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: Correction to: Scientific Reports https://doi.org/10.1038/s41598-018-24967-y, published online 27 April 2018

. The original version of this Article contained errors in the References. The following was erroneously included as
. Reference 7, and has now been removed:

Pandey, V., Gangopadhyay, A. N., Gupta, D. K. & Sharma, S. P. Single stage management of a unique variant of
: congenital pouch colon with triplet fistula and normal anus. J Indian Assoc Pediatr Surg. 20(3), 148-9 (2015).

Additionally, the original version of Article contained typographical errors in the Abstract and Conclusions.
© In the Abstract:

“Furthermore, the stop gain mutations in the form of JAG1,OR5AR1,SLC22A24,PEX16,TSPAN32,TAF1B,MAP2K3
: and SLC25A19 appears to be localized to Chromosomes 2, 11, 17 and 20 in addition to the three stop lost mutants
: across three genes, viz. OAS2, GBA3 and PKD1L2 affecting the colon tissue.”

© now reads:

“Furthermore, the stop gain mutations in the form of JAGI,OR5AR1,SLC22A24,PEX16,TSPAN32,TAF1B,MAP2K3
¢ and SLC25A19 appears to be localized to Chromosomes 2, 11, 17 and 20 in addition to the three stop lost muta-
. tions across three genes, viz. OAS2, GBA3 and PKD1L2 affecting the colon tissue”

. In the Conclusions:

© “With the goal set for easy identification of CPC using NGS technologies, a panel database including tested genes,
. diseased phenotype and OMIM panel numbers for such rare genetic disease could be of significant interest to

- clinical NGS community?2”

© now reads:

“With the goal set for easy identification of CPC using NGS technologies, a panel database including tested genes,
. diseased phenotype and OMIM panel numbers for such rare genetic disease could be of significant interest to
- clinical NGS community”

© These errors have now been corrected in the PDF and HTML versions of the Article.
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Open Access This article is licensed under a Creative Commons Attribution 4.0 International
CE | jcense, which permits use, sharing, adaptation, distribution and reproduction in any medium or

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material 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 per-
mitted 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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