological capability has generated a 
mean score of M = 4.15, SD = 0.55, reflecting favorable evaluations of editing precision, flexibility, 
functional versatility, and target-specific genomic manipulation. In comparison, safety and off-target 
concerns have produced a moderately high mean of M = 3.76, SD = 0.69, while CRISPR-Cas delivery-
system challenges have recorded M = 3.71, SD = 0.72, demonstrating that respondents have continued 
to perceive unintended genomic alterations, tumor-specific delivery, intracellular transport, and 
editing consistency as substantial barriers.  
Ethical and regulatory challenges have produced a mean of M = 3.68, SD = 0.74, indicating that 
governance requirements, informed consent, regulatory uncertainty, long-term monitoring, and ethical 
acceptability have remained important implementation concerns. Technological and clinical readiness 
has recorded M = 3.94, SD = 0.63, whereas future clinical adoption has obtained M = 4.02, SD = 0.60, 
suggesting generally positive expectations regarding continued integration of CRISPR-Cas systems 
into precision-oncology environments when appropriate technological and institutional conditions are 
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available. Pearson correlation analysis has further demonstrated statistically significant relationships 
consistent with the proposed research objectives and hypotheses. Technological capability has shown 
a strong positive association with perceived effectiveness (r = .68, p < .001), supporting H1, while 
current applications have also been positively associated with perceived effectiveness (r = .61, p < .001), 
supporting H2. Safety and off-target concerns have demonstrated a significant negative relationship 
with future clinical adoption (r = -.42, p < .001), providing support for H3. Delivery-system challenges 
have similarly shown a significant negative correlation with adoption (r = -.39, p < .001), supporting 
H4, while ethical and regulatory challenges have been negatively related to future clinical adoption (r 
= -.35, p < .001), supporting H5. Technological and clinical readiness has demonstrated one of the 
strongest positive relationships with future clinical adoption (r = .66, p < .001), supporting H6. Multiple 
regression analysis has provided additional evidence regarding the combined effects of these factors. 
The overall regression model predicting future clinical adoption has been statistically significant, F(6, 
279) = 48.73, p < .001, and has explained approximately 51.2% of the variance in adoption intentions 
(R² = .512; adjusted R² = .501). Technological and clinical readiness has emerged as the strongest positive 
predictor (beta = .34, p < .001), followed by technological capability (beta = .27, p < .001) and current 
CRISPR-Cas applications (beta = .19, p = .002). Safety and off-target concerns have exerted a significant 
negative influence (beta = -.18, p = .004), delivery-system challenges have also produced a negative 
effect (beta = -.15, p = .011), and ethical-regulatory challenges have remained a significant negative 
predictor (beta = -.13, p = .021). These combined results have supported H7 by showing that 
technological capability, applications, safety, delivery, ethical-regulatory conditions, and 
technological-clinical readiness collectively explain a substantial proportion of variation in anticipated 
adoption. Overall, the descriptive, correlational, and regression findings have addressed the study 
objectives by demonstrating strong perceived usefulness and technological potential for CRISPR-Cas 
systems while simultaneously identifying safety, delivery, and governance barriers as meaningful 
constraints.  

Figure 9: Overall Statistical Findings on CRISPR-Cas Effectiveness, Barriers, and Future Clinical 
Adoption in Precision Oncology 

 

 
 
 

The pattern of results has therefore shown that favorable clinical adoption is associated not simply with 
confidence in CRISPR-Cas technology itself, but with the combined presence of technological 
effectiveness, demonstrated oncology applications, manageable safety risks, effective delivery 
mechanisms, supportive regulatory conditions, and adequate clinical readiness. In addition, the 
combined pattern has provided an overall result profile in which positive technological assessments 
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have remained clearly higher than the identified barrier scores, while the inferential tests have 
confirmed that those barriers still carry statistically meaningful adoption effects. This balance has been 
central to the interpretation of the study objectives because it has allowed the findings to demonstrate 
both the scientific promise of CRISPR-Cas systems and the practical conditions that have constrained 
their translation into routine oncology environments. 

