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Abstract 

The release of fetoplacental cell-free DNA (cfDNA) into the maternal bloodstream 

opened up new avenues towards noninvasive prenatal testing (NIPT) for aneuploidies, 

hereditary DNA mutations and other pregnancy-related developmental disorders. 

Increasingly, cfDNA catches interest for its noninvasive screening value in other areas 

as well, including oncology. Although there are indications that cfDNA fragmentation 

is a non-random process, the etiology and different structural aspects of cfDNA are 

still not well known. The emerging field of cfDNA fragmentomics investigates the 

existence of tissue and disease specific cfDNA signatures and the chemistry and 

biology underlying the fragmentation process. This review sheds light on recent 

developments in cfDNA fragmentomics and illustrates their significance in NIPT 

improvement and beyond. 

We discuss aspects of fragment size distributions, epigenetic correlations and 

putatively enriched cfDNA fragment-end compositions. Combinatorial fragmentomic 

efforts have provided more insights into the roles of different enzymes that contribute 

to the fragmentation process in the tissue of origin and in the bloodstream. Altogether, 

these studies revealed multiple fragmentomic-related biomarkers that can be used to 

make noninvasive screening and other types of clinical use of cfDNA more robust, by 

raising its distinctive capacities. This includes multiple complementary approaches to 

determine the fetal fraction, a key determinant in NIPT. Furthermore, these 

developments translate to a better understanding of the encountered cfDNA patterns 

and will catalyze the expansion of screening possibilities in NIPT and beyond.  
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INTRODUCTION 

 Invasive prenatal testing methods such as 

amniocentesis and chorionic villus sampling (CVS) pose 

iatrogenic risks for both mother and fetus.1 This problem 

could be overcome by using safer methods based on 

maternal blood sampling in prenatal screening. The 

presence of intact nucleated cells of fetal origin in the 

bloodstream of pregnant women was first reported in 

18932, and later prompted speculation of their clinical 

significance and potential applications in noninvasive 

prenatal testing (NIPT).3 Although the existence of 

double-stranded cell-free DNA (cfDNA) in blood was 

first demonstrated in 19484, qualitative evidence for 

presence of cell-free fetoplacental DNA (cffDNA) traces 

among the cfDNA pool of the carrying mother was not 

found until 1997.5 Parallel advancements in nucleic acid 

analysis methods consequently promoted development of 

strategies for quantification of cffDNA from maternal 

blood samples as an alternative approach to perform 

prenatal genome screening.6 The first successful 

demonstrations of cffDNA-based screening advocated 
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the improved patient safety, operational ease, time 

efficiency and scalability as compared to invasive 

methods.7-9  

 In the subsequent decade, fast-paced concurrent 

developments in sophisticated sequencing technology 

further enabled increasingly accurate restoration of the 

fetal genome from maternal plasma, even reaching the 

point of full recovery of the entire fetal genome.10 

 The levels of cffDNA in pregnant women are 

dynamic during the entire pregnancy, reaching highest 

levels near delivery.11 Delivery is succeeded by rapid 

biphasic clearance from the maternal plasma, with 

estimated cffDNA half-lives of 1 hour and 13 hours 

respectively, rendering it undetectable typically within 

two days postpartum.12 Increased levels of cffDNA have 

been correlated to fetal aneuploidy8,13 but also to 

pregnancy anomalies including pre-eclampsia14,15, 

hyperemesis gravidarum16 and premature labor.17 

However, increased cfDNA levels alone have limited 

diagnostic value at the individual patient level. Initial 

cfDNA-based screening offered opportunities to 

perform fetal sex determination, identify paternally 

inherited traits and detect fetal aneuploidies.7,9,18 The 

major breakthrough came in 2008 with the first 

description of exploring cffDNA with next-generation 

sequencing, allowing for noninvasive detection of fetal 

trisomies by increased levels of cfDNA originating from 

chromosomes 13, 18 or 21 in maternal blood.19,20 

Noninvasive restoration of the entire fetal genome10 was 

followed by genome-wide noninvasive aneuploidy 

detection18 and noninvasive aneuploidy detection in 

multiple pregnancies.21-23 The discovered potential of 

cfDNA as an alternative, reliable and noninvasive 

diagnostic source led to rapid clinical implementation as 

a second (after combined testing) or first-tier test in 

prenatal screening24-29 (Figure 1). 

 

 
 

Figure 1. Timeline of the main events leading towards the 

development of NIPT 

 

 Analogously to the successive developments 

preceding clinical NIPT integration, the detection of 

tumor-derived cfDNA, referred to as circulating tumor 

DNA (ctDNA), was pivotal in the development of 

noninvasive cancer detection methods, also known as 

liquid biopsies.30 The fields of oncology and prenatal 

screening and diagnostics perpetually exchange 

developments, and sometimes even intersect when 

ctDNA is detected during NIPT.29,31 Also in cardiology 

and neurogenetics, liquid biopsies have been shown 

useful for clinical monitoring, for instance for heart 

failure32 and neuronal atrophy.33 Somewhat less known, 

but not less promising, are the pioneering efforts in 

cfDNA-based organ transplants monitoring34,35 and 

cfDNA-based diagnostics of parasitic36, viral37 or 

bacterial38 infections. Moreover, other medical 

disciplines have reported presence of cfDNA in body 

fluids other than blood plasma, including urine and 

saliva, which in turn provides stimulus and opportunities 

for further expansion of noninvasive medical research.  

 Despite its widespread use in clinical practice, most 

molecular features of cfDNA itself remained poorly 

studied for a long period and much of the underlying 

biology remains to be resolved. Recent attempts to 

elucidate other cfDNA characteristics have consistently 

demonstrated reproducible cell-type specific patterns in 

fragment size distributions, genomic origin and other 

features such as methylation profiles. These consistent 

observations indicated that cfDNA fragmentation is a 

non-random process, which sparked impulse in the 

emerging field of ‘cfDNA fragmentomics’. Deciphering 

the architecture and etiology of cfDNA landscapes may 

lead to better understanding of the involved biological 

processes and could provide novel insights for improving 

diagnostics and screening including, but not limited to, 

NIPT. This review sheds light on the recent 

developments in the field of cfDNA fragmentomics and 

aims to illustrate their significance for NIPT. 

 

FRAGMENT SIZE DISTRIBUTION PATTERNS 

 Early observations of increased cfDNA levels in 

cancer patients raised questions regarding the tissue of 

origin of the excess cfDNA.39 Tumor-specific altered 

methylation patterns allowed Jahr and colleagues to 

discriminate between ctDNA and non-ctDNA pools, and 

to determine the tumor-derived fraction in patient 

samples.40 The same authors demonstrated a correlation 

between the presence of apoptotic or necrotic tissue and 

increased overall cfDNA levels, supporting the concept 

that tumors likely contribute to elevated cfDNA levels. 

