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Pilot sequencing of onion genomic DNA reveals fragments of transposable elements, low gene
densities, and significant gene enrichment after methyl filtration. Molecular Genetics and Genomics,
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syringae pv. actinidiae in kiwifruit (Actinidia chinensis). Horticulture Research, 2019, 6, 101. 6.3 24

29 Complex formation between recombinant ATP sulfurylase and APS reductase of <i>Allium cepa</i> (L.).
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