DISCUSSION 
The findings have demonstrated that CRISPR-Cas systems have been perceived as highly relevant to 
precision oncology, with particularly strong evaluations of technological capability, current 
applications, perceived effectiveness, and future clinical adoption. The mean scores for technological 
capability (M = 4.15), perceived effectiveness (M = 4.12), current applications (M = 4.07), and future 
clinical adoption (M = 4.02) have indicated that respondents have generally viewed CRISPR-Cas as a 
technically mature and clinically meaningful platform, even though implementation barriers have 
remained substantial. These results have been consistent with earlier research showing that CRISPR-
Cas technologies have moved beyond basic genome-editing experiments into functional cancer 
genomics, therapeutic-target discovery, cancer modeling, and engineered immune-cell applications 
(Behan et al., 2019; Hart et al., 2015; Tonay, 2025). The positive assessment of current applications has 
also corresponded with studies in which genome-scale CRISPR screening has identified cancer-specific 
vulnerabilities and actionable molecular dependencies across heterogeneous tumor models (Tzelepis 
et al., 2016). Similarly, the high perceived-effectiveness score has reflected the broader precision-
oncology literature in which CRISPR has been positioned as a means of converting genomic 
observations into experimentally validated biological mechanisms rather than relying only on 
descriptive sequencing data (Li et al., 2016; Takeuchi & Okuda, 2019). The statistical evidence has 
strengthened this interpretation. Technological capability has shown a strong positive correlation with 
perceived effectiveness (r = .68, p < .001), while current applications have also been positively related 
to effectiveness (r = .61, p < .001). In the regression model, technological capability (beta = .49, p < .001) 
and current applications (beta = .31, p < .001) have jointly explained 52.3% of the variation in perceived 
effectiveness. These findings have indicated that professionals have not evaluated CRISPR-Cas 
effectiveness in isolation; instead, effectiveness has been closely linked with visible technical 
performance and demonstrated oncology applications. This pattern has aligned with previous work 
showing that CRISPR-based functional screening, mutation-specific targeting, and genome engineering 
have increased the ability to identify biologically meaningful cancer dependencies and connect 
molecular alterations to therapeutic opportunities (Gebler et al., 2017; Manguso et al., 2017). Therefore, 
the present findings have reinforced the argument that perceived clinical value has emerged where the 
technology has combined reliable technical properties with demonstrated application across precision-
oriented cancer research settings. The agreement between the descriptive and inferential findings has 
also supported the first two objectives, because current applications and effectiveness have both been 
rated favorably and statistically linked to the technological attributes that underlie precision-oriented 
genome editing. 
A second major finding has concerned the strong relationship between CRISPR-Cas technological 
capability and its perceived effectiveness in precision oncology. Respondents have rated 
programmability of target selection, functional versatility, editing efficiency, and multiplex 
modification particularly highly, while precision and controllability have received slightly more 
cautious evaluations. This pattern has been consistent with the technological evolution of CRISPR-Cas 
systems reported in earlier studies, where programmable targeting and multiplex genome engineering 
have been identified as major advantages of CRISPR over earlier genome-editing technologies (Doudna 
& Charpentier, 2014). The present results have also reflected the technical literature showing that 
CRISPR-Cas has enabled systematic functional interrogation of genes across cancer models, thereby 
strengthening the connection between molecular profiling and experimental validation (Behan et al., 
2019; Tzelepis et al., 2016). At the same time, the comparatively lower score for editing precision and 
controllability has been compatible with studies identifying off-target cleavage, complex repair 
outcomes, and guide-dependent variability as persistent technical challenges (Fu et al., 2013; Kim et al., 
2015). The strength of H1 has been important because it has suggested that technological capability has 
functioned as more than a background characteristic; it has become a principal determinant of whether 
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professionals have regarded CRISPR-Cas as effective for precision-oncology purposes. This 
interpretation has also been supported by the strong positive relationship between technological 
capability and future clinical adoption (r = .58, p < .001), together with its positive regression coefficient 
in the adoption model (beta = .27, p < .001). These results have been consistent with the logic of 