Their results suggested necrotic cells dispose of large 

DNA fragments (>10,000 bp) whereas apoptotic tissue 

produced smaller fragment sizes of approximately 180 

bp, and multiples thereof, reminiscent of earlier reported 

nucleosomal fragmentation patterns found in apoptotic 

cells.41 cfDNA size features continued to be studied 

hereafter, with use of electrophoresis techniques, 

quantitative PCR and more recently massively parallel 

paired-end sequencing.42 

 

 
Figure 2. Schematic overview of the ‘beads-on-a-string’ 

architecture of nuclear DNA. ~146 bp DNA winds around a 

core histone octamer to yield a nucleosome core unit. When the 

linker histone H1 binds to this complex, an additional ~10 bp 

on both DNA ends are bound, yielding a chromatosomal unit 

encompassing ~166 bp in total. These units are interspaced by 

linker DNA of arbitrary length. Intermediate condensed 

structures are not displayed. 
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 In pregnant women, it was found that the size 

distribution of cffDNA shifts to be slightly shorter on 

average than that of cfDNA fragments originating from 

maternal tissue.43 A paired-end sequencing study by Lo 

and colleagues in 2010 aided in the accurate 

determination of cfDNA size distributions, revealing a 

major ~166 bp peak, a less pronounced ~143 bp peak and 

recurrent 10 bp-interspaced declining peaks for cfDNA 

from pregnant women, which is composed of both 

maternal- and fetal-derived fractions. In the fetal derived 

cfDNA, the difference between the 166 bp and 143 bp 

peak was smaller compared to the difference seen for the 

maternally derived fragments, confirming that the fetal 

fraction is enriched for the shorter (~143 bp) 

fragments.10 As with DNA from apoptotic tumor tissue, 

these fragment sizes are reminiscent of the nucleosomal 

‘beads-on-a-string’ organization of nuclear DNA, since 

they reflect the dimensions and periodicity of histone-

wound sequences44 (Figure 2). 

 This remarkable shift in size distribution instigated 

approaches to discriminate fetal from maternal cfDNA 

from the combined pool present in maternal plasma. 

Especially in early gestation, a low fetal fraction and 

high background maternal signal pose a major hurdle for 

the sensitivity of NIPT.45 The discovery of distinct size 

distributions prompted the concept that low-abundance 

cffDNA could be enriched for by size selection. This led 

to multiple novel size-based approaches to effectively 

increase the detected fetal fraction.46-51 Yet, while 

increasing the detected fetal fraction, this type of 

enrichment was also shown to reduce the total count of 

cffDNA molecules detected, counterproductively 

impacting the statistical significance of any aberrations 

of interest detected.52 Instead, by applying size-based 

discrimination in silico, size distribution shifts were 

found to be of diagnostic purpose in sex-independent 

fetal fraction determination53, identification of aneuploid 

pregnancies54 and distinguishing fetal aberrations from 

maternal ones.55 Especially in aneuploidy detection, both 

size distribution shifts and read counts of potentially 

aneuploid fetal chromosomes can function cooperatively 

to achieve supplemented and accurate results. Similarly, 

ctDNA fragment size as fragmentomic marker has 

shown to be of value for enhanced noninvasive detection 

of cancers.56 

 

EPIGENETIC PATTERNS IN 

FRAGMENTOMICS 

 The first concrete evidence linking the size 

distribution of cfDNA to the nucleosomal organization 

was found in 2008 by using paired-end sequencing to 

demonstrate that the ends of cfDNA fragments map to 

genomic chromatin regions covered by nucleosomes, 

such as regions surrounding transcribed genes.20 The 

authors emphasized consistent periodic alignment of 

cfDNA fragments just downstream of transcriptional 

start sites, which is in line with characterized eukaryotic 

histone occupancy at such genomic loci.57 This relation 

between nucleosome positions and distribution and 

length of cfDNA has been confirmed with different 

approaches by several independent groups, even 

allowing the determination of genome wide nucleosome 

pattern based on starting positions of sequence 

reads.53,58,59 Moreover, it was found that cfDNA 

originating from mitochondria and viruses are 

abundantly enriched for smaller sized (<50bp) fragments 

which explicitly do not obey the periodic distribution 

patterns as found for cfDNA of nuclear origin.10,58 Given 

that the mitochondrial and viral genomes use alternative, 

non-nucleosomal, DNA packaging mechanisms60, these 

findings support the theory that nuclear-derived cfDNA 

fragmentation is not a random process and might be 

associated with detailed aspects of nucleosomal 

organization. 

 Nucleosomal occupancy is strongly associated with 

the transcriptional activity of specific genomic 

regions.61,62 Methylation of cytosine residues at the DNA 

level has been shown to moderate a nucleosome’s 

positioning and its regulatory effects.63,64 Studies on 

tissue-specific differential methylation of genomic 

regions, and especially dysregulation thereof, contributed 

to profound understandings in cancer research.65 The 

discovery that epigenetic nucleic acid modifications, 

rather than the actual DNA sequence itself, could be used 

for discriminating cfDNA originating from different 

tissues caused interest in the development of tissue-

specific diagnostic and therapeutic strategies.  

 For the NIPT field, this logically translated into 

attempts to discriminate cffDNA from a maternal cfDNA 

pool, based on fetoplacental tissue-specific hyper-

methylated genomic regions. The SERPINB5 locus on 

chromosome 18 was the first of such regions on which 

this principle was demonstrated to determine fetal 

trisomy 18.66 A decade later, this extrapolated to 

methylotyping over 5,000 regions in parallel, 

simultaneously distinguishing cfDNA from a range of 

tissues including the placenta.67 Major advantages over 

conventional methods include that the procedure does not 

require knowledge on parental haplotypes nor on fetal 

sex. However, distinguishing hypo-methylated fetal 

DNA typically involves toxic bisulfite treatment which 

extends the laboratory workflow and notably is known to 

degrade more than 90% of the DNA present in a 

reaction.68 For NIPT in particular, this is a major 

drawback, as the fetal fractions studied already are very 

low. Methylation-sensitive enzymatic restriction, as a 

cheaper alternative method, is mainly limited in terms of 

which sequences can be targeted. Methylated DNA 

immunoprecipitation offers a relatively flexible and 

sensitive approach, but involves more costly tailored 

antibodies. A combination of these strategies has recently 

allowed for a methylation-based estimation of the fetal 

fraction.69 

 Methylation-sensitive digestion of the cfDNA pool, 

in which methylated nucleotides are protected from 

degradation, depletes abundant hypo-methylated 

maternal sequences, allowing to increase the fraction of 

cffDNA. Hyper-methylated fetoplacental genomic loci, 

such as RASSF1A, SOX14 and TBX3, may serve as useful 

marker candidates in such enrichment approaches.70,71 

Further exploration of the fetoplacental methylome 

showed that, overall, it is initially hypo-methylated, but 

dynamically changes with gestational age.72 This 

suggests that the most pronounced maternal-fetal 

methylome differences occur within the first trimester, 

when most NIPT analysis are performed, as compared to 

the third trimester, in which cffDNA was found to be 

relatively more methylated. In contrast to most 
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conventional genetic markers, this highlights that 

reversibility and fluctuation of epigenetic markers need 

to be taken into account when setting up assays. 

