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Abstract. The cumulative pool of cell-free DNA (cfDNA) molecules within bodily fluids represents a highly dense and
multidimensional information repository. This “biological mirror” provides real-time insights into the composition, function,
and dynamics of the diverse genomes within the body, enabling significant advancements in personalized molecular medicine.
However, effective use of this information necessitates meticulous classification of distinct cfDNA subtypes with exceptional
precision. While cfDNA molecules originating from different sources exhibit numerous genetic, epigenetic, and physico-
chemical variations, they also share common features that complicate analyses. Considerable progress has been achieved
in mapping the landscape of cfDNA features, their clinical correlations, and optimizing extraction procedures, analytical
approaches, bioinformatics pipelines, and machine learning algorithms. Nevertheless, preanalytical workflows, despite their
profound impact on cfDNA measurements, have not progressed at a corresponding pace. In this perspective article, we
emphasize the pivotal role of robust preanalytical procedures in the development and clinical integration of cfDNA assays,
highlighting persistent obstacles and emerging challenges.
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1. Introduction

The cancer genome exhibits diverse DNA mutations, epigenetic changes, and gene expressions
evolving with the disease and treatment [1–4]. These molecular changes are largely conserved in cell-
free DNA (cfDNA) [5], an umbrella term which refers to the total population of both mutated and
wild-type DNA fragments released from diverse sources into various bodily fluids, such as blood,
urine, and cerebrospinal fluid [6–8]. Among the diverse origins of cfDNA, circulating tumor DNA
(ctDNA) originating from tumors and coursing through the circulatory system represents the most
well-characterized biospecimen type. Molecular profiling of ctDNA as an auxiliary or substitute test
for tissue biopsies (TB) is becoming an increasingly popular and versatile tool in precision oncology
[9]. While TB remains the benchmark technique for various indications of lung cancer, ctDNA assays
offer many unique advantages, e.g., minimally-invasive sample collection, longitudinal sampling and
temporal characterization of mutations, as well as higher resolution mapping of intra- and inter-tumor
genetic heterogeneity [6–9]. Numerous studies have highlighted these benefits [10–13], underscoring
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the potential of ctDNA profiling not only as a valuable complementary approach to TB but also a key
step in rapidly transforming personalized care of lung cancer patients.

However, despite the great leaps made in ctDNA research, clinical implementation remains limited
to a fraction of cases and only a small number of tests have received regulatory approval [9, 14].
Numerous obstacles impede the advancement of ctDNA assays suitable for clinical implementation.
Methodological variables, technical evaluation and validation, somatic mosaicism in plasma (e.g.,
clonal hematopoiesis-derived cancer-associated mutations), and factors that affect variant calling and
data interpretation (e.g., low ctDNA molecule counts and germline variants) pose significant challenges
[9]. Another major barrier, addressed in this paper, is the diverse branching possibilities within each step
of the typical preanalytical workflow, impacting both the quantitative and qualitative aspects of ctDNA
measurements [8, 15–25]. The ctDNA research community has made substantial and continuous efforts
to systematically identify optimal preanalytical conditions, methodologies, and products, while also
attempting to establish global harmonization of standard operating procedures [8, 24, 26]. Despite
some progress, ctDNA preanalytics remains an intricate and evolving matter, with persistent obstacles,
gaps, and emerging challenges yet to be overcome. In this perspective paper, we aim to specifically
illuminate this immense range of preanalytical factors that may affect ctDNA profiling, and in turn
affect the development or implementation of clinical tests.

