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Genome-wide annotation of microRNA primary transcript structures reveals novel regulatory

mechanisms. Genome Research, 2015, 25, 1401-1409.

DIAMUND : Direct Comparison of Genomes to Detect Mutations. Human Mutation, 2014, 35, 283-288. 2.5 9



20

22

24

26

28

30

32

34

36

MIHAELA PERTEA

ARTICLE IF CITATIONS
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