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Following publication of the original article [1], it was 
reported that Table 1 was missing grey highlighting and 
underlining in the text as described in the table caption. 
Table 1 has been correctly reproduced in this Correction 
article, and the original article has been updated.
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The online version of the original article can be found at https://doi.
org/10.1186/s12864-023-09738-y.
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Table 1  Sequences of barley (Hordeum vulgare) chromosome ends. All 14 chromosomes ends are displayed, including both short and long arms of 
chromosomes. All sequences are presented on the direction of the sequencing, from the end of the short chromosome arm to the end of the long chro-
mosome arm. Chromosome arms that present telomeric repeats are highlighted in grey. The telomeric sequence of 2 H-L, 3 H-L and 5 H-L chromosome 
arms is underlined. Sequences were obtained by ENA from EBI (RefSeq MorexV3)
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