It is important to note that preanalytical considerations and workflows can vary substantially based
on the specific clinical inquiry and application, such as (i) the type of biospecimen utilized (e.g., blood,
urine, saliva), (ii) the subtype of cfDNA examined (e.g., short vs long fragments, and nuclear DNA
vs mitochondrial DNA), and (iii) the analysis modalities employed (e.g., targeted vs comprehensive
mutational profiling, epigenetic profiling, or extracellular vesicle characterization). However, due to
the limited scope of this article, we do not aim to present a universally applicable solution for ctDNA
preanalytics. Instead, we briefly address some of the most relevant factors influencing ctDNA pre-
analytics, which often overlap, including (1) evolving ctDNA analysis modalities and incongruous
workflows; (2) an excess of commercial products; (3) uncontrolled procedural variables and divergent
protocols; (4) inadequate reference materials; and (5) an incomplete understanding of biological fac-
tors that modulate the properties of ctDNA. Alongside various other unexplored variables, we present
a generalized outline or “map” of the preanalytical factors to be considered (Fig. 1). While existing
informative reviews have offered valuable summaries of the current literature [16–19, 21, 24, 25, 27,
28], our aim is to provide accessible reference points, which are non-exhaustive, facilitating navigation
through the vast landscape of ctDNA preanalytics.

2. Evolving cfDNA analysis modalities vs incongruous workflows

For several decades, the rationale and experimental methodology underlying cfDNA research have
remained relatively straightforward. In clinical studies, the research framework typically consisted of
the following: (a) the predominant “target” cfDNA molecules comprised mono-nucleosomes, approxi-
mately 166 bp in length, released through apoptosis, (b) isolation of cfDNA from human blood plasma
or serum, and (c) profiling total cfDNA levels, point mutations, DNA sequence origins, and correlating
them with specific disease indications. However, remarkable advancements in our understanding of
the biological properties of cfDNA, analytical methods and technologies have recently led to a trans-
formative shift in the field, resulting in the emergence of novel ctDNA analysis modalities and more
comprehensive approaches that consider the multifaceted nature of cfDNA. This broader perspective
incorporates factors such as epigenetic modifications, structural variations, diverse cellular origins,
and alternative biospecimen types, recognizing that cfDNA analysis encompasses more than just
plasma-derived apoptotic cfDNA fragments. Despite these notable advancements, however, certain pre-
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Fig. 1. Comprehensive map of cell-free DNA (cfDNA) preanalytics. This figure presents a condensed overview of essential
preanalytical factors influencing the quantitative and qualitative aspects of cfDNA measurements. It emphasizes critical ele-
ments to be considered during the preanalytical phase for precise and reliable cfDNA evaluation. While a detailed investigation
of each factor exceeds the paper’s scope, the text discusses pertinent factors influencing cfDNA preanalytics.

analytical aspects, including technical developments, biology-informed design, and logistical solutions
have lagged behind the unique requirements of next-generation ctDNA profiling. Below we present
specific instances of outdated preanalytical procedures utilized in ctDNA profiling, emphasizing the
necessity to reassess and modernize these protocols to ensure optimal analysis outcomes.
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The notion that mono-nucleosomal cfDNA is the sole or most relevant form of cfDNA, while con-
sidering other cfDNA populations as biological noise or contamination, is challenged by a growing
body of evidence [29, 30]. This evidence highlights that a wide variety of cfDNA structures hold
important biological and pathological information (reviewed in [30]). These structures include (i) sub-
nucleosomal (<166 bp) fractions; (ii) mono-nucleosomal and short poly-nucleosomal fractions (e.g.,
up to ∼3000 bp). The properties of these fractions are influenced by factors such as DNA sequence
features, epigenetic modifications affecting DNA conformation, stochastic degradation, and regulated
activity of diverse nucleases [30–33]. Interestingly, the cfDNA populations representing nucleosomal
integers, e.g., mono-nucleosomes, di-nucleosomes, tri-nucleosomes, often exhibit a slightly overrepre-
sented size-population and several differentially-sized subpopulations [34]; (iii) high molecular weight
(HMW) fragments (>10 000 bp); (iv) extrachromosomal circular DNA; (v) neutrophil extracellular
traps (NETs); (vi) DNA-protein complexes; (vii) extracellular vesicle (EV)-associated DNA; (viii)
various forms of mitochondrial DNA, as well as (ix) various species of single-stranded DNA. In addi-
tion to the characterization of sequence-features of differently structured cfDNA fragments, a variety
of epigenetic features of cfDNA are being characterized for their clinical utility as biomarkers. While
some landmark studies have demonstrated higher densities of disease-defining genetic and epigenetic
features in specific cfDNA subpopulations (reviewed in [29, 30, 35, 36]), large-scale systematic map-
ping of this phenomenon remains to be undertaken. Furthermore, while the majority of research has
focused on the profiling of cfDNA in the circulatory system, cfDNA is increasingly characterized
in non-blood bodily fluids. This is because a growing body of evidence indicates that bodily fluids
in closer proximity to the diseased tissue or organ of interest naturally contain a higher number of
absolute target molecules compared to blood [37, 38]. Evidence of enhanced representation of disease
status achieved by cfDNA profiling in non-blood bodily fluids include saliva for oral cancers [39],
urine for bladder cancers [40, 41], stool for colorectal cancers [42, 43], cerebrospinal fluid for brain
cancer [44–46], as well as cervical smears [47], or uterine lavage [48] for gynecological cancers [49].

