Supplementary Table legend
Table S1. Number of genetic variants identified in 81 starch genes in six tetraploid cultivars.
Table S2. Number of genetic variants identified in 38 SGA genes in six tetraploid cultivars.
Table S3. Functional annotation of allelic variation in 81 starch genes.
Table S4. Functional annotation of allelic variation in 38 SGA genes.
Table S5. Statistics of transcriptional and un-transcriptional haplotypes within starch-related genes in the six potato cultivars.
Table S6. Statistics of transcriptional and un-transcriptional haplotypes within SGA-related genes in the six potato cultivars.
Table S7. Information of the 137 autotetraploid cultivars used in this study.
Table S8. Nucleotide diversity, Tajima's D and FST values of genes involved in SGA metabolism.
Table S9. Nucleotide diversity, Tajima's D and FST values of genes involved in starch metabolism.