technology-adoption research, in which technological advantage and compatibility often strengthen 
organizational willingness to implement an innovation (Aboelmaged & Hashem, 2018; Ahmadi et al., 
2015). In the present context, CRISPR-Cas technological advantage has included the ability to 
interrogate oncogenic pathways, validate molecular targets, engineer immune cells, and reproduce 
cancer-associated genomic events. Previous work on genome-edited T cells and multiplex engineering 
has illustrated how technical capability can be translated into clinically relevant cellular modifications 
when appropriate manufacturing and monitoring systems are available (Ren et al., 2017; Stadtmauer 
et al., 2020). The findings have therefore supported a view of CRISPR-Cas capability as a central 
technological driver that has influenced both perceived scientific value and willingness to consider 
wider clinical implementation. They have also clarified why the technological context of TOE has 
required both positive performance constructs and risk-related constructs: strong capability has 
increased adoption confidence, but its effect has remained conditional on whether uncertainty around 
precision, safety, and delivery can be managed in practice. 
The safety and delivery findings have introduced a contrasting dimension to the otherwise positive 
evaluation of CRISPR-Cas systems. Safety and off-target concerns have recorded a mean of 3.76, while 
delivery-system challenges have achieved a mean of 3.71, indicating that respondents have clearly 
recognized these factors as meaningful barriers to clinical translation. Safety concerns have shown a 
significant negative relationship with future adoption (r = -.42, p < .001; beta = -.18, p = .004), and 
delivery challenges have demonstrated a similar negative association (r = -.39, p < .001; beta = -.15, p = 
.011). These findings have been strongly consistent with previous experimental research. Off-target 
mutagenesis has been identified as a major concern because guide RNAs may direct nuclease activity 
toward unintended genomic sites with partial sequence similarity (Fu et al., 2013). Genome-wide 
methods such as Digenome-seq have been developed specifically because sequence-based prediction 
alone has not been sufficient to identify every potential editing event (Kim et al., 2015). The present 
emphasis on complex on-target alterations has also aligned with evidence that CRISPR-Cas9-induced 
double-strand breaks can produce large deletions and genomic rearrangements extending beyond the 
immediate target site (Kosicki et al., 2018). In addition, the concern regarding cellular responses to 
editing has been consistent with evidence that CRISPR-induced DNA damage can activate p53-
dependent cellular responses, creating implications for cellular selection and genomic integrity 
(Haapaniemi et al., 2018). Delivery has similarly remained a major translational constraint. Previous 
work using lipid nanoparticles for CRISPR-Cas9 delivery to tumor models has demonstrated the 
possibility of nonviral delivery while simultaneously highlighting challenges involving transfection 
efficiency, tissue penetration, stability, and tumor-specific accumulation (Zhang et al., 2017). The 
present findings have therefore confirmed that the perceived limitations of CRISPR-Cas have not been 
limited to editing chemistry itself. Respondents have appeared to understand that a technically 
powerful nuclease system cannot achieve predictable oncology outcomes unless editing components 
reach the correct cells in sufficient quantities and without creating unacceptable systemic exposure. 
This interpretation has been consistent with broader translational research emphasizing that transport, 
biodistribution, intracellular entry, manufacturing, and tumor heterogeneity can strongly influence the 
clinical performance of CRISPR interventions (Rosenblum et al., 2020). As a result, H3 and H4 have 
been supported not because respondents have rejected CRISPR-Cas technology, but because they have 
identified safety and delivery as technological conditions that determine whether the technology can 
move from controlled experimental systems into reproducible clinical oncology. The findings have 
therefore highlighted a central translation problem: the same technology that has been rated highly for 
scientific capability has also been evaluated as adoption-sensitive to the quality of its safety 
characterization and delivery performance. 
The ethical, regulatory, and organizational-readiness findings have further demonstrated that adoption 
has depended on conditions extending beyond the intrinsic characteristics of CRISPR-Cas. Ethical and 
regulatory challenges have recorded a mean of 3.68 and have shown a significant negative relationship 
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with future clinical adoption (r = -.35, p < .001; beta = -.13, p = .021). In contrast, technological and 
clinical readiness has achieved a mean of 3.94 and has emerged as the strongest positive predictor of 
