
Correction: Genetic evaluation of cardiomyopathy: a clinical practice resource of the American College of Medical Genetics and
Genomics (ACMG)

Ray E. Hershberger1, Michael M. Givertz2, Carolyn Y. Ho3, Daniel P. Judge4, Paul F. Kantor5, Kim L. McBride6, Ana Morales1,
Matthew R. G. Taylor7, Matteo Vatta8,9,10 and
Stephanie M. Ware9,11 on behalf of the ACMG Professional Practice and Guidelines Committee

Genetics in Medicine (2019) 21:2406; https://doi.org/10.1038/s41436-019-0521-2

Correction to: Genetics in Medicine; https://doi.org/10.1038/s41436-018-0039-z, published online 14 June 2018

In the original version of this Article, the Statement on Conflict of Interest originally submitted by the authors was not published and
should have read:

Disclosure: R.E.H. has served as a consultant for Array Biopharma. C.Y.H. has served as a consultant and has received research support
from MyoKardia. D.P.J. has served as a consultant for Array Biopharma, Eidos Therapeutics, Glaxo Smith Kline, Invitae, MyoKardia, and
Pfizer. M.R.G.T. has served as a consultant for Array Biopharma, Guidepoint Global, and Wellpoint, Inc., and has served as a speaker for
GeneDx. M.V. is employed by Invitae Corporation. The other authors declare no conflicts of interest.

Furthermore, in the Acknowledgements section we neglected to state that:

This article is an abbreviated version of “Genetic Evaluation of Cardiomyopathy—a Heart Failure Society of America Practice Guideline,”
published in Journal of Cardiac Failure, and on which the American College of Medical Genetics and Genomics and the Heart Failure
Society of America collaborated.

The PDF and HTML versions of the Article have now been corrected with the above.
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Correction: Variant classification changes over time in BRCA1 and BRCA2

Chloe Mighton1,2, George S. Charames3,4,5, Marina Wang4, Kathleen-Rose Zakoor4,5, Andrew Wong4, Salma Shickh1,2,
Nicholas Watkins4, Matthew S. Lebo6,7, Yvonne Bombard1,2 and Jordan Lerner-Ellis3,4,5

Genetics in Medicine (2019) 21:2406–2407; https://doi.org/10.1038/s41436-019-0526-x

Correction to: Genet Med 2019; https://doi.org/10.1038/s41436-019-0493-2 published online 11 April 2019

In the original version of this Article, the affiliation details for Drs. Jordan Lerner-Ellis and George Charames did not include the
Department of Pathology and Laboratory Medicine at the University of Toronto. In addition, Drs. Jordan Lerner-Ellis and George
Charames were incorrectly affiliated with the institute of Health Policy, Management and Evaluation at the University of Toronto. These
errors have now been corrected in both the PDF and HTML versions of the Article.
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Health System, University of Toronto, Toronto, ON, Canada; 5Lunenfeld-Tanenbaum Research Institute, Sinai Health System, Toronto, ON, Canada; 6Laboratory for Molecular
Medicine Cambridge, Partners Healthcare for Personalized Medicine, Cambridge, MA, USA; 7Brigham and Women’s Hospital and Harvard Medical School, Boston, MA, USA.
Correspondence: Jordan Lerner-Ellis (Jordan.Lerner-Ellis@sinaihealthsystem.ca)

Published online: 2 May 2019

Correction: Evaluation of the cost and effectiveness of diverse recruitment methods for a genetic screening study

Hila Milo Rasouly1, Julia Wynn2, Maddalena Marasa1, Rachel Reingold1, Debanjana Chatterjee1, Sheena Kapoor1, Stacy Piva1,
Byum Hee Kil1, Xueru Mu1, Maria Alvarez1, Jordan Nestor1, Karla Mehl1, Anya Revah-Politi3, Natalie Lippa3, Michelle E. Ernst3,
Louise Bier3, Aileen Espinal2, Bianca Haser2, Anoushka Sinha4, Ian Halim4, David Fasel5, Nicole Cuneo1, Jacqueline J. Thompson4,
Miguel Verbitsky1, Elizabeth G. Cohn6, Jill Goldman6, Karen Marder6, Robert L. Klitzman7, Manuela A. Orjuela2,8, Yat S. So5,
Alex Fedotov9, Katherine D. Crew1, Krzysztof Kiryluk1, Paul S. Appelbaum7, Chunhua Weng5, Karolynn Siegel10, Ali G. Gharavi1 and
Wendy K. Chung1,2

Genetics in Medicine (2019) 21:2407; https://doi.org/10.1038/s41436-019-0528-8

Correction to: Genet Med 2019; https://doi.org/10.1038/s41436-019-0497-y published online 1 April 2019

The original version of this Article contained an error in the undergraduate degree awarded to the author Ian Halim, which was
incorrectly given as BS. This has now been corrected to BA in both the PDF and HTML versions of the Article.
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Correction: Sequencing as a first-line methodology for cystic fibrosis carrier screening

