
UC Davis
UC Davis Previously Published Works

Title
Correction: Meta-analysis and multidisciplinary consensus statement: exome sequencing 
is a first-tier clinical diagnostic test for individuals with neurodevelopmental disorders.

Permalink
https://escholarship.org/uc/item/4nh0t4nh

Journal
Genetics in Medicine, 22(10)

Authors
Srivastava, Siddharth
Love-Nichols, Jamie
Dies, Kira
et al.

Publication Date
2020-10-01

DOI
10.1038/s41436-020-0913-3
 
Peer reviewed

eScholarship.org Powered by the California Digital Library
University of California

https://escholarship.org/uc/item/4nh0t4nh
https://escholarship.org/uc/item/4nh0t4nh#author
https://escholarship.org
http://www.cdlib.org/


Correction: Meta-analysis and multidisciplinary consensus statement: exome sequencing is a first-tier clinical diagnostic test for
individuals with neurodevelopmental disorders

Siddharth Srivastava, MD, Jamie A. Love-Nichols, MS, MPH , Kira A. Dies, ScM, David H. Ledbetter, PhD , Christa L. Martin, PhD,
Wendy K. Chung, MD, PhD, Helen V. Firth, DM, FRCP, Thomas Frazier, PhD, Robin L. Hansen, MD, Lisa Prock, MD, MPH,
Han Brunner, MD, Ny Hoang, MS, Stephen W. Scherer, PhD , Mustafa Sahin, MD PhD , David T. Miller, MD PhD and the NDD
Exome Scoping Review Work Group

Genetics in Medicine (2020) 22:1731–1732; https://doi.org/10.1038/s41436-020-0913-3

Correction to: Genetics in Medicine 21:2019; https://doi.org/10.1038/s41436-019-0554-6, published online 11 June 2019

In our meta-analysis, we utilized incorrect numbers of individuals for one publication (Retterer et al. 2016) due to the fact the numbers
for ASD and ID groups were not independent representations. We have updated our analysis using corrected numbers based on
correspondence with the first author of this paper (diagnostic yield for NDD= 543/1736 as opposed to 570/2063). The updated analysis
leads to the same (rounded) weighted diagnostic yield and confidence intervals (CI) as the initial publication (36% [30–43%]).
The updated analysis results in the following updated values in Fig. 2: Retterer study values: N positive= 543, N total= 1736,
study weight= 5.3% and meta-analysis statistics: I2= 80%, τ2 = 0.2835, p < 0.01.

The study is also included in two subanalyses reported in the Results. The isolated NDD subcategory (n= 21 articles), updated analysis
leads to same (rounded) weighted diagnostic yield and confidence intervals as published (31% [25–38%]). For the subanalysis of mix of
ID and/or ASD, the initial yield was 37% (CI: 29–46%). Following updated analysis, the yield of this subset is 39% (CI: 29–50%).

The PDF and HTML versions of the Article have been modified accordingly.

Open Access This article is licensed under a Creative Commons Attribution-NonCommercial-NoDerivatives 4.0 International License, which permits
anynon-commercial use, sharing, distribution and reproduction in anymediumor format, as longas yougive appropriate credit to theoriginal author(s)

and the source, andprovide a link to theCreativeCommons license. Youdonot havepermission under this license to share adaptedmaterial derived from this article or
parts of it. The images or other third partymaterial in this article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the
material. If material is not included in the article’s Creative Commons license and your intended use is not permitted by statutory regulation or exceeds the permitted
use, you will need to obtain permission directly from the copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by-nc-nd/4.0/.

© The Author(s) 2020

Published online: 29 July 2020

CORRECTION

GENETICS in MEDICINE | Volume 22 | Number 10 | October 2020 1731

http://crossmark.crossref.org/dialog/?doi=10.1038/s41436-020-0913-3&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41436-020-0913-3&domain=pdf
http://crossmark.crossref.org/dialog/?doi=10.1038/s41436-020-0913-3&domain=pdf
http://orcid.org/0000-0003-4928-4078
http://orcid.org/0000-0003-4928-4078
http://orcid.org/0000-0003-4928-4078
http://orcid.org/0000-0003-4928-4078
http://orcid.org/0000-0003-4928-4078
http://orcid.org/0000-0003-4928-4078
http://orcid.org/0000-0001-8934-4210
http://orcid.org/0000-0001-8934-4210
http://orcid.org/0000-0001-8934-4210
http://orcid.org/0000-0001-8934-4210
http://orcid.org/0000-0001-8934-4210
http://orcid.org/0000-0001-8934-4210
http://orcid.org/0000-0002-8326-1999
http://orcid.org/0000-0002-8326-1999
http://orcid.org/0000-0002-8326-1999
http://orcid.org/0000-0002-8326-1999
http://orcid.org/0000-0002-8326-1999
http://orcid.org/0000-0002-8326-1999
http://orcid.org/0000-0001-7044-2953
http://orcid.org/0000-0001-7044-2953
http://orcid.org/0000-0001-7044-2953
http://orcid.org/0000-0001-7044-2953
http://orcid.org/0000-0001-7044-2953
http://orcid.org/0000-0001-7044-2953
http://orcid.org/0000-0003-1060-1945
http://orcid.org/0000-0003-1060-1945
http://orcid.org/0000-0003-1060-1945
http://orcid.org/0000-0003-1060-1945
http://orcid.org/0000-0003-1060-1945
http://orcid.org/0000-0003-1060-1945
https://doi.org/10.1038/s41436-020-0913-3
https://doi.org/10.1038/s41436-019-0554-6
http://creativecommons.org/licenses/by-nc-nd/4.0/