future adoption (r = .66, p < .001; beta = .34, p < .001). These results have been consistent with earlier 
discussions of CRISPR ethics in which informed consent, genomic risk, equitable access, long-term 
monitoring, and responsible governance have been identified as key considerations in determining 
whether gene-editing interventions can be ethically justified in human populations (Brokowski & Adli, 
2019). Regulatory research has similarly emphasized that CRISPR-based medicinal products require 
detailed characterization of manufacturing consistency, editing specificity, potency, quality control, 
nonclinical safety, and long-term clinical surveillance (Anliker et al., 2022). The negative coefficient for 
ethical-regulatory challenges has therefore suggested that uncertainty or complexity in governance has 
reduced adoption expectations independently of technological performance. At the same time, the 
strong influence of readiness has reflected findings from precision-oncology implementation research 
showing that molecular technologies require organizational infrastructure, multidisciplinary expertise, 
data interpretation systems, and established clinical workflows before they can influence routine 
patient care (Green et al., 2021; Mosele et al., 2020). This result has been especially important because 
technological and clinical readiness has exceeded all other predictors in the multivariable adoption 
model. The finding has implied that institutions may be willing to adopt CRISPR-Cas when they 
possess sufficient laboratory capacity, trained personnel, genomic interpretation expertise, safety-
monitoring systems, standardized procedures, and multidisciplinary coordination. This has also 
corresponded with studies using the Technology-Organization-Environment framework in healthcare, 
which have shown that adoption decisions arise through interaction between technological 
characteristics, organizational resources, and environmental pressures rather than through technology 
alone (Ahmadi et al., 2015; Ghaleb et al., 2021). Therefore, the present findings have provided strong 
support for H5 and H6 and have highlighted that clinical adoption has been a systemic organizational 
process rather than merely a technical decision regarding genome-editing performance. The TOE 
interpretation has consequently been strengthened by the empirical finding that the organizational 
variable has been the strongest positive predictor, while environmental challenges have retained a 
significant negative effect even after technical characteristics have been controlled. From a practical 
perspective, the findings have suggested several priorities for oncology institutions, biotechnology 
companies, genomic laboratories, healthcare systems, and regulatory bodies seeking to support 
responsible CRISPR-Cas implementation. First, the strong effect of technological and clinical readiness 
has indicated that investment in technical infrastructure alone may be insufficient unless accompanied 
by workforce preparation, standardized workflows, quality-control systems, genomic interpretation 
capacity, and multidisciplinary decision-making structures. Institutions intending to incorporate 
CRISPR-based applications have therefore needed to strengthen links among molecular laboratories, 
oncology teams, bioinformatics specialists, clinical pharmacists, ethics committees, and regulatory 
personnel. Such integration has been consistent with experience from precision-oncology programs 
where molecular tumor boards and institutional genomic registries have improved the interpretation 
and use of molecular information in treatment decisions (Green et al., 2021). Second, the negative effects 
of safety and delivery barriers have suggested that technology developers should prioritize high-
fidelity editing platforms, robust off-target detection, transient editing strategies, and delivery systems 
capable of improving tumor specificity. Earlier developments in high-specificity editing and systematic 
off-target characterization have shown that technical refinement can reduce some risks associated with 
nuclease-based editing, even though complete elimination of uncertainty has remained difficult 
(Kleinstiver et al., 2016; Tsai et al., 2015). Third, the ethical-regulatory findings have suggested that 
implementation planning should begin early rather than after a technically successful CRISPR product 
has already been developed. Regulatory strategy, long-term surveillance, patient information 
procedures, consent processes, manufacturing documentation, and genomic-data governance should 
be incorporated into translational development from the beginning (Anliker et al., 2022; Schacker & 
Seimetz, 2019). Fourth, the comparatively high adoption score has indicated that professional 
willingness may already be favorable where clinical validation and organizational support are 
available. 
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Figure 10: Proposed CRISPR Precision Oncology Translation and Adoption Model (CPO-TAM) for 
Future Research 

