
Microarrays and Next-Generation Sequencing 
Technology: The Use of Advanced Genetic Diagnostic 
Tools in Obstetrics and Gynecology
ABSTRACT: Genetic technology has advanced dramatically in the past few decades, and its applications and 
use in caring for and counseling pregnant women has been transformational in the realm of prenatal diagnosis. 
Two of the newer genetic technologies in the prenatal setting are chromosomal microarray and whole-exome 
sequencing. Chromosomal microarray analysis is a method of measuring gains and losses of DNA throughout 
the human genome. It can identify chromosomal aneuploidy and other large changes in the structure of chro-
mosomes as well as submicroscopic abnormalities that are too small to be detected by traditional modalities. 
Prenatal chromosomal microarray analysis is recommended for a patient with a fetus with one or more major struc-
tural abnormalities identified on ultrasonographic examination and who is undergoing invasive prenatal diagnosis. 
Whole-genome sequencing analyzes the entire genome, including noncoding regions (introns) and coding regions 
(exons). However, because the introns are typically of little clinical relevance, there has been a focus instead on 
whole-exome sequencing, which examines the coding regions (exons) of the genome. The exons generally have 
greater clinical relevance and applicability to patient care. However, the routine use of whole-genome or whole-
exome sequencing for prenatal diagnosis is not recommended outside of the context of clinical trials.

Recommendations and Conclusions
The American College of Obstetricians and Gynecologists 
(the College) and the Society for Maternal–Fetal Medicine 
make the following recommendations and conclusions 
for the use of chromosomal microarray analysis and 
newer genetic technologies in prenatal diagnosis:

 •  Chromosomal microarray analysis is a method of 
measuring gains and losses of DNA throughout the 
human genome. It can identify chromosomal aneu-
ploidy and other large changes in the structure of 
chromosomes that would otherwise be identified by 
standard karyotype analysis, as well as submicrosco-
pic abnormalities that are too small to be detected by 
traditional modalities. 

 •  Most genetic changes identified by chromosomal 
microarray analysis that typically are not identi-
fied on standard karyotype are not associated with 
increasing maternal age; therefore, the use of this test 
can be considered for all women, regardless of age, 
who undergo prenatal diagnostic testing.

 •  Prenatal chromosomal microarray analysis is recom-
mended for a patient with a fetus with one or more 
major structural abnormalities identified on ultraso-
nographic examination and who is undergoing inva-
sive prenatal diagnosis. This test typically can replace 
the need for fetal karyotype.

 •  In a patient with a structurally normal fetus who 
is undergoing invasive prenatal diagnostic testing, 
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either fetal karyotyping or a chromosomal microar-
ray analysis can be performed.

 •  Chromosomal microarray analysis of fetal tissue (ie, 
amniotic fluid, placenta, or products of conception) 
is recommended in the evaluation of intrauterine 
fetal death or stillbirth when further cytogenetic 
analysis is desired because of the test’s increased like-
lihood of obtaining results and improved detection 
of causative abnormalities.

 •  Comprehensive patient pretest and posttest genetic 
counseling from an obstetrician–gynecologist or 
other health care provider with genetics exper-
tise regarding the benefits, limitations, and results 
of chromosomal microarray analysis is essential. 
Chromosomal microarray analysis should not be 
ordered without informed consent, which should 
include discussion of the potential to identify find-
ings of uncertain significance, nonpaternity, consan-
guinity, and adult-onset disease.

 •  The routine use of whole-genome or whole-exome 
sequencing for prenatal diagnosis is not recom-
mended outside of the context of clinical trials until 
sufficient peer-reviewed data and validation studies 
are published. 