These new insights present both opportunities and challenges in cfDNA preanalytical procedures.
Existing studies have primarily focused on optimal preanalytical procedures for the characterization of
DNA mutations in mono-nucleosomal cfDNA fragments. However, it is evident that different preana-
lytical procedures and products (e.g., isolation of cfDNA using automated extraction using magnetic
beads) may introduce bias and show varying efficiency towards differently structured cfDNA popu-
lations (reviewed in [24]). Further research is required to establish suitable preanalytical workflows
for these diverse cfDNA subpopulations. Additionally, while preanalytical standardization for cfDNA
profiling has primarily focused on blood specimens, it is crucial to optimize and establish preanalyt-
ical procedures for each respective bodily fluid due to the unique nature and composition of cfDNA
molecules and the inherent differences among bodily fluids in terms of stability and composition.

3. Excessive commercial products

The development of commercial products for ctDNA collection, purification, and profiling is driven
by several factors, such as (i) the genetic and epigenetic heterogeneity of ctDNA, which necessitates
the development of various methods for optimal capture and analysis of the diverse range of ctDNA
variants, (ii) diverse methodological preferences of laboratories, wherein various considerations (such
as ease of use, speed, robustness, automatability, scaling and cost) opens up the space for alterna-
tive products, (iii) technical advancements and rapidly evolving analysis modalities, which motivates
commercial vendors to continuously innovate and deliver cutting-edge solutions and technologies,
(iv) the need for customization and flexibility, which would enhance the ability of researchers and
institutions to tailor preanalytical steps to their specific requirements, motivates the development of
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modular systems and customizable workflows, and (v) the versatility of basic scientific principles,
which allows vendors to exploit different chemistries, reagents, isolation and enrichment strategies,
etc., to develop unique intellectual property rights and proprietary technologies. For these reasons,
there is an immensely wide range of commercial products from which to choose for various preanalyt-
ical steps. For example, there are more than 10 different blood collection tubes, more than 50 different
cfDNA extraction kits (many of which are based on different purification principles), and more than
10 different automated cfDNA extraction platforms currently on the market. Individual research stud-
ies have demonstrated highly variable degrees of efficiency and bias among many of these products.
However, rigorous evaluation of product performance concerning different cfDNA subtypes, different
clinical settings and other confounding variables is virtually impracticable. This complicates both the
selection and standardization of preanalytical workflows.