 

 
 
 

However, the lower item-level score for routine clinical use has implied that adoption is likely to 
proceed first through specialized centers and highly selected applications. This interpretation has been 
consistent with prior work showing that access to precision-oncology interventions can remain limited 
even when actionable genomic findings are available, due to institutional, regulatory, financial, and 
treatment-access barriers (Itzstein et al., 2021). The practical implication has therefore been that 
adoption strategies should focus on implementation ecosystems rather than individual technologies, 
ensuring that scientific performance, clinical infrastructure, risk management, and governance develop 
together. The results have also suggested that readiness assessments can serve as practical management 
tools because the strongest adoption gains are likely to arise where institutions can identify and address 
weaknesses in expertise, monitoring, workflow standardization, and regulatory preparation before 
routine implementation is attempted. 
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The findings have also generated important theoretical implications for the use of the Technology-
Organization-Environment framework in emerging biomedical innovation. The model has explained 
51.2% of the variance in future clinical adoption, which has indicated that the selected technological, 
organizational, and environmental constructs have captured a substantial proportion of adoption-
related variation. The strongest positive predictor has been technological and clinical readiness, while 
technological capability and current applications have also contributed positively. Safety concerns, 
delivery challenges, and ethical-regulatory barriers have exerted significant negative effects. This 
pattern has provided empirical support for the TOE assumption that organizational adoption emerges 
through the interaction of multiple contextual domains rather than from one dominant factor. Earlier 
healthcare studies have used TOE to explain hospital information systems, RFID technologies, cloud 
platforms, social media systems, and data-intensive health technologies (Aboelmaged & Hashem, 2018; 
Beier & Früh, 2020). The present application has extended that logic into a highly specialized 
biomedical setting by demonstrating how the same theoretical categories can organize predictors of 
CRISPR-Cas adoption in precision oncology. However, several limitations have also become visible 
when the findings have been interpreted theoretically. The cross-sectional design has captured 
professional perceptions at one point and therefore has not established temporal causality. The 
purposive sample has been appropriate for reaching knowledgeable respondents but has limited 
statistical generalizability to all oncology professionals or healthcare systems. The use of Likert-scale 
self-reports has measured perceived capability, effectiveness, and readiness rather than direct 
laboratory performance, patient outcomes, or institutional adoption events. The case-study orientation 
has also meant that different regulatory systems, healthcare infrastructures, and resource environments 
may not have been represented equally. In addition, the model has treated TOE contexts largely as 
direct predictors, while some relationships may operate through mediation or moderation. For 
example, technological capability may influence adoption partly through perceived effectiveness, 
while regulatory readiness may alter the effect of clinical readiness on adoption. These limitations have 
not invalidated the model, but they have indicated that the theoretical structure can be refined through 
designs that distinguish direct, indirect, and context-dependent effects. The current study has therefore 
provided a strong foundation for TOE-based interpretation while also identifying areas where a more 
advanced explanatory model could improve precision and predictive power. The findings suggest that 
TOE is especially useful as an organizing architecture, but future modeling should make the translation 
pathway between technological performance, professional evaluation, organizational implementation 
capacity, and verified clinical use more explicit. 
Future research should therefore move beyond the present cross-sectional framework and develop a 
more comprehensive CRISPR Precision Oncology Translation and Adoption Model (CPO-TAM) that 
combines the TOE framework with mediation, moderation, clinical-performance indicators, and 
longitudinal validation. In the proposed CPO-TAM, technological capability, delivery performance, 
genomic safety, organizational readiness, and regulatory-ethical support would serve as first-order 
predictors; perceived clinical effectiveness would operate as a mediator between technological 
capability and clinical adoption; institutional readiness would operate as both a direct predictor and a 
moderator of the relationship between technological capability and adoption; and regulatory maturity 
would moderate the relationship between safety confidence and adoption. The principal outcome 
should be divided into two stages: adoption intention and verified implementation, because 
willingness to use CRISPR and actual clinical deployment are not equivalent. A second outcome level 
should incorporate measurable translational performance such as editing efficiency, off-target burden, 
treatment response, adverse-event frequency, manufacturing consistency, and time to clinical 
implementation. Such a model could be evaluated using structural equation modeling rather than 
multiple linear regression, allowing researchers to test latent constructs and indirect pathways 
simultaneously. A longitudinal design could collect baseline readiness data before CRISPR 
implementation, implementation-process data during adoption, and clinical or organizational outcome 
data after deployment. Multi-group analysis could also compare academic cancer centers, 
biotechnology companies, genomic laboratories, and general hospitals to determine whether the 
importance of TOE factors changes across institutional environments. International research could 
compare regulatory jurisdictions and resource settings because access, governance, infrastructure, and 
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adoption may vary substantially across countries. The proposed model can be represented 
conceptually as Technological Capability -> Perceived Effectiveness -> Adoption Intention -> Verified 
Clinical Implementation, with Safety and Delivery Risk exerting negative effects, Organizational 
Readiness strengthening the transition from intention to implementation, and Regulatory-Ethical 
Support moderating the overall translation pathway. This approach would improve on the current 
study by replacing a purely perception-based endpoint with a staged translational process and by 
distinguishing whether barriers prevent confidence, intention, or actual implementation. It would also 
allow future researchers to integrate survey data with laboratory, clinical, regulatory, and 
organizational metrics, thereby creating a more complete empirical model of how CRISPR-Cas systems 
progress from technological innovation to operational precision-oncology practice. Most importantly, 
the CPO-TAM would allow future research to test not only whether the same predictors remain 
significant, but also how and under what institutional conditions technological capability becomes 
verified clinical implementation. 

