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Correction: BMC Genomics 20, 119 (2019)
https://doi.org/10.1186/s12864-019-5485-8

Following publication of the original article it was 
reported that the wrong Genbank accession numbers are 
reported in the ‘Availability of data and materials’ declara-
tion. Under the Availability of data and materials section, 
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The online version of the original article can be found at https://doi.
org/10.1186/s12864-019-5485-8.
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