4. Uncontrolled procedural variables and divergent protocols

Comparing studies that evaluate different conditions or products for a specific preanalytical step
often faces challenges arising from an underappreciated mismatch in other experimental parameters.
A meta-analysis of 20 publications examining various cfDNA extraction methods revealed several
issues. Firstly, different methods for blood collection and processing were employed across studies.
Secondly, some studies omitted important procedural information, such as sample storage tempera-
ture. Lastly, all studies employed different DNA quantification methods with varying sensitivities and
biases in quantification and size estimation [24]. Consequently, differences or correlations observed
between studies may not necessarily reflect the qualities of the investigated preanalytical step, method,
or product, but rather may be influenced by unconsidered methodological variables. In addition to these
variables, in both inter-individual and inter-laboratory contexts, subtle variations in the utilization of
the same product or execution of identical methods, which may appear insignificant, can indeed have
a substantial impact on measurements. For example, multiple modifiable steps have the potential to
influence the perceived efficacy of a specific DNA extraction method. These include factors such as
sample-thawing temperature, input volume for extraction, presence or absence of carrier RNA, utiliza-
tion of vacuum pump-setups with spin-column kits, modifications in buffers, inclusion or exclusion
of denaturing agents, types of storage tubes, volume of elution buffer, and the number of elution steps
employed [16]. This effect is underscored by poor inter-lab concordance observed in multi-centre
studies [17, 22, 50, 51], as well as several independent external quality assessment schemes (EQAs)
that have not only highlighted significant variability in standard operating procedures (SOPs) but have
also revealed high error rates in the analysis of identical samples across multiple laboratories [52–58].

5. Inadequate reference materials

Standard reference materials (RMs) have various important roles in ctDNA preanalytics: (i) RMs
can serve as benchmark materials for assessing the performance, accuracy, and reliability of assays, (ii)
comparison of expected values to results obtained from RM samples with known ctDNA variants and
concentration enables evaluation of accuracy, precision, sensitivity and specificity, which facilitates
method validation, (iii) RM samples analyzed in parallel with patient samples in routine clinical testing
enables the monitoring of important parameters, such as assay performance, accuracy of results, and
potential technical errors or other issues, (iv) RMs can be used in EQA and proficiency programs to
evaluate inter-laboratory consistency, determine proficiency against established benchmark methods,
as well as facilitate harmonization and standardization of preanalytical workflows across different
laboratories.
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Fig. 2. Overview of circulating tumor DNA (ctDNA) reference materials (RMs) provided by commercial vendors, highlighting
production methods, sources, and current applications.

Despite the availability of diverse commercial vendors offering various types of RMs for specific
applications of ctDNA profiling (Fig. 2), the development and selection of RMs face numerous chal-
lenges. Moreover, a consensus regarding universally agreed upon RMs for ctDNA analysis is currently
lacking. These challenges arise mainly from two interconnected reasons, which contribute to the
absence of widely accepted RMs in the field: First, cfDNA biospecimens often represent multi-analyte
samples that are genetically, epigenetically, and structurally highly diverse and poorly characterized,
which makes it very difficult to create a set of RMs with well-matched qualities. Second, even in
the case of well-characterized cfDNA analytes (e.g., a 167 bp tumor-derived cfDNA molecule with a
specific DNA mutation), most methods that are currently used to produce cfDNA analogues are non-
commutable for certain assays. For example, the primary focus of cfDNA research to-date has been
on the analysis of mono-nucleosomal cfDNA fragments (i.e., ∼167 bp), which can be incorporated
into NGS libraries with relatively high efficiency. Many RMs that mimic these cfDNA fragments are
produced by sonication of longer fragments (e.g., sonication of synthetic DNA or gDNA derived from
cultured cells). However, sonication produces cfDNA fragments with a broader size distribution which
incorporate into sequencing libraries with much lower efficiency [59, 60]. Moreover, sonication has
been shown to damage the ends of DNA molecules, which significantly lowers the rate of adapter
ligation.