Dysregulation of the normally tightly regulated placental 

epigenome is associated with impaired fetal 

development and placental dysmorphology, prompting 

recent efforts to demonstrate methylotyping of cffDNA 

could also serve an inherent diagnostic purpose, rather 

than solely providing complementary approach for fetal 

fraction determination.73 

 Apart from DNA-methylation, a myriad of histone 

modifications has been characterized that mediate 

nucleosomal positioning.74 By maintaining a tailored 

nucleosomal organization, these factors constitute a 

tissue-specific epigenetic transcription control. As a 

consequence, nucleosomal organizations retain 

genotype-independent information on the corresponding 

tissue of origin. Deep sequencing of cfDNA pools has 

been shown to yield alternate coverages around tissue-

specific genes compared to housekeeping genes, indeed 

suggesting that cfDNA mapping can be used to trace 

back the nucleosomal landscape architecture and thereby 

link it to the tissue of origin.75 Whereas in healthy 

individuals the majority of the cfDNA pool is of 

hematopoietic origin, cfDNA pools of different types of 

cancer patients reflect increased contributions coming 

from corresponding tumor tissues.59 A differential 

tissue-specific histone architecture is expected to result 

in a shift of mapped cfDNA fragment ends, as histone 

depleted regions are expected to be degraded, and vice 

versa. Bioinformatic analysis of such cfDNA 

fragmentation patterns enabled researchers to determine 

which tissues largely contributed to the cfDNA pool.76,77 

 These results suggest that in cfDNA research, 

nucleosomal profiling offers alternative approaches for 

distinguishing genetic material based on the tissue of 

origin. This was quickly demonstrated to be useful for the 

detection and monitoring of several types of cancer.59,76,77  

 For NIPT, adequate characterization of fetoplacental-

derived sequences can serve as a complementary strategy 

to determine the fetal fraction with improved accuracy, 

but it enables more than just that. Knowledge on the 

tissue of origin offers possibilities, for instance, to 

distinguish between fetuses in multiple pregnancies or to 

distinguish between fetal anomalies and maternal mosaic 

anomalies if for instance a trisomy 8 is found.78 Similarly, 

noninvasive detection of epigenetic markers on ctDNA 

allows for tracing back the tissue where the tumor is 

located.79 At the intersection of perinatal medicine and 

oncology, NIPT results sometimes display maternal 

cancer signatures29, which can be linked to a potential 

tissue of origin for adequate confirmation by further 

diagnostics.  

 

 

 

Table 1. Overview of characterized fragmentomic markers suitable for distinguishing between maternal and fetoplacental 

cfDNA, and their relevant applications in NIPT. 

 

Fragmentomic 

marker 

Maternal cfDNA Fetoplacental 

cfDNA 

Applications in NIPT References 

Predominant 

fragment size 

(mode) 

Approximately 166 

bp 

Approximately 143 

bp 

• Fetal fraction determination 

• In vitro & in silico enrichment for 

fetal fraction 

• Distinguishing between fetal and 

maternal aberrations 

 

46-51,54,55 

Alignment of 

fragment ends 

related to genomic 

nucleosome 

positions 

 

Most fragment ends 

map to the linker 

DNA regions 

between 

nucleosomes 

Most fragment ends 

map to the boundary 

regions of 

nucleosomal DNA 

• Fetal fraction determination 

• In silico enrichment for fetal 

fraction 

• Distinguishing between fetal and 

maternal aberrations 

53,76,81 

Methylation 

profiles of 

fetoplacental-

specific 

activated/silenced 

genes 

Baseline 

methylation profiles 

Hypo- or 

hypermethylated 

with respect to the 

maternal cfDNA 

baseline profiles 

• Fetal fraction determination 

• In vitro enrichment for fetal 

fraction 

• Aneuploidy detection based on 

allelic ratio 

• Distinguishing between fetal and 

maternal aberrations 

• Detection of methylation-

associated fetal dysmorphologies 

 

66,67,70-73 

Tetranucleotide 5’ 

fragment end 

motifs 

Baseline end-motif 

frequencies 

- Increase in CCCA, 

CCAA, CAAA end 

motifs 

- Decrease in 

ACTT, ACCT, 

CTGG end motifs 

 

• Fetal fraction determination 

• In silico enrichment for fetal 

fraction 

87 

Fragment end 

staggered end 

length (mean) 

21 nt 19 nt • Fetal fraction determination 

• In silico enrichment for fetal 

fraction 

86 
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cfDNA FRAGMENT END PATTERNS 

 The fact that cffDNA fragments are generally shorter 

than maternal cfDNA fragments prompted to study 

differences in genomic preferred end-sequences between 

maternal and fetoplacental cfDNA. Ultra-deep cfDNA 

sequencing of these fragment ends led to the 

characterization of fetal-specific preferred genomic 

sites.80 The same study demonstrated the use of the 

identified preferred fragment ends for determination of 

the fetal fraction. An even more accurate estimation of 

fetal fraction could be calculated by combining 

information on both fragment size and preferred 

fragment ends.81 The authors showed that such a 

combinatorial approach can increase the reliability of 

noninvasive prenatal trisomy 21 detection by enrichment 

for fetal fragments. 

 As briefly discussed above, fetal fragments are 

somewhat shorter than maternal fragments. The shorter 

fetal fragments are too short to fully wrap around a 

histone octamer twice, in contrast to maternal fragments 

which typically measure ~166bp, the length needed to 

span a complete nucleosome, including H1 (Figure 2). 

This difference is reflected by the breakpoints of both 

fetal and maternal cfDNA. Breakpoints of long (170-250 

bp) fragments map to linker DNAs that interspace 

nucleosomal sequences, whereas ends of short (60-155 

bp) fragments map to the border and central regions of 

nucleosomal DNA. This confirms that fragmentation of 

fetoplacental DNA frequently occurs at histone-bound 

sequences, whereas maternal DNA is mostly cleaved at 

the linker DNA sequences in between histones. Further 

proof was obtained by determining chromatin-

accessibility using a transposase, which makes cuts in 

non-nucleosomal DNA. Such transposase treatment 

resulted in cleavage of nucleosomal fetoplacental DNA, 

but not of nucleosomal maternal DNA.81,82 This suggests 

that fetoplacental DNA is less tightly packed around 

histones, resulting in increased accessibility for putative 

enzymes involved in fragmentation during apoptosis, 

which leads to shorter fragments as compared to 

maternal DNA fragmentation.  