Introduction
Genetic technology has advanced dramatically in the past 
few decades, and its applications and use in caring for 
and counseling pregnant women has been transforma-
tional in the realm of prenatal diagnosis. Cell-free DNA 
technology has already had an effect on prenatal screen-
ing paradigms, especially for women at high risk of fetal 
aneuploidy. In addition, for women who seek definitive 
diagnosis with amniocentesis or chorionic villus sam-
pling, emerging genetic technologies offer testing options 

that exceed karyotyping of the fetus and delve deeper 
into the granularity of the genetic code. This Committee 
Opinion reviews and makes recommendations regarding 
the application of two of the newer genetic technologies 
in the prenatal setting: chromosomal microarray and 
whole-exome sequencing. For recommendations on pre-
natal testing for aneuploidy, see Practice Bulletin No. 162, 
Prenatal Diagnostic Testing for Genetic Disorders (1).

Chromosomal Microarray Analysis
Chromosomal microarray analysis is a method of mea-
suring gains and losses of DNA throughout the human 
genome. It can identify chromosomal aneuploidy and 
other large changes in the structure of chromosomes 
that would otherwise be identified by standard karyo- 
type analysis, as well as submicroscopic abnormalities 
that are too small to be detected by traditional modalities  
(Fig. 1). In contrast to the conventional karyotype, which 
primarily detects genetic abnormalities resulting from 
large changes in the number or structure of chromo-
somes, microarray analysis also can provide informa-
tion at the submicroscopic level throughout the human 
genome. Duplicated or deleted sections of DNA at least 
1,000 base pairs in size that differ from a representative 
reference genome are known as “copy number variants” 
(commonly known as CNVs) (2). The term copy number 
variant does not imply clinical significance and often is 
qualified as pathogenic or benign to clarify clinical rel-
evance. Pathogenic copy number variants may account 
for a sizable portion of the human genetic disease burden; 
by some estimates they are as high as 15% (3). In the 
realm of prenatal diagnosis, the probability of finding a 
pathogenic copy number variant is highly correlated with 
the presence of structural fetal abnormalities, although 
significant copy number variants also can be identified in 
structurally normal fetuses. One difficulty that arises in 

Figure 1. Diagnostic capability of prenatal genetic tests. (Reprinted from Hardisty EE, Vora NL. 
Advances in genetic prenatal diagnosis and screening. Curr Opin Pediatr 2014;26:634–8.) ^
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mended in the evaluation of intrauterine fetal death or 
stillbirth when further cytogenetic analysis is desired 
because of the test’s increased likelihood of obtaining 
results and improved detection of causative abnormali-
ties (4). Single nucleotide polymorphism-based chro-
mosomal microarray of products of conception yields 
a higher rate of results compared with karyotyping, 
and it can identify maternal cell contamination, which 
is important in decreasing false-negative results (5). 
Additional information is needed regarding the clinical 
use and cost-effectiveness in cases of recurrent miscar-
riage and structurally normal pregnancy losses at less 
than 20 weeks of gestation. 

In December 2012, researchers published the results 
of a large cohort study supported by the Eunice Kennedy 
Shriver National Institute of Child Health and Human 
Development (NICHD) that compared the efficacy of 
chromosomal microarray analysis with that of conven-
tional karyotyping in prenatal diagnosis (6). In this study, 
microarray analysis identified all clinically significant 
aneuploidies and unbalanced translocations diagnosed 
with conventional fetal karyotyping (6). Consistent with 
previous studies (7), chromosomal microarray analysis 
identified additional clinically significant abnormalities 
in approximately 6% of fetuses with ultrasonographic 
abnormalities and a normal conventional karyotype 
result. Further, microarray analysis detected an abnor-
mality in 1.7% of fetuses with an abnormal screening 
test result and a normal karyotype result (6). Of note, 
this study identified variants of uncertain significance in 
3.4% of patients, of which 1.8% were classified as “likely 
benign” and 1.6% as “likely pathogenic based on data 
available at the time the study was conducted.” When 
these variants were reanalyzed based on information 
available at the conclusion of the study in 2011, only 1.5% 
would have been classified as variants of uncertain sig-
nificance. A subsequent pragmatic study demonstrated a 
similar rate of 1.6% (8). 

