1. What is the method used to collect the data (GBS, array) platform, protocol?
Multiplexed GBS libraries were constructed by Plateforme d’Analyses Génomiques of the Institut de Biologie Intégrativeet des Systèmes (IBIS), Université Laval (Quebec City, Canada), based on the PstI–MspI method described by Huang et al. (2014). Complexity reductions were multiplexed using barcode adapters, with 96 samples per pooled library. Sequencing of each pooled library was performed on a single lane of a HiSeq 2500 platform (Illumina, San Diego, CA, USA) using standard Illumina protocols and kits, producing high-output paired-end 150 bp reads at the Genome Quebec sequencing centre (Montreal, Canada).
2. What software was used to call the genotypes
Raw sequence files in FASTQ format were processed using initial steps of the UNEAK-GBS pipeline within TASSEL 3.0 bioinformatics analysis package (Lu et al. 2013) to trim the reads, de-convolute the barcodes, and produce a single tag count file for each sample. These files were then used by the Haplotag production pipeline (Tinker et al. 2016) to call marker genotypes (including both tag-level haplotypes and GBS SNPs).
3. What reference was used for alignment
It was based on pre-determined genetic loci identified previously in a set of 4,657 A. sativa accessions reported by Bekele et al. (2018).
4. Any filtering of the data
Data matrix was filtered using in-house software, to remove all markers with lower than 80% completeness, less than 5% minor allele frequency, or greater than 10% heterozygosity from the data matrix.
5. Which accession / germplasm was used?
[bookmark: _GoBack]A collection of 709 accessions of white and red Avena sativa L. was assembled, containing a majority of landraces from the Mediterranean area.
6. If the accessions are not already in T3/Oat we need any passport information you can supply to identify the accessions
See information in the excel file attached
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