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214  polyploid forage grass adapted to acidic soils and temporary flooding areas. BMC Genomics, 2016, 45 12
17,910

First microsatellite markers for Paspalum plicatulum (Poaceae) characterization and
cross-amplification in different Paspalum species of the Plicatula group. BMC Research Notes, 2016,
9,511

Microsatellite loci for Urochloa decumbens (Stapf) R.D. Webster and cross-amplification in other
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