Thus, based on the results of the NICHD multi-
center trial and other studies, prenatal chromosomal 
microarray analysis is recommended for a patient with 
a fetus with one or more major structural abnormalities 
identified on ultrasonographic examination and who 
is undergoing invasive prenatal diagnosis. Examples of 
such major structural abnormalities include heart defects, 
brain abnormalities, cleft lip, and multiple congenital 
abnormalities. This test typically can replace the need for 
fetal karyotype. Microarray is unable to detect balanced 
chromosome rearrangements, but these are unlikely to 
be clinically significant for the fetus. An additional limi-
tation of microarray that needs to be considered when 
counseling on recurrence risk is that the mode of trans-
mission of the imbalance cannot be ascertained without a 
karyotype (ie, translocation versus trisomy). 

In a patient with a structurally normal fetus who is 
undergoing invasive prenatal diagnostic testing, either 
fetal karyotyping or a chromosomal microarray analysis 

using chromosomal microarrays is the detection of copy 
number variants of uncertain significance (sometimes 
abbreviated as VUS). Copy number variants of uncer-
tain significance also may be referred to by the acronym 
VOUS or as variants of uncertain clinical significance 
(sometimes abbreviated as VUCS). Variants of uncertain 
significance are identified DNA changes that cannot be 
characterized reliably as benign or pathogenic at the time 
of the study because of limited data describing outcomes 
in association with the changes or that are associated 
with a variable phenotype (because of incomplete pen-
etrance or variable expressivity). The interpretation of 
results is expected to improve over time as knowledge 
of the human genome grows. As the use of databases to 
link clinical findings with copy number variants becomes 
more robust, the number of variants of uncertain signifi-
cance should decrease.

Another type of DNA alteration is a single nucleotide 
polymorphism (SNP). A SNP is a DNA variation in which 
a single nucleotide in the genome sequence is altered and 
may or may not cause disease. Copy number variants or 
SNPs identified using chromosomal microarray analysis 
do not appear to be associated with increasing maternal 
age (in contrast to the common trisomies that result from 
meiotic nondisjunction).

There are several limitations to chromosomal micro-
array. For example, microarray analysis cannot detect 
balanced chromosome rearrangements (eg, inversions or 
translocations), which do not result in deletion or dupli-
cation of genetic material, or cases of low-level tissue 
mosaicism. Balanced rearrangements rarely are associ-
ated with disease unless there is disruption of a critical 
gene. Microarray may not identify low levels of tissue 
mosaicism in the fetus. In addition, as with any prenatal 
diagnostic technique, the presence or absence of mosa-
icism in the fetal cells evaluated may not represent the 
level of mosaicism present in peripheral blood, gonads, 
and other tissue. Although most microarrays currently 
in use are based on the analysis of SNPs, those that are 
not are unable to detect triploidy. Because chromosomal 
microarray is relatively new in the prenatal setting, insur-
ance coverage may be variable. Some patients may wish 
to confirm insurance coverage or obtain preapproval 
before opting for microarray testing. 

Chromosomal Microarray Versus 
Karyotype in Prenatal Diagnosis
Chromosomal microarray analysis has many advantages 
over the conventional karyotype in the realm of prenatal 
diagnosis. Chromosomal microarray yields more genetic 
information because of its higher resolution. In addition, 
because DNA can be obtained from uncultured speci-
mens, results usually are available more quickly than with 
karyotyping, which requires cultured cells. Furthermore, 
because it does not require actively dividing cells, chro-
mosomal microarray analysis of fetal tissue (ie, amniotic 
fluid, placenta, or products of conception) is recom-
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regions (exons) of the genome. The exons generally have 
greater clinical relevance and applicability to patient care. 
Whole-genome sequencing and whole-exome sequencing 
are considered next-generation sequencing (commonly 
known as NGS) technologies. 