Anazi et al. Molecular Psych, 2017
Study

N N
Dx Yield 95%-CI Weight

4.8%
4.4%
2.6%
2.4%
3.3%
4.0%
2.0%
3.5%
2.8%
3.8%
2.7%
4.1%
3.6%
1.7%
5.3%
4.6%
4.8%
4.5%
3.6%
4.4%
2.9%
1.1%
2.9%
2.2%
2.9%
2.7%
2.2%
3.7%
3.8%
3.0%

100.0%

[0.51: 0.68]
[0.31: 0.56]
[0.04: 0.31]
[0.21: 0.79]
[0.08: 0.36]
[0.22: 0.51]
[0.07: 0.65]
[0.16: 0.49]
[0.25: 0.75]
[0.08: 0.27]
[0.10: 0.56]
[0.30: 0.60]
[0.14: 0.45]
[0.02: 0.48]
[0.29: 0.34]
[0.17: 0.33]
[0.19: 0.33]
[0.30: 0.53]
[0.04: 0.16]
[0.21: 0.42]
[0.36: 0.83]
[0.55: 1.00]
[0.18: 0.67]
[0.12: 0.74]
[0.18: 0.67]
[0.32: 0.84]
[0.26: 0.88]
[0.15: 0.46]
[0.52: 0.82]
[0.29: 0.76]

[0.30; 0.43]

0.60
0.43
0.13
0.50
0.19
0.36
0.30
0.30
0.50
0.16
0.29
0.45
0.28
0.17
0.31
0.25
0.26
0.41
0.08
0.31
0.61
0.90
0.41
0.40
0.41
0.60
0.60
0.29
0.68
0.53

0.36

Total
129
65
30
12
36
45
10
33
16
69
17
47
36
12

1736
121
163
78
95
78
18
10
17
10
17
15
10
38
41
19

3023

0.2 0.4 0.6 0.8

Positive
77
28
4
6
7

16
3

10
8
11
5
21
10
2

543
30
42
32
8

24
11
9
7
4
7
9
6

11
28
10

Baldridge et aI., Genetics in medicine, 2017
Butler et aI., International journal of molecular sciences, 2015
Charng et aI., BMC Medical Genomics, 2016
Codina-Sola et aI., Molecular autism, 2015
Evers et aI., Molecular genetics and metabolism, 2017
Helsmoortel et al., Clinical genetics, 2015
Iglesias et aI., Genetics in Medicine, 2014
Kuperberg et aI., Journal of child neurology, 2016
Lee et al., JAMA, 2014 

N
D

D

N
D

D
 p

lu
s

as
so

ci
at

ed
co

nd
iti

on
s

Monroe et aI., Genetics in medicine, 2016
Nolan and Carlson, Journal of child neurology, 2016
Prasad et aI., BMC Medical Genetics, 2018
Preiksaitiene et aI., Acta medica Lituanica, 2016
Retterer et al., Genetics in medicine, 2016
Riazuddin et al., Molecular psychiatry, 2017
Rossi et aI., Pediatric neurology, 2017
Srivastava et aI., Annals of neurology, 2014
Tammimies et aI., JAMA, 2015
Vissers et aI., Genetics in medicine, 2017
Xiao et al., American journal of medical genetics, 2018
Bramswig et al., Human genetics, 2015
Campeau et aI., The Lancet. Neurology, 2014
Gauthier-Vasserot et aI., American journal of medical genetics, 2017
Lopes et al., Journal of medical genetics, 2016
Loviglio et aI., Genome medicine, 2016
Olson et aI., American journal of medical genetics, 2015
Rump et aI., BMC Medical Genomics, 2016
Tarailo-Graovac et al., NEJM, 2016
Yeung et aI., Molecular autism, 2017

Random effects model
Heterogeneity: I 2 = 80%, τ 2 = 0.2835, p < 0.01
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