Genotyping-in-Thousands by sequencing (GT-seq): A low cost, high-throughput,
targeted SNP genotyping method
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Figure 6: Estimated genotyping costs with GT-seq

protocol. The dotted line (primary y-axis)

represents only the costs of sequencing per sample,
SNP loci specific to one lane of single read 100 on an

A. lllumina HiSeq. The dotted line shows that at a
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