Whole-Exome Sequencing
Whole-exome sequencing has been used successfully in 
adults and children to diagnose mendelian inherited dis-
orders (12) and to identify causes of intellectual disability 
(13). Whole-exome sequencing also is a broad molecular 
diagnostic approach to identify the etiology for fetal 
abnormalities, and whole-exome sequencing of fetal DNA 
obtained by amniocentesis, chorionic villi, or umbilical 
cord blood is being offered on a research basis in some 
laboratories and for specific clinical indications in other 
laboratories (14). Published data on the prenatal applica-
tions of whole-exome sequencing are limited to case series 
and case reports. However, these series suggest that a 
genomic abnormality may be identified in up to 20–30% of 
fetuses with multiple anomalies for which standard genetic 
testing results (ie, karyotype, microarray, or both) are  
normal (14). These cases illustrate how whole-exome 
sequencing potentially may be used to provide families 
with a definitive diagnosis, accurate estimates of recur-
rence risk, and even the options of preimplantation 
genetic testing or early prenatal diagnosis in a future 
pregnancy.

can be performed. Most genetic changes identified by 
chromosomal microarray analysis that typically are not 
identified on standard karyotype are not associated with 
increasing maternal age; therefore, the use of this test 
can be considered for all women, regardless of age, who 
undergo prenatal diagnostic testing.

Need for Patient Counseling
In addition to the data regarding genetic testing results, 
the NICHD study raised several important considerations 
for the clinical application of chromosomal microarray 
analysis in the prenatal setting. The potential for detec-
tion of clinically uncertain and complicated findings with 
prenatal chromosomal microarray analysis can result 
in substantial patient anxiety (9, 10). Comprehensive 
patient pretest and posttest genetic counseling from 
an obstetrician–gynecologist or other health care pro-
vider with genetics expertise regarding the benefits, 
limitations, and results of chromosomal microarray anal-
ysis is essential for patients to make informed decisions. 
Chromosomal microarray analysis should not be ordered 
without informed consent, which should include discus-
sion of the potential to identify findings of uncertain sig-
nificance, nonpaternity, consanguinity, and adult-onset 
disease. Box 1 lists some key information that should be 
shared with patients who are considering prenatal chro-
mosomal microarray testing.

In addition to copy number variants of uncertain 
significance, chromosomal microarray analysis can detect 
genetic abnormalities associated with adult-onset disor-
ders (eg, Charcot–Marie–Tooth disease, which can be 
caused by a duplication), which may be inherited from an 
asymptomatic parent. As with many prenatal tests, some 
types of arrays also can identify evidence of consanguinity 
and nonpaternity. The type and amount of information 
reported varies depending on the specific array used as 
well as the policy of the laboratory that performs the anal-
ysis (11). This again underscores the need for adequate 
genetic counseling and informed consent before patients 
undergo testing with this technology.

Next-Generation Sequencing: 
Whole-Exome and Whole-Genome 
Sequencing
Although microarray analysis has increased diagnostic 
ability above karyotyping, most anomalous fetuses with a 
normal karyotype also have a normal microarray analy-
sis and, thus, remain without a definitive diagnosis (7).  
Whole-genome sequencing (commonly known as WGS) 
analyzes the entire genome, including noncoding regions 
(introns) and coding regions (exons). However, because 
the introns are typically of little clinical relevance and 
the cost of whole-genome sequencing is high and the 
interpretation of the results very complex, there has 
been a focus instead on whole-exome sequencing (com-
monly known as WES), which examines the coding 

Box 1. Information to Share With 
Patients Before Prenatal Chromosomal 

Microarray Analysis ^

•  Chromosomal microarray analysis will identify 
almost all of the abnormalities that are identified by 
fetal karyotyping and may identify additional spe-
cific genetic diseases. It will not identify all genetic  
disorders.

•  Diseases may be identified for which the clinical 
presentation may vary greatly and range from mild 
to severe. It may not be possible to predict what the 
outcome will be in a given patient.

•  The test may identify consanguinity (a close blood 
relationship or incest) or nonpaternity.

