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MAIZE TEXAS TYPE CMS RESTORER OF FERTILITY-ASSOCIATED LOCI

ANALYSIS

G.I. SLISCHUK, N.E. VOLKOVA

Maize Rf1 and Rf2 genes bioinformatics analysis have been conducted. Genes

phylogenies were reconstructed in virtue of nucleotide alignment, Rf1 belonging to

pentatricopeptide motif-coding genes family has been showed. Primers, specific to

polymorphic regions were designed; in silico PCR analysis has been conducted.

Developed markers allowed Texas-type CMS maize restorer of fertility recessive and

dominant allele differentiation.

Keywords: CMS, restorers of fertility, maize, bioinformatics, phylogenetics,

PCR in silico


