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Supplementary Data 1. Fasta file containing all identified Lluteño lncRNAs.
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Supplementary Figures
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Supplementary Figure 1. Curve of reads used to reconstruct the total number of transcripts. Random reads subsamples were used to count the number of covered transcripts in intervals composed by the increment of one million reads until it reaches the total number of high quality reads.
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Supplementary Figure 2. Histogram of z-score frequencies for all studied lncRNAs based on AlifoldZ approach (Washielt and Hofacker, 2004). All z-scores smaller than -5 were approximated to -5.
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Supplementary Figure 3. Lluteño maize expressed lncRNAs in control, 3 hours and 96 hours of exposure to salt and boron. 







Supplementary Tables

[bookmark: _GoBack]Supplementary Table 1. List of primers used on the quantitative PCR validation. Transcript ID, primers sequences and product size.
Supplementary Table 2. Chromosomal distribution of Lluteño lncRNAs according to B73 genome sequence and protein coding genes. 
Supplementary Table 3. Excel table of the Pearson correlations between the expression levels of Lluteño lncRNAs and the closest coding genes according to B73 genome
Supplementary Table 4. Excel table of differentially expressed lncRNAs. The table contains the expression values, fold-changes for each condition and its presence in other maize genomes (B73, Palomero and MO17).
Supplementary Table 5. Gene Ontology enriched categories of lncRNA-coding gene trans-NAT pairs. P = Biological Process, C = Cellular Component, F = Molecular Function.
Supplementary Table 6. Gene Ontology enriched categories of lncRNA-coding gene trans-NAT pairs. P = Biological Process, C = Cellular Component, F = Molecular Function.
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