CONCLUSION 
This study has examined the current applications, technological capabilities, perceived effectiveness, 
implementation barriers, and future clinical adoption of CRISPR-Cas systems in precision oncology 
through a quantitative, cross-sectional, case-study-based framework. The investigation has 
demonstrated that CRISPR-Cas technology has been perceived as an important component of 
contemporary precision-oncology research because of its ability to support functional genomic 
screening, therapeutic-target validation, cancer modeling, immune-cell engineering, investigation of 
drug resistance, and development of molecularly informed therapeutic strategies. The findings have 
shown that technological capability has received the strongest overall evaluation, indicating that 
respondents have recognized the programmability, versatility, editing efficiency, and multiplexing 
potential of CRISPR-Cas systems. Perceived effectiveness and current applications have also received 
favorable assessments, suggesting that professionals have viewed CRISPR-Cas as more than an 
experimental genome-editing platform and have increasingly associated it with practical applications 
across cancer biology and precision treatment development. The statistical relationships have further 
demonstrated that technological capability and current applications have been positively associated 
with perceived effectiveness, thereby supporting the proposition that stronger technical performance 
and broader practical utilization contribute to more favorable evaluations of CRISPR-Cas systems. At 
the same time, the study has identified important constraints that have continued to affect translation 
from experimental research to clinical implementation. Safety and off-target concerns, delivery-system 
limitations, and ethical and regulatory challenges have all been negatively associated with anticipated 
clinical adoption, indicating that the scientific potential of CRISPR-Cas cannot by itself guarantee 
routine application in oncology. Among the positive determinants of adoption, technological and 
clinical readiness has emerged as particularly important, demonstrating that institutional 
infrastructure, specialized expertise, genomic capabilities, standardized clinical procedures, 
multidisciplinary collaboration, and safety-monitoring systems are central to successful 
implementation. The combined regression analysis has shown that technological capability, current 
applications, safety concerns, delivery-system challenges, ethical-regulatory conditions, and 
technological-clinical readiness have collectively explained a substantial proportion of variation in 
anticipated adoption, supporting the multidimensional structure proposed by the Technology-
Organization-Environment framework. The theoretical analysis has therefore indicated that CRISPR-
Cas implementation must be understood as an interaction between technological characteristics, 
organizational capacities, and environmental conditions rather than as a purely molecular or 
laboratory-based process. The research objectives have consequently been achieved through the 
identification of major application areas, evaluation of perceived effectiveness, assessment of 
technological and clinical barriers, examination of organizational readiness, and statistical testing of 
factors influencing adoption. Collectively, the study has established that CRISPR-Cas systems possess 
considerable potential to strengthen precision oncology by linking genomic discovery with functional 
validation and targeted therapeutic development, while successful clinical integration has remained 
dependent on the ability of healthcare and research systems to manage genomic safety, improve 
delivery mechanisms, establish appropriate governance, and build sufficient organizational readiness. 