 Researchers reasoned that if cfDNA fragmentation is 

indeed non-random, and there are genomic cleavage 

hotspots depending on the tissue of origin, the 

fragmentation process would lead to so-called cfDNA 

‘preferred ends’. In 2015, significantly elevated 

cytosine-rich fragment ends were found in cfDNA as 

compared to the random distribution in sonicated 

genomic DNA.58 This preference for C-rich nucleotide 

fragment end motifs has been confirmed by other 

researchers as well.83-85 Notably, this pattern was 

explicitly not observed for mitochondrial-derived 

cfDNA fragments, again supporting the view that the 

mitochondrial genome is degraded by a distinct 

mechanism.58 

 When initially examining the fragment end 

nucleotide signatures in samples from pregnant women 

through deep sequencing, insignificant differences were 

observed between fetal and maternal end patterns, 

suggesting that the same enzymatic fragmentation 

mechanism is active in both maternal and fetoplacental 

tissue.58 Five years later, the discovery that the vast 

majority of cfDNA fragment ends are staggered, instead 

of blunt, suggested that relying on deep sequencing only, 

may miss out on additional information about fragment 

end patterns.86 Fragment end restoration prior to 

sequencing revealed that different tissue types, amongst 

which the placenta, bear their own preferred fragment 

end identity. The study characterized such preferred 

tetranucleotide sequences and demonstrated their 

potential value as fragmentomic marker for cancer 

detecting cancers, monitoring organ transplants and 

prenatal testing.87 

 

DECIPHERING THE FRAGMENTATION 

MECHANISM 

 The above-mentioned organized consistencies found 

in cfDNA size distributions, related epigenetic patterns 

and fragment end compositions all support the upcoming 

paradigm that cfDNA fragmentation during apoptosis is 

a non-random process. The non-random fragmentation 

patterns have resulted in characterization of multiple 

fragmentomic markers that can aid or complement the 

NIPT diagnostic pipeline (Table 1). Proper 

understanding of the underlying fragmentation 

mechanism may lead to explanations for why maternal 

and fetal fragmentomic patterns deviate from each other, 

and could improve the use and evaluation of the derived 

fragmentomic markers in NIPT, and in other fields that 

intersect with cfDNA research.    

 In particular the observed size- and sequence-based 

preferences for fragmentation suggest that the 

mechanism involves DNA endonucleases that preferably 

cleave genomic DNA into nucleosomal fragments with 

C-rich ends. As DNase1 is one of the most prominent and 

widespread desoxyribonucleases found in mammals88, it 

was a straightforward candidate for further studies 

regarding its role in cfDNA fragmentation. However, 

since DNase1 preferentially cleaves ‘naked’ DNA 

instead of protein-bound DNA89, DNase1-deficient 

murine models did not result in significantly deviating 

cfDNA patterns, suggesting that other nucleases are more 

dominantly involved.90 

 The DNASE1L3 gene codes for DNase γ, another 

major mammalian endonuclease found in blood plasma. 

cfDNA analysis of murine models with a deficiency for 

this enzyme revealed increased levels of large 

multinucleosomal fragments as well as almost halved 

frequencies of the normally C-rich end motifs.83 Similar 

deviant cfDNA fragment size and end motif profiles have 

been found in plasma of human subjects with DNase γ-

deficiency.84 The same trend was observed in plasma of 

hepatic cancer patients, where the DNASE1L3-

expression was around 10-fold lower than in surrounding 

healthy liver tissue.87 Surprisingly, the DNase γ-deficient 

mouse models also showed an increase in shorter 

fragments (20-120bp), which was attributed to the 

autoimmune response phenotype affiliated with this 

deficiency, resulting in anti-DNA antibodies that 

presumably lead to increased fragment degradation.83 

This was verified in double-deficient mice for DNase γ 

and CD40 ligand, which were incapable to mount such 

an immune response and showed normal levels of short 

fragments. Functional DNase γ originating from the fetus 

could partially rescue the aberrant patterns of cfDNA 

originating from the DNase γ-deficient murine mother, 

implying that the protein can enter the maternal 

bloodstream and continue to perform its effector function 
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systemically. Moreover, viral transfection of a DNase γ-

deficient mouse with a functional copy of Dnase1l3, the 

mouse homologue, resulted in an in vivo rescue of the 

aberrant profiles.84 The same study demonstrated in vitro 

that the DNase γ, unlike DNase1, prefers protein-bound 

DNA substrates over naked DNA substrates to generate 

fragment sizes reminiscent of a nucleosome. 

Furthermore, DNase γ has a strong preference for 

cleaving at 2 subsequent cytosines, irrespective of the 

organization of the DNA (i.e. histone-bound or naked). 

These data strongly support the major role DNase γ plays 

in cfDNA fragmentation. 

 

 Since DNase γ is secreted and continues to cleave 

DNA in the blood stream, researchers set out to 

investigate properties of ‘freshly’ released cfDNA, in 

order to investigate whether there are cellular nucleases 

involved in DNA fragmentation before cfDNA is 

released into the bloodstream. By simulating apoptotic 

conditions in in vitro cell models, Han and colleagues 

succeeded in extracting and analyzing cfDNA directly 

after excretion.85 End motifs of newly released 

fragments turned out to be relatively A-rich, suggesting 

another non-random cleavage process preceding the 

DNase γ-mediated C-rich motif end generation. The 

authors continued to show that cells deficient for the 

major apoptotic endonuclease, DNase Fragmentation 

Factor subunit Beta (DFFB), also known as caspase-

activated DNase, resulted in virtually no difference 

between end motifs of newly released cfDNA and 

cfDNA fragments that already circulated in the 

bloodstream. Similarly, they showed that the A-rich 

motifs are accumulated in cfDNA pools from DNase γ-

deficient mice, suggesting that the reaction product of 

DFFB is the substrate for DNase γ. 

 Even though C-rich ends are the most prevalent 

among the studied cfDNA ends, it was observed in wild-

type murine plasma that smaller (<150 bp) fragments 

have a slightly increased likelihood of bearing thymine-

end motifs.85 In vitro disruption of the nucleosomal 

organization by disruptive agents led to even more 

pronounced T-rich motifs, whereas DNase1-deficient 

mice did not present this preference. Given that DNase1 

prefers naked DNA as substrate, it was hence suggested 

to act as one of the last in the fragmentation process, 

preferably releasing cfDNA fragments with T-rich ends. 

Furthermore, the disruption of nucleosomes also 

eliminated the 10 bp periodicity normally found for 

fragments under 150 bp. This periodic fragment 

degradation is suggested to be resultant of a balance 

between histon-protected intranucleosomal DNA and 

degradation of exposed DNA ends, in which both strands 

are alternately exposed due to the inherent helical 10 bp-

per-turn structure. Altogether, these findings led to the 

first model for enzymatic cfDNA fragmentation as a 

biphasic process occurring during apoptosis and in the 

bloodstream85 (Figure 3). 

