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A corrigendum on 

De novo assembly of the Japanese lawngrass ( Zoysia japonica Steud.) root 

transcriptome and identification of candidate unigenes related to early 

responses under salt stress 

by Xie Q, Niu J, Xu X, Xu L, Zhang Y, Fan B, et al. (2015) Front. Plant Sci. 6: 

610. doi: 10. 3389/fpls. 2015. 00610 

Due to an oversight by the authors, data from a different study were 

incorrectly reported in the Abstract and Conclusion of the manuscript. 

The number of unigenes found was 32, 849, not the 100, 800 originally 

reported. This has been changed throughout the article. Accordingly, the 

abstract should read as follows: 

We first constructed two sequencing libraries, including control and NaCl-

treated samples, and sequenced them using the Illumina HiSeq™ 2000 

platform. Approximately 157. 20 million paired-end reads with a total length 

of 68. 68 Mb were obtained. Subsequently, 32, 849 unigenes with an N50 

length of 1781 bp were assembled using Trinity, among which 70, 127 

unigenes were functionally annotated ( E -value ≤ 10-5) in the non-

redundant protein (NR) database. Furthermore, three public databases, the 

Kyoto Encyclopedia of Genes and Genomes (KEGG), Swiss-prot, and Clusters 

of Orthologous Groups (COGs), were used for gene function analysis and 

enrichment. The annotated genes included 57 Gene Ontology (GO) terms, 

120 KEGG pathways, and 24 COGs. Compared with the control, 1455 genes 

were significantly different (false discovery rate ≤0. 01, | log2Ratio|≥1) in 
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the NaCl-treated samples. These genes were enriched in 10 KEGG pathways 

and 73 GO terms, and subjected to 25 COG categories. 

The conclusion has been modified to remove the text “ of which 73, 862 

produced hits against the NR database” as this was in reference to the 

incorrect data. 

All conclusions were drawn using the correct data and, as such, these are 

unaffected by the above changes. 

The original article was updated. 
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