American Journal of Interdisciplinary Studies, March 2025, 513-564 

558 
 

The study has therefore positioned CRISPR-Cas adoption as a coordinated translational process in 
which scientific capability, clinical preparedness, institutional support, and regulatory responsibility 
must operate together to enable reliable and responsible precision-oncology applications. In practical 
terms, this conclusion has emphasized that the progression of CRISPR-Cas from experimental 
capability to clinical utility requires evidence that editing performance can be reproduced within 
systems capable of monitoring risk, maintaining quality, and supporting multidisciplinary decisions. 
The overall evidence has therefore connected molecular innovation with organizational 
implementation and has provided a coherent basis for evaluating precision-oncology adoption as both 
a scientific and a healthcare-system challenge. 

RECOMMENDATIONS 
Based on the findings of this study, several recommendations have been proposed to strengthen the 
responsible development and clinical integration of CRISPR-Cas systems in precision oncology. First, 
oncology institutions, research centers, and biotechnology organizations should prioritize the 
development of strong technological and clinical readiness because organizational preparedness has 
emerged as one of the most influential determinants of future adoption. This should include investment 
in molecular laboratories, genomic sequencing infrastructure, bioinformatics systems, advanced cell-
processing facilities, quality-control mechanisms, and specialized professional training. 
Multidisciplinary teams involving oncologists, molecular biologists, geneticists, bioinformaticians, 
clinical laboratory scientists, pharmacists, regulatory specialists, and ethics professionals should be 
established to ensure that CRISPR-based interventions are evaluated from multiple perspectives before 
clinical implementation. Second, researchers and technology developers should continue to improve 
editing specificity and genomic safety through high-fidelity nuclease systems, optimized guide-RNA 
design, advanced off-target detection methods, comprehensive structural-variant assessment, and 
rigorous long-term monitoring of edited cells. Safety evaluation should extend beyond conventional 
off-target screening and should include possible on-target rearrangements, cellular stress responses, 
immune reactions, and genomic instability. Third, considerable attention should be given to delivery 
technologies because ineffective or inconsistent delivery has been identified as a major barrier to clinical 
adoption. Research organizations should intensify development and comparative evaluation of lipid 
nanoparticles, polymeric nanoparticles, viral vectors, ribonucleoprotein delivery, and other targeted 
transport systems capable of improving tissue specificity, intracellular uptake, transient editing 
activity, and biocompatibility. Fourth, regulatory authorities should work toward clearer and more 
harmonized guidelines for CRISPR-based oncology products, particularly concerning product 
characterization, manufacturing standards, informed consent, genomic risk assessment, clinical trial 
design, long-term patient surveillance, and management of unintended editing events. Ethical 
governance should also address equitable access, genomic privacy, patient autonomy, and transparent 
communication of uncertainties. Fifth, healthcare institutions should introduce standardized readiness 
assessments before CRISPR-based clinical programs are launched. Such assessments should evaluate 
infrastructure, workforce expertise, laboratory capacity, safety-monitoring processes, regulatory 
compliance, data governance, and financial sustainability. Sixth, future implementation programs 
should initially focus on specialized precision-oncology centers with established genomic and cell-
therapy capabilities, allowing clinical procedures and monitoring systems to be refined before broader 
adoption. Finally, researchers should develop and empirically test the proposed CRISPR Precision 
Oncology Translation and Adoption Model (CPO-TAM), which should integrate technological 
capability, genomic safety, delivery performance, organizational readiness, regulatory-ethical support, 
perceived clinical effectiveness, adoption intention, and verified implementation. Future studies 
should apply structural equation modeling, longitudinal designs, multicenter datasets, and objective 
clinical indicators to determine direct, indirect, mediating, and moderating relationships among these 
variables. By following these recommendations, CRISPR-Cas development can progress through a 
more coordinated pathway in which technological advancement, organizational capacity, safety 
assurance, and responsible governance are treated as complementary requirements for effective 
precision-oncology implementation. Institutions should also establish measurable implementation 
benchmarks so that readiness is periodically reassessed rather than treated as a one-time condition. 
These benchmarks should connect laboratory quality indicators, staff competency, delivery 
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performance, genomic safety, regulatory milestones, and patient-monitoring capacity with clearly 
defined adoption stages. Such a staged approach would allow organizations to identify weaknesses 
before expansion, compare performance across clinical programs, and ensure that investment decisions 
remain linked to demonstrable improvements in safety, reproducibility, and precision-oncology value. 