 

CONCLUSION 

 Cell-free nucleic acids increasingly catch interest for 

their high diagnostic value, in combination with a 

minimally invasive clinical procedure. Nevertheless, the 

underlying chemistry and biology of DNA fragmentation 

in apoptotic cells is still to be understood fully. Numerous 

patterns demonstrate the non-randomness of the cfDNA 

fragmentation process and hint for underlying 

mechanisms to be characterized. These patterns include 

fragment size distributions, epigenetic correlations and 

fragment end compositions. The upcoming field of 

cfDNA fragmentomics examines such patterns to explore 

new routes towards tracking down the underlying biology 

of cfDNA fragmentation. Similarly, other cell-free 

nucleic acids including mitochondrial-derived cfDNA 

and cfRNA are thoroughly being explored.91 A close 

understanding of the responsible fragmentation 

mechanisms involved enables developments of using 

cfDNA as a biomarker for more accurate, perhaps more 

personalized, diagnostics and screening, monitoring and 

therapeutics. 

 Rapid technological advancements have enabled 

scientists involved in cfDNA fragmentomics to study the 

link between disturbed patterns and clinical features. So 

far, cancer- and pregnancy-related research has the 

closest ties with the field of cfDNA, but other disciplines 

increasingly show efforts to study cell-free nucleic acids 

as well. Integrating cfDNA fragmentomic information 

has already been shown to improve testing sensitivity in 

noninvasive cancer diagnostics and screening.92,93 One of 

the major hurdles in prenatal screening is the accurate 

determination of the fetal fraction. This review has 

touched upon several identified fragmentomic markers 

that can be used to approach the fetal fraction, or more 

generally, to determine the maternal or fetal origin of 

variants observed using NIPT. Mostly, these are based on 

patterns that are essentially different between mother and 

fetus, allowing for distinguishing them in silico. The 

combined outcome of the most recent findings on the 

involved nuclease biology mark a point in cfDNA 

research where the fragmentation process is modelled 

and assigned to several effector nucleases. This model 

may form the base to further explore the underlying 

fragmentomic mechanisms that cause maternal and fetal 

cfDNA patterns to deviate from each other.  

 

 
 
Figure 3. Schematic overview of the cfDNA fragmentation 

model. During apoptosis, DFFB, DNase γ, and most likely a 

set of other nucleases, break down the genomic DNA into 

multinucleosomal fragments. Once released into the 

bloodstream, they are further degraded systemically by 

extracellular DNase γ to mononucleosomal units with C-rich 

ends. DNase 1 can digest these further to smaller sizes with 

T-rich ends. 

 



44 

 

 

Journal of Biomedicine and Translational Research, 7 (1) 2021, 38-47  

REFERENCES 

1. Akolekar R, Beta J, Picciarelli G, Ogilvie C, 

D'Antonio F. Procedure-related risk of miscarriage 

following amniocentesis and chorionic villus 

sampling: a systematic review and meta-analysis. 

Ultrasound Obstet Gynecol. 2015;45(1):16-26. 

2. Lapaire O, Holzgreve W, Oosterwijk JC, Brinkhaus 

R, Bianchi DW. Georg Schmorl on trophoblasts in 

the maternal circulation. Placenta. 2007;28(1):1-5. 

3. Walknowska J, Conte FA, Grumbach MM. Practical 

and theoretical implications of fetal-maternal 

lymphocyte transfer. Lancet. 1969;1(7606):1119-

22. 

4. Mandel P, Metais P. Nuclear Acids In Human Blood 

Plasma. C R Seances Soc Biol Fil. 1948;142(3-

4):241-3. 

5. Lo YM, Corbetta N, Chamberlain PF, Rai V, 

Sargent IL, Redman CW, et al. Presence of fetal 

DNA in maternal plasma and serum. Lancet. 

1997;350(9076):485-7. 

6. Lo YM, Tein MS, Lau TK, Haines CJ, Leung TN, 

Poon PM, et al. Quantitative analysis of fetal DNA 

in maternal plasma and serum: implications for 

noninvasive prenatal diagnosis. Am J Hum Genet. 

1998;62(4):768-75. 

7. Lo YM, Hjelm NM, Fidler C, Sargent IL, Murphy 

MF, Chamberlain PF, et al. Prenatal diagnosis of 

fetal RhD status by molecular analysis of maternal 

plasma. N Engl J Med. 1998;339(24):1734-8. 

8. Lo YM, Lau TK, Zhang J, Leung TN, Chang AM, 

Hjelm NM, et al. Increased fetal DNA 

concentrations in the plasma of pregnant women 

carrying fetuses with trisomy 21. Clin Chem. 

1999;45(10):1747-51. 

9. Faas BH, Beuling EA, Christiaens GC, von dem 

Borne AE, van der Schoot CE. Detection of fetal 

RHD-specific sequences in maternal plasma. 

Lancet. 1998;352(9135):1196. 

10. Lo YM, Chan KC, Sun H, Chen EZ, Jiang P, Lun 

FM, et al. Maternal plasma DNA sequencing reveals 

the genome-wide genetic and mutational profile of 

the fetus. Sci Transl Med. 2010;2(61):61ra91. 

11. Ariga H, Ohto H, Busch MP, Imamura S, Watson R, 

Reed W, et al. Kinetics of fetal cellular and cell-free 

DNA in the maternal circulation during and after 

pregnancy: implications for noninvasive prenatal 

diagnosis. Transfusion. 2001;41(12):1524-30. 

12. Yu SC, Lee SW, Jiang P, Leung TY, Chan KC, Chiu 

RW, et al. High-resolution profiling of fetal DNA 

clearance from maternal plasma by massively 

parallel sequencing. Clin Chem. 2013;59(8):1228-

37. 

13. Zhong XY, Burk MR, Troeger C, Jackson LR, 

Holzgreve W, Hahn S. Fetal DNA in maternal 

plasma is elevated in pregnancies with aneuploid 

fetuses. Prenat Diagn. 2000;20(10):795-8. 

14. Lo YM, Leung TN, Tein MS, Sargent IL, Zhang J, 

Lau TK, et al. Quantitative abnormalities of fetal 

DNA in maternal serum in preeclampsia. Clin 

Chem. 1999;45(2):184-8. 

 

 

 

15. Zhong XY, Laivuori H, Livingston JC, Ylikorkala O, 

Sibai BM, Holzgreve W, et al. Elevation of both 

maternal and fetal extracellular circulating 

deoxyribonucleic acid concentrations in the plasma 

of pregnant women with preeclampsia. Am J Obstet 

Gynecol. 2001;184(3):414-9. 

16. Sugito Y, Sekizawa A, Farina A, Yukimoto Y, Saito 

H, Iwasaki M, et al. Relationship between severity of 

hyperemesis gravidarum and fetal DNA 

concentration in maternal plasma. Clin Chem. 

2003;49(10):1667-9. 

17. Leung TN, Zhang J, Lau TK, Hjelm NM, Lo YM. 

Maternal plasma fetal DNA as a marker for preterm 

labour. Lancet. 1998;352(9144):1904-5. 