•  Genetic changes may be identified that may or may 
not cause disease. Samples of DNA from both parents 
may be required to help understand the significance of 
these results.

•  Test results may identify adult-onset diseases that 
will not affect health during the newborn period or 
childhood but may have unknown severity later in life. 
Identification of such findings also may indicate that 
one of the parents has the same adult-onset disease 
but has not yet developed symptoms.
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that all patients considering whole-exome sequencing 
receive counseling from an obstetrician–gynecologist or 
other health care provider with genetics expertise who is 
well versed in these technologies. Because of the afore-
mentioned limitations and the current dearth of peer-
reviewed data and validation studies proving the clinical 
utility of this technology, the College and the Society for 
Maternal–Fetal Medicine currently do not recommend 
whole-exome sequencing for routine use in prenatal diag-
nosis. In select circumstances (recurrent or lethal fetal 
anomalies in which other approaches have been nonin-
formative), whole-exome sequencing may be considered 
as a diagnostic tool, but only after other appropriate test-
ing has been noninformative and after extensive counsel-
ing by an obstetrician–gynecologist or other health care 
provider with genetics expertise who is familiar with these 
new technologies and their limitations. 

Cell-free Whole-Genome DNA 
Screening
Some commercial laboratories have started offering cell-
free DNA screening to screen for genome-wide gains or 
losses that include regions of DNA (7 mega base pairs 
or more) throughout the genome that may be associ-
ated with structural birth defects, intellectual disability, 
or both. This testing interrogates the entire genome and 
is designed to detect abnormalities larger than those 
evaluated on some of the cell-free DNA tests with tar-
geted microdeletions. This goes beyond the information 
available from traditional applications of cell-free DNA 
screening, which evaluates for common aneuploidies 
and, potentially, several microdeletion conditions. This 
technology should not be confused with microarray, 
karyotype, or whole-exome sequencing, which specifi-
cally look at DNA sequence variants, not DNA copy 
numbers. Cell-free DNA screening is not a diagnostic 
test, and patients should be made aware of the limitations 
and benefits through pretest and posttest counseling. 
Genome-wide screening tests for genomic composition 
are only beginning to be validated for accuracy, clinical 
use and validity, and cost-effectiveness in peer-reviewed 
journals (18). Just as the College and the Society for 
Maternal–Fetal Medicine have recommended against 
routine screening for microdeletion syndromes by cell-
free DNA screening, routine screening for genome-wide 
gains or losses with cell-free DNA is not recommended. 

Glossary
Balanced Chromosome Rearrangement: A chromo-
somal rearrangement that does not result in deletion or 
duplication of genetic material, such as inversions and 
translocations.

Chromosomal Microarray Analysis: A method of mea-
suring gains and losses of DNA throughout the human 
genome. It can identify chromosomal aneuploidy and 
other large changes in the structure of chromosomes 

Prenatal exome sequencing may be reasonable in 
select circumstances, either in fetuses with multiple 
anomalies or in cases of recurrent fetal phenotypes with 
no diagnosis by standard genetic testing (eg, karyotype or 
microarray). The American College of Medical Genetics 
and Genomics recommends considering whole-exome 
sequencing when specific genetic tests available for a phe-
notype, including targeted sequencing tests, have failed to 
determine a diagnosis in a fetus with multiple congenital 
anomalies suggestive of a genetic disorder (15). However, 
the routine use of whole-genome or whole-exome 
sequencing for prenatal diagnosis is not recommended 
outside of the context of clinical trials until sufficient 
peer-reviewed data and validation studies are published. 
In general, at this time, whole-exome sequencing should 
be ordered only after consultation with a clinical genetics 
physician.

Often, the most efficient process for examining the 
exome in prenatal diagnosis involves sequencing the  
fetus as well as the biological parents (so-called trio 
sequencing), which increases the diagnostic yield by 
filtering out thousands of uninformative genomic vari-
ants in a meaningful way. It is important to note that, 
like microarray testing, whole-exome sequencing of trios 
could reveal nonpaternity, consanguinity, and inciden-
tal findings in the parents’ exomes that are medically 
actionable (16). For example, either a fetus with multiple 
anomalies or one of its parents may be found to have an 
inherited cancer gene mutation that is pathogenic but 
unrelated to the ultrasonographic findings. 

