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Infererence of the SNP effects on gene functions
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The SNP analysis pipeline for EST and NGS reads sequenced by ABI SOLiD, Illumina
HiSeq and MiSeq platforms was constructed. The sequence data were respectively obtained from NCBI' s
dbEST and SRA databases. Using the pipeline, SNPs on the tomato genome sequence were detected and
classified into eight categories, and the effects of the SNPs on protein functions were inferred. The
SNPs on the active site in the protein three-dimensional structure constructed by homology modeling were
defined as ‘ functional SNP’ . SNPs on the genes related to disease resistances, stress tolerances and
fruit color and aroma etc were investigated, and some SNPs were found in the genes related to sugar
metabolism and so on. In future, the amount of data related to NGS, phenotypes, QTLs, and
three-dimensional structures of protein would be increased in public database. By using these data, the
accuracy of variety identification would be improved, and the increase of the breeding efficiency would
be expected.
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