The development and selection of commutable RMs face several other challenges due to various
factors related to the biological properties of cfDNA. These factors include: (1) the heterogeneity of
cancer (e.g., development of RMs for pan-cancer screening vs specific cancer); (2) various marker
interrogation approaches (e.g., hotspot mutations vs copy number variations); (3) distinct cfDNA
types available for characterization (e.g., nuclear DNA vs mitochondrial DNA); (4) a wide range of
assay methods available for cfDNA analysis, including fragment sizing (e.g., Bioanalyzer, Tapestation,
Femto Pulse, Fragment Analyzer, Nanopore sequencing,), DNA quantification (e.g., qPCR, Qubit
Fluorometer, Bioanalyzer), mutation analysis (e.g., ddPCR, shallow WGS, NGS panels), and epigenetic
analysis (e.g., ChIP-seq, cfMeDIP-seq), which demand diverse RMs compatible with each method
to ensure accurate measurements; (5) various assay platforms with different workflows and assay
chemistries (e.g., ThermoFisher Oncomine, Illumina TruSight Oncology 500 ctDNA, Sysmex Inostics
Plasma-SeqSensei, Roche Avenio), which may require the selection of RMs suitable for each platform
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to ensure compatibility and reliable results; (6) variability in preanalytical workflows employed by
different laboratories, leading to variations in the behaviour of RMs under different conditions, which
need to be considered when selecting RMs; (7) considerations related to matrix effects, which include
differences between the RM matrix and patient samples, potential interference from DNA-binding
proteins and cell-binding/uptake, pH variations, and the impact of preanalytical factors on the matrix: it
is crucial to differentiate between matrix effects and lack of assay/measurement specificity; (8) diversity
of RMs from different vendors, which often represent different characteristics (see Fig. 2); the selection
of appropriate RMs depends on the specific requirements of the analysis; (9) various methods for RM
production, each one with its own advantages and disadvantages (see Fig. 2). Considering these factors,
it is evident that the biological properties of cfDNA pose significant challenges for the development
and selection of suitable RMs, requiring careful consideration of the specific context and requirements
of each analysis.

6. Biological factors that modulate cfDNA properties

The quantitative and physico-chemical characteristics of the cfDNA population in a specific body
fluid prior to sampling are influenced by a complex network of factors, which are currently poorly
understood. As previously reviewed [30, 61], systematic mapping of the correlation between cfDNA
characteristics and various biological, physiological, pathological and environmental factors can
expand the repertoire of highly specific biomarkers and reveal strategies to enhance the detection
of target cfDNA molecules by either suppressing or leveraging these correlations. Notable examples
demonstrate the potential of these approaches: (i) administration of an intravenous priming agent before
blood collection has been shown to increase the abundance of cfDNA in biospecimens by counteracting
cellular clearance and cfDNA uptake [62]; (ii) the relative contribution of cfDNA-modulating factors,
such as food intake, time-of-day, or physical activity, to the pool of target molecules versus background
cfDNA remains unknown. Establishing robust correlations would enable control of patient conditions
before biospecimen collection to maximize the extracellular presence of target molecules [24]; (iii)
understanding the physico-chemical features of different cfDNA populations can facilitate the adap-
tation or development of purification methods with enhanced capacity to capture target molecules
or exclude background cfDNA. Tailoring extraction and purification procedures to specific cfDNA
size subpopulations or exploiting unique epigenetic properties, such as cancer-associated methyla-
tion patterns (e.g., with increased affinity for gold-nano particles [63]), can improve selectivity [64].
These advancements hold promise for optimizing cfDNA preanalytics and maximizing the detection
of clinically relevant cfDNA biomarkers.

7. CfDNA preanalytics in practice

Despite biological and preanalytical limitations, certain applications of cfDNA, such as qualitative
or absolute detection of single or a small number of mutations in advanced stage cancers, can be
sufficiently robust and reliable using standard preanalytical workflows. This depends on the sensitivity
of the method employed, such as digital droplet PCR (ddPCR) or next-generation sequencing (NGS)
assays with error correction. On the other hand, qualitative whole exome sequencing or whole genome
sequencing of cfDNA presents challenges, but may be feasible under specific conditions, including high
input cfDNA, advanced stage cancer, high method sensitivity, and parallel measurement of leukocyte
DNA to mitigate misdiagnoses resulting from clonal hematopoiesis of indeterminate potential (CHIP).
In the future, serial monitoring of mutation load and ctDNA will be crucial in cancer management.
This includes both qualitative and quantitative assessment of ctDNA levels in the blood. However,
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successful implementation requires control of various variables, such as analytical, preanalytical, bio-
logical, physiological, and concomitant disease-related factors that can influence results. Moreover,
the choice of quantification method, whether relative variant allele frequency (VAF) or absolute con-
centrations (ng/ml) of ctDNA, needs to be defined and standardized. Methodological consistency is
particularly critical for protein biomarkers and even more complex for ctDNA, necessitating strict
adherence to the same extraction and quantification methods to ensure accurate interpretation of seri-
ally collected data during therapy and disease monitoring. These considerations highlight the need for
careful standardization and optimization of preanalytical workflows to maximize the reliability and
utility of ctDNA-based diagnostics and monitoring strategies in clinical practice.