Despite whole-exome sequencing’s promise for 
increasing the ability to diagnose many diseases pre-
natally and in children or adults, there are important 
limitations to this technology. First and foremost, as of 
2016, the use of whole-exome sequencing prenatally is 
hampered by long turnaround times because of the need 
to sequence and analyze the entire exome. As the ability 
to analyze the exome improves with state-of-the-art bio-
informatics protocols and tools, this turnaround time is 
expected to decrease. The turnaround time in adults and 
children ranges from 5 weeks to 18 weeks (17). There  
are no consistent data for prenatal whole-exome sequenc-
ing, although the potential for long turnaround times 
limits the use of whole-exome sequencing for prenatal 
diagnosis, and especially for reproductive decision mak-
ing. The second major limitation of this technology is the 
high number of variants of uncertain significance that 
can be found, which, as in the case of microarrays, may 
create enormous anxiety and be challenging for patients 
and obstetrician–gynecologists and other health care pro-
viders. Finally, the current cost of whole-exome sequenc-
ing and limited insurance coverage for this genetic  
technology may restrict its use and should be reviewed 
before ordering the procedure. 

Because of the many complex issues that arise in 
using whole-exome sequencing clinically, the College 
and the Society for Maternal–Fetal Medicine recommend 



6 Committee Opinion No. 682

 4.  Reddy UM, Page GP, Saade GR, Silver RM, Thorsten 
VR, Parker CB, et al. Karyotype versus microarray testing 
for genetic abnormalities after stillbirth. NICHD 
Stillbirth Collaborative Research Network. N Engl J Med 
2012;367:2185–93. [PubMed] [Full Text] ^

 5.  Sahoo T, Dzidic N, Strecker MN, Commander S, Travis 
MK, Doherty C, et al. Comprehensive genetic analysis of 
pregnancy loss by chromosomal microarrays: outcomes, 
benefits, and challenges. Genet Med 2016; DOI: 10.1038/
gim.2016.69. [PubMed] ^

 6.  Wapner RJ, Martin CL, Levy B, Ballif BC, Eng CM, Zachary 
JM, et al. Chromosomal microarray versus karyotyping 
for prenatal diagnosis. N Engl J Med 2012;367:2175–84. 
[PubMed] [Full Text] ^

 7.  Shaffer LG, Rosenfeld JA, Dabell MP, Coppinger J, 
Bandholz AM, Ellison JW, et al. Detection rates of clinically 
significant genomic alterations by microarray analysis for 
specific anomalies detected by ultrasound. Prenat Diagn 
2012;32:986–95. [PubMed] [Full Text] ^

 8.  Brady PD, Delle Chiaie B, Christenhusz G, Dierickx K, Van 
Den Bogaert K, Menten B, et al. A prospective study of the 
clinical utility of prenatal chromosomal microarray analysis 
in fetuses with ultrasound abnormalities and an explora-
tion of a framework for reporting unclassified variants and 
risk factors. Genet Med 2014;16:469–76. [PubMed] [Full 
Text] ^

 9.  Bernhardt BA, Soucier D, Hanson K, Savage MS, Jackson 
L, Wapner RJ. Women’s experiences receiving abnormal 
prenatal chromosomal microarray testing results. Genet 
Med 2013;15:139–45. [PubMed] [Full Text] ^

 10.  Riedijk S, Diderich KE, van der Steen SL, Govaerts LC, 
Joosten M, Knapen MF, et al. The psychological challenges 
of replacing conventional karyotyping with genomic SNP 
array analysis in prenatal testing. J Clin Med 2014;3:713–23. 
[PubMed] [Full Text] ^