18. Bianchi DW, Platt LD, Goldberg JD, Abuhamad AZ, 

Sehnert AJ, Rava RP, et al. Genome-wide fetal 

aneuploidy detection by maternal plasma DNA 

sequencing. Obstet Gynecol. 2012;119(5):890-901. 

19. Chiu RW, Chan KC, Gao Y, Lau VY, Zheng W, 

Leung TY, et al. Noninvasive prenatal diagnosis of 

fetal chromosomal aneuploidy by massively parallel 

genomic sequencing of DNA in maternal plasma. 

Proc Natl Acad Sci U S A. 2008;105(51):20458-63. 

20. Fan HC, Blumenfeld YJ, Chitkara U, Hudgins L, 

Quake SR. Noninvasive diagnosis of fetal 

aneuploidy by shotgun sequencing DNA from 

maternal blood. Proc Natl Acad Sci U S A. 

2008;105(42):16266-71. 

21. Lau TK, Jiang F, Chan MK, Zhang H, Lo PS, Wang 

W. Non-invasive prenatal screening of fetal Down 

syndrome by maternal plasma DNA sequencing in 

twin pregnancies. J Matern Fetal Neonatal Med. 

2013;26(4):434-7. 

22. Leung TY, Qu JZ, Liao GJ, Jiang P, Cheng YK, Chan 

KC, et al. Noninvasive twin zygosity assessment and 

aneuploidy detection by maternal plasma DNA 

sequencing. Prenat Diagn. 2013;33(7):675-81. 

23. Canick JA, Kloza EM, Lambert-Messerlian GM, 

Haddow JE, Ehrich M, van den Boom D, et al. DNA 

sequencing of maternal plasma to identify Down 

syndrome and other trisomies in multiple gestations. 

Prenat Diagn. 2012;32(8):730-4. 

24. Chiu RW, Akolekar R, Zheng YW, Leung TY, Sun 

H, Chan KC, et al. Non-invasive prenatal assessment 

of trisomy 21 by multiplexed maternal plasma DNA 

sequencing: large scale validity study. BMJ. 

2011;342:c7401. 

25. Ehrich M, Deciu C, Zwiefelhofer T, Tynan JA, 

Cagasan L, Tim R, et al. Noninvasive detection of 

fetal trisomy 21 by sequencing of DNA in maternal 

blood: a study in a clinical setting. Am J Obstet 

Gynecol. 2011;204(3):205 e1-11. 

26. Palomaki GE, Kloza EM, Lambert-Messerlian GM, 

Haddow JE, Neveux LM, Ehrich M, et al. DNA 

sequencing of maternal plasma to detect Down 

syndrome: an international clinical validation study. 

Genet Med. 2011;13(11):913-20. 

27. Palomaki GE, Deciu C, Kloza EM, Lambert-

Messerlian GM, Haddow JE, Neveux LM, et al. 

DNA sequencing of maternal plasma reliably 

identifies trisomy 18 and trisomy 13 as well as Down 

syndrome: an international collaborative study. 

Genet Med. 2012;14(3):296-305. 

  



45 

 

 

Journal of Biomedicine and Translational Research, 7 (1) 2021, 38-47  

28. Norton ME, Brar H, Weiss J, Karimi A, Laurent LC, 

Caughey AB, et al. Non-Invasive Chromosomal 

Evaluation (NICE) Study: results of a multicenter 

prospective cohort study for detection of fetal 

trisomy 21 and trisomy 18. Am J Obstet Gynecol. 

2012;207(2):137 e1-8. 

29. van der Meij KRM, Sistermans EA, Macville MVE, 

Stevens SJC, Bax CJ, Bekker MN, et al. TRIDENT-

2: National Implementation of Genome-wide Non-

invasive Prenatal Testing as a First-Tier Screening 

Test in the Netherlands. Am J Hum Genet. 

2019;105(6):1091-101. 

30. Wan JCM, Massie C, Garcia-Corbacho J, Mouliere 

F, Brenton JD, Caldas C, et al. Liquid biopsies come 

of age: towards implementation of circulating 

tumour DNA. Nat Rev Cancer. 2017;17(4):223-38. 

31. Lenaerts L, Van Calsteren K, Che H, Vermeesch JR, 

Amant F. Pregnant women with confirmed 

neoplasms should not have noninvasive prenatal 

testing. Prenat Diagn. 2019;39(12):1162-5. 

32. Salzano A, Israr MZ, Garcia DF, Middleton L, 

D'Assante R, Marra AM, et al. Circulating cell-free 

DNA levels are associated with adverse outcomes in 

heart failure: testing liquid biopsy in heart failure. 

Eur J Prev Cardiol. 2020:2047487320912375. 

33. Chatterton Z, Mendelev N, Chen S, Raj T, Walker 

R, Carr W, et al. Brain-derived circulating cell-free 

DNA defines the brain region and cell specific 

origins associated with neuronal atrophy. Preprint 

from bioRxiv. 2019. 

34. Burnham P, Khush K, De Vlaminck I. Myriad 

Applications of Circulating Cell-Free DNA in 

Precision Organ Transplant Monitoring. Ann Am 

Thorac Soc. 2017;14(Suppl. 3):S237-S41. 

35. Pattar SK, Greenway SC. Circulating nucleic acids 

as biomarkers for allograft injury after solid organ 

transplantation: current state-of-the-art. Transplant 

Research and Risk Management. 2019;2019(11):17-

27. 

36. Weerakoon KG, McManus DP. Cell-Free DNA as a 

Diagnostic Tool for Human Parasitic Infections. 

Trends Parasitol. 2016;32(5):378-91. 

37. urnham P, Dadhania D, Heyang M, Chen F, 

Westblade LF, Suthanthiran M, et al. Urinary cell-

free DNA is a versatile analyte for monitoring 

infections of the urinary tract. Nat Commun. 

2018;9(1):2412. 

38. Fernandez-Carballo BL, Broger T, Wyss R, Banaei 

N, Denkinger CM. Toward the Development of a 

Circulating Free DNA-Based In Vitro Diagnostic 

Test for Infectious Diseases: a Review of Evidence 

for Tuberculosis. J Clin Microbiol. 2019;57(4). 

39. 3Holdenrieder S, Stieber P, Forg T, Kuhl M, Schulz 

L, Busch M, et al. Apoptosis in serum of patients 

with solid tumours. Anticancer Res. 

1999;19(4A):2721-4. 

40. Jahr S, Hentze H, Englisch S, Hardt D, Fackelmayer 

FO, Hesch RD, et al. DNA fragments in the blood 

plasma of cancer patients: quantitations and 

evidence for their origin from apoptotic and necrotic 

cells. Cancer Res. 2001;61(4):1659-65. 

 

 

41. Wyllie AH. Glucocorticoid-induced thymocyte 

apoptosis is associated with endogenous 

endonuclease activation. Nature. 

