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Correction to: Scientific Reports https:// doi. org/ 10. 1038/ s41598- 018- 31148-4, published online 10 September 
2018

The original version of this Article contained errors in the Results section under subheading ‘Virus discovery’ 
where,

“The remaining 21 contigs had Top Hit E-value scores identifying them to be related most closely to strains of 
Gill-associated virus (GAV; 4 contigs, longest 26,235 nt), Penaeus chinensis hepandenovirus (PchiHDV; 4 contigs, 
longest 1,884 nt), Wenzhou shrimp virus 2 (WSV2; RdRp, hypothetical protein and G protein contigs, longest 
6,891 nt), Wenzhou shrimp virus 8 (WSV8; 6 contigs, longest 4,579 nt), Beihai picorna-like virus 2 (5,277 nt), 
Wenzhou picorna-like virus 23 (551 nt) and Moloney murine leukaemia virus Pr180 sequence (Mo-MuLV; 
2,431 nt).”

now reads:

“The remaining 21 contigs had Top Hit E-value scores identifying them to be related most closely to strains of 
Gill-associated virus (GAV; 4 contigs, longest 26,235 nt), Penaeus chinensis hepandenovirus (PchiHDV; 4 con-
tigs, longest 1,884 nt), Whenzhou shrimp virus 2 (When-2; RdRp, hypothetical protein and G protein contigs, 
longest 6,891 nt), Whenzhou shrimp virus 8 (When-8; 6 contigs, longest 4,579 nt), Beihai picorna-like virus 2 
(5,277 nt), Wenzhou picorna-like virus 23 (551 nt) and Moloney murine leukaemia virus Pr180 sequence (Mo-
MuLV; 2,431 nt).”

In the Discussion section,

“The presence of near full-length ssRNA genome sequences for viruses such as gill-associated virus (GAV, 26,235 
nt) and white spot virus 2 (WSV2, 10,542 nt) provided additional validation of the methods used to synthesize 
and assemble the transcriptome, and to its completeness as demonstrated by various metrics measuring the 
nature and number of endogenous gene transcripts.”

now reads:

“The presence of near full-length ssRNA genome sequences for viruses such as gill-associated virus (GAV, 26,235 
nt) and two sequences (deposited on NCBI: OM219076 and OM219077, cumulative length of 10,542 nt ) with 
high similarity to Whenzhou shrimp virus-2 L and M segments (When-2, KM817720.2 and KM817687.1) 
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provided additional validation of the methods used to synthesize and assemble the transcriptome, and to its com-
pleteness as demonstrated by various metrics measuring the nature and number of endogenous gene transcripts.”

“In addition to known endemic viruses, the transcriptome contained full-length or near full-length RNA tran-
scripts related closely to the recently-described shrimp viruses WSV2 and  WSV850,51 unknown until now to 
occur in Australian P. monodon.”

now reads:

“In addition to known endemic viruses, the transcriptome contained full-length or near full-length RNA tran-
scripts related closely to the recently-described shrimp viruses When-2 and When-850,51 unknown until now to 
occur in Australian P. monodon.”

The original Article has been corrected.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, 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 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence 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 licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2022

http://creativecommons.org/licenses/by/4.0/

	Author Correction: De novo assembly, characterization, functional annotation and expression patterns of the black tiger shrimp (Penaeus monodon) transcriptome

