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Development of KASP Markers for Marker-Assisted Selection. G3: Genes, Genomes, Genetics, 2015, 5,
1403-1413.

Yield, market quality, and leaf spots partial resistance of interspecific peanut progenies. Crop Breeding

and Applied Biotechnology, 2015, 15, 175-180. 04 7



20

22

24

26

28

30

32

MAiRCIO DE CARVALHO

ARTICLE IF CITATIONS

The Use of SNP Markers for Linkage Mapping in Diploid and Tetraploid Peanuts. G3: Genes, Genomes,
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