Supplementary Materials 

Table S1. [File format: MS Excel, .xls] Assembly quality analysis. Genomes were assembled and evaluated using NOVOwrap (Wu et al., 2021) and the QUAST tool (Gurevich et al., 2004), respectively. The variety assembled, as well as the GenBank and SRA accession numbers, are shown.

Table S2. [File format: MS Excel, .xls] Nucleotide composition; GC content; and analysis of variable, conserved, informative, parsimony sites, and singletons for each locus. 

Table S3. [File format: MS Excel, .xls] RSCU analysis of the rps15-rpl32 region. Bold letters indicate the highest RSCU value. 

Figure S1. [File format: MS Word, .docx] SNP frequency and patterns (A) and InDels (B) at the SSC region across all analyzed Zea mays genomes.
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