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32 Genomeâ€•wide Inference of Somatic Translocation Events During Potato Dihaploid Production. Plant
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tomentosa and Populus deltoides. Chromosoma, 2018, 127, 313-321. 2.2 43

38 Amplification and adaptation of centromeric repeats in polyploid switchgrass species. New
Phytologist, 2018, 218, 1645-1657. 7.3 30

39
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