 11.  Grote L, Myers M, Lovell A, Saal H, Lipscomb Sund K. 
Variability in laboratory reporting practices for regions of 
homozygosity indicating parental relatedness as identified 
by SNP microarray testing. Genet Med 2012;14:971–6. 
[PubMed] [Full Text] ^

 12.  Yang Y, Muzny DM, Reid JG, Bainbridge MN, Willis A, 
Ward PA, et al. Clinical whole-exome sequencing for the 
diagnosis of mendelian disorders. N Engl J Med 2013; 
369:1502–11. [PubMed] [Full Text] ^

 13.  Cukier HN, Dueker ND, Slifer SH, Lee JM, Whitehead 
PL, Lalanne E, et al. Exome sequencing of extended 
families with autism reveals genes shared across neurode-
velopmental and neuropsychiatric disorders. Mol Autism 
2014;5(1):1. [PubMed] [Full Text] ^

 14.  Drury S, Williams H, Trump N, Boustred C, GOSGene, 
Lench N, et al. Exome sequencing for prenatal diagnosis 
of fetuses with sonographic abnormalities. Prenat Diagn 
2015;35:1010–7. [PubMed] [Full Text] ^

 15.  Points to consider in the clinical application of genomic 
sequencing. ACMG Board of Directors. Genet Med 2012; 
14:759–61. [PubMed] [Full Text] ^

 16.  Green RC, Berg JS, Grody WW, Kalia SS, Korf BR, Martin 
CL, et al. ACMG recommendations for reporting of inci-
dental findings in clinical exome and genome sequencing. 

that would otherwise be identified by standard karyotype 
analysis, as well as submicroscopic abnormalities that are 
too small to be detected by traditional modalities.

Copy Number Variants: Duplicated or deleted sections 
of DNA at least 1,000 base pairs in size that differ from a 
representative reference genome. Copy number variants 
can be qualified as pathogenic or benign to clarify clinical 
relevance.

Exons: Coding regions of the genome.

Introns: Noncoding regions of the genome. 

Mega Base Pairs: Equivalent to 1,000,000 base pairs.

Mosaicism: The presence of two or more populations 
of cells with different characteristics within one tissue or 
organ.

Single Nucleotide Polymorphism: A DNA variation 
in which a single nucleotide in the genome sequence is 
altered and which may or may not cause disease.

Submicroscopic Abnormality: Duplications and dele-
tions smaller than what can be seen on conventional 
(microscopic) karyotype.

Trio Sequencing: Whole-exome sequencing of a fetus 
and its biological parents.

Variants of Uncertain Significance: Also known by the 
acronym VUS or VOUS or as variants of uncertain clini-
cal significance (VUCS). Variants of uncertain signifi-
cance are identified DNA changes that either cannot be 
characterized reliably as benign or pathogenic at the time 
of the study because of limited data describing outcomes 
in association with the changes or that are associated with 
a variable phenotype (because of incomplete penetrance 
or variable expressivity). 

Whole-Exome Sequencing: A next-generation sequenc-
ing technology that analyzes only the coding regions of 
a genome.

Whole-Genome Sequencing: A next-generation 
sequencing technology that analyzes the entire genome, 
including noncoding and coding regions.

References
 1. Prenatal diagnostic testing for genetic disorders. Practice 

Bulletin No. 162. American College of Obstetricians 
and Gynecologists. Obstet Gynecol 2016;127:e108–22. 
[PubMed] [Obstetrics & Gynecology] ^

 2.  Kearney HM, Thorland EC, Brown KK, Quintero-Rivera F, 
South ST. American College of Medical Genetics standards 
and guidelines for interpretation and reporting of postna-
tal constitutional copy number variants. Working Group 
of the American College of Medical Genetics Laboratory 
Quality Assurance Committee. Genet Med 2011;13:680–5. 
[PubMed] ^