1980;284(5756):555-6. 

42. Pan M, Chen P, Lu J, Liu Z, Jia E, Ge Q. The 

fragmentation patterns of maternal plasma cell-free 

DNA and its applications in non-invasive prenatal 

testing. Prenat Diagn. 2020;40(8):911-7. 

43. Chan KC, Zhang J, Hui AB, Wong N, Lau TK, 

Leung TN, et al. Size distributions of maternal and 

fetal DNA in maternal plasma. Clin Chem. 

2004;50(1):88-92. 

44. Fyodorov DV, Zhou BR, Skoultchi AI, Bai Y. 

Emerging roles of linker histones in regulating 

chromatin structure and function. Nat Rev Mol Cell 

Biol. 2018;19(3):192-206. 

45. Yaron Y. The implications of non-invasive prenatal 

testing failures: a review of an under-discussed 

phenomenon. Prenat Diagn. 2016;36(5):391-6. 

46. Li Y, Zimmermann B, Rusterholz C, Kang A, 

Holzgreve W, Hahn S. Size separation of circulatory 

DNA in maternal plasma permits ready detection of 

fetal DNA polymorphisms. Clin Chem. 

2004;50(6):1002-11. 

47. Li Y, Holzgreve W, Page-Christiaens GC, Gille JJ, 

Hahn S. Improved prenatal detection of a fetal point 

mutation for achondroplasia by the use of size-

fractionated circulatory DNA in maternal plasma--

case report. Prenat Diagn. 2004;24(11):896-8. 

48. Li Y, Wenzel F, Holzgreve W, Hahn S. Genotyping 

fetal paternally inherited SNPs by MALDI-TOF MS 

using cell-free fetal DNA in maternal plasma: 

influence of size fractionation. Electrophoresis. 

2006;27(19):3889-96. 

49. Lun FM, Tsui NB, Chan KC, Leung TY, Lau TK, 

Charoenkwan P, et al. Noninvasive prenatal 

diagnosis of monogenic diseases by digital size 

selection and relative mutation dosage on DNA in 

maternal plasma. Proc Natl Acad Sci U S A. 

2008;105(50):19920-5. 

50. Li Y, Di Naro E, Vitucci A, Grill S, Zhong XY, 

Holzgreve W, et al. Size fractionation of cell-free 

DNA in maternal plasma improves the detection of a 

paternally inherited beta-thalassemia point mutation 

by MALDI-TOF mass spectrometry. Fetal Diagn 

Ther. 2009;25(2):246-9. 

51. Sikora A, Zimmermann BG, Rusterholz C, Birri D, 

Kolla V, Lapaire O, et al. Detection of increased 

amounts of cell-free fetal DNA with short PCR 

amplicons. Clin Chem. 2010;56(1):136-8. 

52. Fan HC, Blumenfeld YJ, Chitkara U, Hudgins L, 

Quake SR. Analysis of the size distributions of fetal 

and maternal cell-free DNA by paired-end 

sequencing. Clin Chem. 2010;56(8):1279-86. 

53. Straver R, Oudejans CB, Sistermans EA, Reinders 

MJ. Calculating the fetal fraction for noninvasive 

prenatal testing based on genome-wide nucleosome 

profiles. Prenat Diagn. 2016;36(7):614-21. 

54. Yu SC, Chan KC, Zheng YW, Jiang P, Liao GJ, Sun 

H, et al. Size-based molecular diagnostics using 

plasma DNA for noninvasive prenatal testing. Proc 

Natl Acad Sci U S A. 2014;111(23):8583-8. 

 



46 

 

 

Journal of Biomedicine and Translational Research, 7 (1) 2021, 38-47  

55. Yu SC, Jiang P, Chan KC, Faas BH, Choy KW, 

Leung WC, et al. Combined Count- and Size-Based 

Analysis of Maternal Plasma DNA for Noninvasive 

Prenatal Detection of Fetal Subchromosomal 

Aberrations Facilitates Elucidation of the Fetal 

and/or Maternal Origin of the Aberrations. Clin 

Chem. 2017;63(2):495-502. 

56. Mouliere F, Chandrananda D, Piskorz AM, Moore 

EK, Morris J, Ahlborn LB, et al. Enhanced detection 

of circulating tumor DNA by fragment size analysis. 

Sci Transl Med. 2018;10(466). 

57. Jiang C, Pugh BF. Nucleosome positioning and gene 

regulation: advances through genomics. Nat Rev 

Genet. 2009;10(3):161-72. 

58. Chandrananda D, Thorne NP, Bahlo M. High-

resolution characterization of sequence signatures 

due to non-random cleavage of cell-free DNA. BMC 

Med Genomics. 2015;8:29. 

59. Snyder MW, Kircher M, Hill AJ, Daza RM, 

Shendure J. Cell-free DNA Comprises an In Vivo 

Nucleosome Footprint that Informs Its Tissues-Of-

Origin. Cell. 2016;164(1-2):57-68. 

60. Farge G, Falkenberg M. Organization of DNA in 

Mammalian Mitochondria. Int J Mol Sci. 

2019;20(11). 

61. Yazdi PG, Pedersen BA, Taylor JF, Khattab OS, 

Chen YH, Chen Y, et al. Nucleosome Organization 

in Human Embryonic Stem Cells. PLoS One. 

2015;10(8):e0136314. 

62. Struhl K, Segal E. Determinants of nucleosome 

positioning. Nat Struct Mol Biol. 2013;20(3):267-

73. 

63. Collings CK, Anderson JN. Links between DNA 

methylation and nucleosome occupancy in the 

human genome. Epigenetics Chromatin. 

2017;10:18. 

64. Zhang L, Xie WJ, Liu S, Meng L, Gu C, Gao YQ. 

DNA Methylation Landscape Reflects the Spatial 

Organization of Chromatin in Different Cells. 

Biophys J. 2017;113(7):1395-404. 

65. Dawson MA, Kouzarides T. Cancer epigenetics: 

from mechanism to therapy. Cell. 2012;150(1):12-

27. 

66. Tong YK, Ding C, Chiu RW, Gerovassili A, Chim 

SS, Leung TY, et al. Noninvasive prenatal detection 

of fetal trisomy 18 by epigenetic allelic ratio analysis 

in maternal plasma: Theoretical and empirical 

considerations. Clin Chem. 2006;52(12):2194-202. 

67. Sun K, Jiang P, Chan KC, Wong J, Cheng YK, 

Liang RH, et al. Plasma DNA tissue mapping by 

genome-wide methylation sequencing for 

noninvasive prenatal, cancer, and transplantation 

assessments. Proc Natl Acad Sci U S A. 

2015;112(40):E5503-12. 

68. Grunau C, Clark SJ, Rosenthal A. Bisulfite genomic 

sequencing: systematic investigation of critical 

experimental parameters. Nucleic Acids Res. 

2001;29(13):E65-5. 