Kyle A. Beauchamp 1,2, Katherine A. Johansen Taber1, Peter V. Grauman1,3, Lindsay Spurka1,4, Jeraldine Lim-Harashima1,
Ashley Svenson 1, James D. Goldberg1 and Dale Muzzey 1,2

Genetics in Medicine (2019) 21:2407–2408; https://doi.org/10.1038/s41436-019-0543-9

Correction to: Genetics in Medicine; https://doi.org/10.1038/s41436-019-0525-y, published online 30 April 2019

The original version of this Article contained an error in Fig. 3. Specifically, the result “3 (67%) TOP” should read “2 (67%) TOP.” This
has now been corrected in both the PDF and HTML versions of the Article.
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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/4.0/.
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37 CF ARCs

19 (51%) screened
preconceptionally

a

b

17 (89%) planned/pursued
any of the following actions:*

15 (79%) IVF with PGT-M
3 (16%) PNDx
1 (5.2%) Adoption
1 (5.2%) Avoid pregnancy

18 (49%) screened
prenatally

10 (56%) pursued
PNDx

3 (38%) pregnancies
affected

2 (67%) TOP
1 (33%) live birth

7 (88%) tested
postnatally

2 (29%) children
affected

13

“CF23 ARCs”, N (%) “Non-CF23 ARCs”, N (%) P-value

6

5 (83) 1

12

7 (58) 0.29

3 (43)

3 (100) TOP

12 (92)

25

9 (36)

2 (22)

1 (50) live birth
1 (50) TOP

Screened preconceptionally

Planned /Pursued action to
avert affected pregnancy (a)

All pregnancies (b)

Pursued prenatal diagnosis

Pregnancies affected

Affected pregnancy
Outcome

1 (33%) child
affected

3 (60%) tested
postnatally2 (100%) TOP

8 (100%) live
births

2 (33%) pregnancies
affected

5 (38%) live births
7 (54%) not born yet
1 (7.7%) miscarriage

8 (44%) did not
pursue PNDx

13 (68%) did not
pursue PNDx

6 (32%) pursued
PNDx

19 subsequent
pregnancies

5 (26%) achieved
by IVF with PGT-M

(a) Actions include IVF with PGT-M, prenatal diagnostic testing if/when pregnancy occurs, adoption, or avoidance of pregnancy

(b) Current and subsequent pregnancies in those screened prenatally, and subsequent pregnancies that occured in those
screened preconceptionally.

Fig. 3
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Correction: ClinGen expert clinical validity curation of 164 hearing loss gene–disease pairs

Marina T. DiStefano1,2, Sarah E. Hemphill1, Andrea M. Oza1,3, Rebecca K. Siegert2, Andrew R. Grant2, Madeline Y. Hughes2,
Brandon J. Cushman1, Hela Azaiez4, Kevin T. Booth4,5, Alex Chapin6, Hatice Duzkale7, Tatsuo Matsunaga8,9, Jun Shen1,10,
Wenying Zhang11, Margaret Kenna3,10, Lisa A. Schimmenti12, Mustafa Tekin13, Heidi L. Rehm1,2, Ahmad N. Abou Tayoun14 and
Sami S. Amr 1,10 on behalf of the ClinGen Hearing Loss Clinical Domain Working Group

Genetics in Medicine (2019) 21:2409; https://doi.org/10.1038/s41436-019-0553-7

Correction to: Genetics in Medicine; https://doi.org/10.1038/s41436-019-0487-0, published online 21 March 2019.

In the original version of this Article, the address for affiliation 8, Division of Hearing and Balance Research, National Hospital
Organization Tokyo Medical Center, Tokyo, Japan, was incorrectly given as Laboratory of Auditory Disorders and Division of Hearing
and Balance Research, Tokyo, Japan.

Furthermore, the address for affiliation 9,Medical Genetics Center, National Institute of Sensory Organs, National Hospital Organization
Tokyo Medical Center, Tokyo, Japan, was incorrectly given as Medical Genetics Center, National Institute of Sensory Organs, National
Tokyo Medical Center, Tokyo, Japan.

They have now been corrected in both the PDF and HTML versions of the Article.
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Correction: SMAD6 is frequently mutated in nonsyndromic radioulnar synostosis

Yongjia Yang 1, Yu Zheng 1, Wangming Li 2, Liping Li 1, Ming Tu 1, Liu Zhao 1, Haibo Mei 3, Guanghui Zhu 3 and
Yimin Zhu 1,4

Genetics in Medicine (2019) 21:2409; https://doi.org/10.1038/s41436-019-0578-y

Correction to: Genetics in Medicine; https://doi.org/10.1038/s41436-019-0552-8, published online 29 May 2019

The original version of this Article contained an error in the spelling of the author Yimin Zhu, which was incorrectly given as Yiming Zhu.
This has now been corrected in both the PDF and HTML versions of the Article.
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