 3.  Vissers LE, Veltman JA, van Kessel AG, Brunner HG. 
Identification of disease genes by whole genome CGH 
arrays. Hum Mol Genet 2005;14 Spec No. 2:R215–23. 
[PubMed] [Full Text] ^

https://www.ncbi.nlm.nih.gov/pubmed/23215556
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4295117/
https://www.ncbi.nlm.nih.gov/pubmed/27337029
https://www.ncbi.nlm.nih.gov/pubmed/23215555
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3549418/
https://www.ncbi.nlm.nih.gov/pubmed/22847778
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3509216/
https://www.ncbi.nlm.nih.gov/pubmed/24177055
http://www.nature.com/gim/journal/v16/n6/full/gim2013168a.html
http://www.nature.com/gim/journal/v16/n6/full/gim2013168a.html
https://www.ncbi.nlm.nih.gov/pubmed/22955112
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3877835/
https://www.ncbi.nlm.nih.gov/pubmed/26237473
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4449635/
https://www.ncbi.nlm.nih.gov/pubmed/22791212
http://www.nature.com/gim/journal/v14/n12/full/gim201283a.html
https://www.ncbi.nlm.nih.gov/pubmed/24088041
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC4211433/
https://www.ncbi.nlm.nih.gov/pubmed/24410847
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3896704/
https://www.ncbi.nlm.nih.gov/pubmed/26275891
http://onlinelibrary.wiley.com/doi/10.1002/pd.4675/full
https://www.ncbi.nlm.nih.gov/pubmed/22863877
http://www.nature.com/gim/journal/v14/n8/full/gim201274a.html
https://www.ncbi.nlm.nih.gov/pubmed/26938573
http://journals.lww.com/greenjournal/Fulltext/2016/05000/Practice_Bulletin_No__162___Prenatal_Diagnostic.40.aspx
https://www.ncbi.nlm.nih.gov/pubmed/21681106
https://www.ncbi.nlm.nih.gov/pubmed/16244320
http://hmg.oxfordjournals.org/content/14/suppl_2/R215.long


Committee Opinion No. 682 7

American College of Medical Genetics and Genomics. 
Genet Med 2013;15:565–74. [PubMed] [Full Text] ^

 17.  Atwal PS, Brennan ML, Cox R, Niaki M, Platt J, Homeyer 
M, et al. Clinical whole-exome sequencing: are we there yet? 
Genet Med 2014;16:717–9. [PubMed] [Full Text] ^

 18.  Lefkowitz RB, Tynan JA, Liu T, Wu Y, Mazloom AR, 
Almasri E, et al. Clinical validation of a noninvasive prena-
tal test for genomewide detection of fetal copy number vari-
ants. Am J Obstet Gynecol 2016;215:227.e1–16. [PubMed] 
[Full Text] ^

Copyright December 2016 by the American College of Obstetricians 
and Gynecologists. All rights reserved. No part of this publication may 
be reproduced, stored in a retrieval system, posted on the Internet, 
or transmitted, in any form or by any means, electronic, mechanical, 
photocopying, recording, or otherwise, without prior written permis-
sion from the publisher.

Requests for authorization to make photocopies should be directed 
to Copyright Clearance Center, 222 Rosewood Drive, Danvers, MA 
01923, (978) 750-8400. 

ISSN 1074-861X

The American College of Obstetricians and Gynecologists  
409 12th Street, SW, PO Box 96920, Washington, DC 20090-6920

Microarrays and next-generation sequencing technology: the use 
of advanced genetic diagnostic tools in obstetrics and gynecology. 
Committee Opinion No. 682. American College of Obstetricians and 
Gynecologists. Obstet Gynecol 2016;128:e262–8.

https://www.ncbi.nlm.nih.gov/pubmed/23788249
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3727274/
https://www.ncbi.nlm.nih.gov/pubmed/24525916
http://www.nature.com/gim/journal/v16/n9/full/gim201410a.html
https://www.ncbi.nlm.nih.gov/pubmed/26899906
http://www.sciencedirect.com/science/article/pii/S0002937816003185