69. Ioannides M, Achilleos A, Kyriakou S, Kypri E, 

Loizides C, Tsangaras K, et al. Development of a 

new methylation-based fetal fraction estimation 

assay using multiplex ddPCR. Mol Genet Genomic 

Med. 2020;8(2):e1094. 

70. Chan KC, Ding C, Gerovassili A, Yeung SW, Chiu 

RW, Leung TN, et al. Hypermethylated RASSF1A 

in maternal plasma: A universal fetal DNA marker 

that improves the reliability of noninvasive prenatal 

diagnosis. Clin Chem. 2006;52(12):2211-8. 

71. Nygren AO, Dean J, Jensen TJ, Kruse S, Kwong W, 

van den Boom D, et al. Quantification of fetal DNA 

by use of methylation-based DNA discrimination. 

Clin Chem. 2010;56(10):1627-35. 

72. Lun FM, Chiu RW, Sun K, Leung TY, Jiang P, Chan 

KC, et al. Noninvasive prenatal methylomic analysis 

by genomewide bisulfite sequencing of maternal 

plasma DNA. Clin Chem. 2013;59(11):1583-94. 

73. Sun K, Lun FMF, Leung TY, Chiu RWK, Lo YMD, 

Sun H. Noninvasive reconstruction of placental 

methylome from maternal plasma DNA: Potential 

for prenatal testing and monitoring. Prenat Diagn. 

2018;38(3):196-203. 

74. Lawrence M, Daujat S, Schneider R. Lateral 

Thinking: How Histone Modifications Regulate 

Gene Expression. Trends Genet. 2016;32(1):42-56. 

75. Ivanov M, Baranova A, Butler T, Spellman P, 

Mileyko V. Non-random fragmentation patterns in 

circulating cell-free DNA reflect epigenetic 

regulation. BMC Genomics. 2015;16 Suppl 13:S1. 

76. Sun K, Jiang P, Cheng SH, Cheng THT, Wong J, 

Wong VWS, et al. Orientation-aware plasma cell-

free DNA fragmentation analysis in open chromatin 

regions informs tissue of origin. Genome Res. 

2019;29(3):418-27. 

77. Ulz P, Thallinger GG, Auer M, Graf R, Kashofer K, 

Jahn SW, et al. Inferring expressed genes by whole-

genome sequencing of plasma DNA. Nat Genet. 

2016;48(10):1273-8. 

78. Sun S, Zhan F, Jiang J, Zhang X, Yan L, Cai W, et 

al. Karyotyping and prenatal diagnosis of 47,XX,+ 

8[67]/46,XX [13] Mosaicism: case report and 

literature review. BMC Med Genomics. 

2019;12(1):197. 

79. van der Pol Y, Mouliere F. Toward the Early 

Detection of Cancer by Decoding the Epigenetic and 

Environmental Fingerprints of Cell-Free DNA. 

Cancer Cell. 2019;36(4):350-68. 

80. Chan KC, Jiang P, Sun K, Cheng YK, Tong YK, 

Cheng SH, et al. Second generation noninvasive fetal 

genome analysis reveals de novo mutations, single-

base parental inheritance, and preferred DNA ends. 

Proc Natl Acad Sci U S A. 2016;113(50):E8159-

E68. 

81. Sun K, Jiang P, Wong AIC, Cheng YKY, Cheng SH, 

Zhang H, et al. Size-tagged preferred ends in 

maternal plasma DNA shed light on the production 

mechanism and show utility in noninvasive prenatal 

testing. Proc Natl Acad Sci U S A. 

2018;115(22):E5106-E14. 

82. Mueller B, Mieczkowski J, Kundu S, Wang P, 

Sadreyev R, Tolstorukov MY, et al. Widespread 

changes in nucleosome accessibility without changes 

in nucleosome occupancy during a rapid 

transcriptional induction. Genes Dev. 

2017;31(5):451-62. 

 

 



47 

 

 

Journal of Biomedicine and Translational Research, 7 (1) 2021, 38-47  

83. Serpas L, Chan RWY, Jiang P, Ni M, Sun K, 

Rashidfarrokhi A, et al. Dnase1l3 deletion causes 

aberrations in length and end-motif frequencies in 

plasma DNA. Proc Natl Acad Sci U S A. 

2019;116(2):641-9. 

84. Chan RWY, Serpas L, Ni M, Volpi S, Hiraki LT, 

Tam LS, et al. Plasma DNA Profile Associated with 

DNASE1L3 Gene Mutations: Clinical 

Observations, Relationships to Nuclease Substrate 

Preference, and In Vivo Correction. Am J Hum 

Genet. 2020;107(5):882-94. 

85. Han DSC, Ni M, Chan RWY, Chan VWH, Lui KO, 

Chiu RWK, et al. The Biology of Cell-free DNA 

Fragmentation and the Roles of DNASE1, 

DNASE1L3, and DFFB. Am J Hum Genet. 

2020;106(2):202-14. 

86. Jiang P, Xie T, Ding SC, Zhou Z, Cheng SH, Chan 

RWY, et al. Detection and characterization of 

jagged ends of double-stranded DNA in plasma. 

Genome Res. 2020;30(8):1144-53. 

87. Jiang P, Sun K, Peng W, Cheng SH, Ni M, Yeung 

PC, et al. Plasma DNA End-Motif Profiling as a 

Fragmentomic Marker in Cancer, Pregnancy, and 

Transplantation. Cancer Discov. 2020;10(5):664-

73. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

88. Lacks SA. Deoxyribonuclease I in mammalian 

tissues. Specificity of inhibition by actin. J Biol 

Chem. 1981;256(6):2644-8. 

89. Napirei M, Ludwig S, Mezrhab J, Klockl T, 

Mannherz HG. Murine serum nucleases--contrasting 

effects of plasmin and heparin on the activities of 

DNase1 and DNase1-like 3 (DNase1l3). FEBS J. 

2009;276(4):1059-73. 

90. Cheng THT, Lui KO, Peng XL, Cheng SH, Jiang P, 

Chan KCA, et al. DNase1 Does Not Appear to Play 

a Major Role in the Fragmentation of Plasma DNA 

in a Knockout Mouse Model. Clin Chem. 

2018;64(2):406-8. 

91. Nagy B. Cell-free nucleic acids in prenatal diagnosis 

and pregnancy-associated diseases. EJIFCC. 

2019;30(2):215-23. 

92. Jiang P, Chan KCA, Lo YMD. Liver-derived cell-

free nucleic acids in plasma: Biology and 

applications in liquid biopsies. J Hepatol. 

2019;71(2):409-21. 

93. Ivanov M, Chernenko P, Breder V, Laktionov K, 

Rozhavskaya E, Musienko S, et al. Utility of cfDNA 

Fragmentation Patterns in Designing the Liquid 

Biopsy Profiling Panels to Improve Their Sensitivity. 

Front Genet. 2019;10:194. 

 


