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Figure S1 Dot plot of the syntenic positions of SNP markers in the allotetraploid linkage maps versus the BGI G. arboreum draft genome. The 26
allotetraploid chromosomes are shown on the y-axis and the 13 chromosomes of G. arboreum are shown on the x-axis. A.) Intra-specific linkage
map displaying positions of 3,863 mapped SNP in G. hirsutum with alignments to G. arboreum. B.) Inter-specific linkage map (G. hirsutum genetic

standard line Texas Marker -1 by G. barbadense line 3-79) displaying positions of 11,344 mapped SNP with alignments to G. arboreum.
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Tables S1-S2

Available for download at www.g3journal.org/lookup/suppl/doi:10.1534/g3.115.018416/-/DC1
Table S1 Excel spreadsheet listing all 70K markers and their descriptions on the CottonSNP63K.

Table S2 Excel spreadsheet showing results of assay design of discovery group sets using Illumina’s Assay Design Tool.

A. M. Hulse-Kemp et al. 5l