8. Concluding remarks

Standardization and wide-spread harmonization of preanalytical workflows are crucial for optimiz-
ing the sensitivity, specificity, and robustness of cfDNA assays, facilitating their clinical integration.
However, this is a complex task which requires careful consideration and consolidation of numerous
overlapping factors and recommendations. An important step in the development of standardized pro-
tocols is the establishment of reference ranges for performance and bias for each step in a preanalytical
workflow, and this process should involve thorough mapping and consideration of confounding pro-
cedural variables and divergent protocols that impact measurements. Standardized workflows will not
only enable consolidation of commercial products for cfDNA analysis but also allow the integration
and control of factors such as equipment availability (e.g., use of automated vs manual methods or
high-speed vs low-speed centrifuges, which may depend on institutional funding), proximity to testing
laboratories, as well as differences in sample handling by technicians with varying skills and training.
The development and continual revision of evidence-based best-practice guidelines, along with rigor-
ous external quality assessment schemes (EQAs) guided by clear rules for quality control measures set
by regulatory authorities, such as the Guidelines of the German Federal Association (Rili-BäK), can
further aid in establishing standardized workflows [26]. In line with this, other regulatory committees or
consortia, such as the European Committee for Standardization (CEN), the European Organisation for
Research and Treatment of Cancer (EORTC), the European consortium CANCER-ID, and Bloodpac,
have proposed preanalytical guidelines for practical use, and this will have a crucial role in coordi-
nating and guiding standardization efforts. However, it should be noted that these guidelines currently
exhibit variability, limited availability, and face various other challenges including: (i) implementa-
tion variability across laboratories and institutions due to differences in equipment, sample handling,
and technician expertise, leading to inconsistent practices; (ii) difficulties in widespread adoption and
compliance due to existing protocols, limited resources, and resistance to change; (iii) challenges in
keeping the guidelines up to date with evolving cfDNA analysis modalities, technologies and incorpo-
rating new findings; (iv) complex task of standardizing preanalytical practices across diverse platforms
and technologies used in cfDNA analysis; (v) need for robust scientific evidence and validation studies
to support the guidelines, considering the heterogeneity of cfDNA and complex preanalytical factors;
and (vi) requirement for international consensus to achieve global harmonization and comparability.
Addressing these challenges will enhance the effectiveness and practicality of preanalytical guidelines,
providing clearer steps and criteria for future studies. This approach will guide researchers towards
increasingly comprehensive documentation and description in studies, thereby improving the compa-
rability of studies, which in turn will generate higher quality data for evidence-based guidelines and
protocols.

Lastly, it is important to recognize the impracticability of a universally applicable preanalytical
workflow. Instead, preanalytical approaches should be tailored to specific contexts rather than treated
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as a one-size-fits-all solution. Distinct workflows and reference materials should be developed for
different biospecimens (i.e., various bodily fluids), cfDNA subtypes (e.g., short vs long fragments),
and cfDNA analysis modalities (e.g., mutational vs epigenetic profiling]. Tailoring workflows will be
facilitated by evidence-based approaches that stem from an improved understanding of the biological,
physiological, and environmental factors influencing cfDNA properties. In this context, it is essential
to acknowledge the rapid evolution of cfDNA analysis strategies and the evolving definition of cfDNA
and ctDNA, necessitating ongoing adaptation and refinement of preanalytical approaches.
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