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Tables S1-S5

Available for download as Excel files at www.g3journal.org/lookup/suppl/doi:10.1534/g3.115.020594/-/DC1

Table S1. Market class and race of common bean accessions genotyped with the BARCBean6K_1 and BARCBean6K_2 Illumina
BeadChips.

Table S2. BARCBean6K_1 SNPs and analysis: SNP ID, NCBI submitted SNP ID number, SNP alleles, Chromosome and SNP
position in the v1.0 P. vulgaris assembly, 60nt of SNP flanking sequence, Minor Allele Frequency (MAF) of the SNP in the
sequence analysis of the 17 cultivars, Illumina SNP Design Score, Inclusion of SNP in the BARCBean6K_1 beadpool (Y/N),
Polymorphism of the SNP in the BARCBean6K_1 analysis, MAF >0.05 in the analysis of the 499 BeanCAP lines (Y/N) and
Ambiguous allele calls in the BeanCAP line analysis <10% (Y/N)

Table $3. BARCBean6K_2 SNPs and analysis: SNP ID, NCBI submitted SNP ID number, SNP alleles, Chromosome and SNP
position in the v1.0 P. vulgaris assembly, 60nt of SNP flanking sequence, Minor Allele Frequency (MAF) of the SNP in the
sequence analysis of the 17 cultivars, Illumina SNP Design Score, Inclusion of SNP in the BARCBean6K_2 beadpool (Y/N),
Polymorphism of the SNP in the BARCBean6K_2 analysis, MAF >0.05 in the analysis of the 499 BeanCAP lines (Y/N) and
Ambiguous allele calls in the BeanCAP line analysis <10% (Y/N).

Table S4. Linkage group and linkage position (cM) of markers in the Stampede x Red Hawk (SR) F; linkage map and alignment of
the SNP flanking sequence to the v0.9 Phaseolus vulgaris genome assembly

Table S5. The BARCBean6K_3 SNPs and analysis: SNP ID; NCBI ssID; Included in the BARCBean6K_3 Beadpool (Y/N);
Chromosome and SNP position in the v1.0 P. vulgaris assembly; Minor Allele Frequency (MAF) of the SNP in the sequence
analysis of the 499 diverse BeanCAP common bean genotypes; % of BeanCAP lines with missing or ambiguous allele calls;
Polymorphism in the common bean races Nueva Granada, Mesoamerican, and Durango and in the snap bean genotypes;
Polymorphism within the Middle American and Andean genepools; Number of dry bean races with polymorphism; Linkage
group and cM position in the Stampede x Red Hawk mapping population; SNP location in a gene (Y/N); Position in gene if
applicable; Source of the SNP either BARCBean6K_1 or BARCBean6K_2 BeadChip and the 60 nt of SNP flanking sequence.
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Figure S1. Neighbor joining tree derived from the analysis of
192 common bean varieties with 1,159 SNPs (Hyten et a/.
2010) and identification of 15 (encircled in red) of the 17
cultivars used for whole genome sequence analysis for SNP
discovery. The market class of cultivars is identified based
upon the background shading shown below.
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