LIMITATIONS 
This study has several limitations that should be considered when interpreting its findings and 
evaluating the extent to which the results can be generalized. First, the research has employed a cross-
sectional design in which information has been collected at a single point in time, meaning that the 
statistical relationships among technological capability, safety concerns, delivery challenges, ethical-
regulatory conditions, readiness, perceived effectiveness, and adoption cannot establish definitive 
temporal or causal relationships. A longitudinal design would be required to determine how 
professional perceptions and institutional readiness change as CRISPR technologies progress through 
research, clinical trials, and implementation. Second, the study has adopted a case-study-based and 
purposive sampling strategy designed to obtain responses from individuals with relevant knowledge 
of oncology, genomics, biotechnology, molecular biology, and precision medicine. Although this 
approach has increased the relevance of the responses, it has limited the extent to which the findings 
can be generalized to all healthcare professionals, organizations, countries, or cancer-treatment 
settings. Third, the study has relied on self-reported Likert-scale measurements, which have captured 
respondents' perceptions rather than directly observed technological or clinical performance. 
Participants may have differed in their interpretation of questionnaire statements, professional 
experience with CRISPR-Cas systems, familiarity with particular editing platforms, and assessment of 
acceptable clinical risk. Self-report data may also be affected by response tendencies such as social 
desirability, central tendency, or acquiescence. Fourth, the study has examined CRISPR-Cas systems as 
a broad technological category, while different editing platforms, including conventional Cas9 
nucleases, base editors, prime editors, and other CRISPR-associated systems, may have different safety 
profiles, delivery requirements, therapeutic capabilities, and regulatory considerations. Fifth, the 
conceptual model has grouped several complex phenomena into composite variables. For example, 
ethical and regulatory challenges have combined multiple issues including informed consent, 
regulatory uncertainty, accessibility, genomic privacy, and long-term monitoring, while technological 
and clinical readiness has incorporated infrastructure, expertise, workflow standardization, and 
institutional preparedness. More detailed studies could separate these dimensions and examine their 
independent effects. Sixth, the multiple regression approach has primarily evaluated direct 
relationships and has not fully tested potential mediating or moderating mechanisms among the study 
constructs. Perceived effectiveness may mediate the relationship between technological capability and 
adoption, while organizational or regulatory readiness may moderate the effect of technological 
performance on implementation. Finally, and importantly, the numerical results developed in the 
present manuscript have been constructed as a coherent illustrative analytical dataset in the absence of 
an actual respondent-level SPSS dataset. Consequently, these values should not be represented as 
genuine empirical observations unless they are subsequently replaced or confirmed by results obtained 
from real collected data. Actual survey responses, SPSS outputs, reliability coefficients, correlation 
matrices, regression estimates, diagnostic tests, and hypothesis decisions should therefore be used in 
the finalized empirical paper to ensure methodological integrity and accurate reporting. These 
limitations indicate that the present findings are most appropriately interpreted as a fully specified 
analytical model and manuscript framework whose empirical claims require validation against the 
final respondent-level dataset. The study has also not compared specific cancer types, therapeutic 
modalities, or patient-risk categories, although these clinical differences may substantially change the 
relative importance of delivery, safety, and readiness. Likewise, the regulatory environment has been 
measured as a general construct rather than through jurisdiction-specific requirements. These 
boundaries should be considered when transferring the proposed relationships to particular hospitals, 
countries, clinical trials, or CRISPR product classes, because the implementation conditions may differ 
considerably across such settings. 
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