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Combined microRNA and mRNA expression analysis in pediatric multiple sclerosis: an integrated
approach to uncover novel pathogenic mechanisms of the disease. Human Molecular Genetics, 2018, 27,
66-79.

p53FamTaC: a database resource of human p53, p63 and p73 direct target genes combining in silico

prediction and microarray data. BMC Bioinformatics, 2007, 8, S20. 2.6 57

MitoDrome: a database of Drosophila melanogaster nuclear genes encoding proteins targeted to the
mitochondrion. Nucleic Acids Research, 2003, 31, 322-324.

ASPicDB: A database resource for alternative splicing analysis. Bioinformatics, 2008, 24, 1300-1304. 4.1 40

ASPicDB: a database of annotated transcript and protein variants generated by alternative splicing.
Nucleic Acids Research, 2011, 39, D80-D85.

ITSoneDB: a comprehensive collection of eukaryotic ribosomal RNA Internal Transcribed Spacer 1 (ITS1) 145 31
sequences. Nucleic Acids Research, 2018, 46, D127-D132. ’

MitoRes: a resource of nuclear-encoded mitochondrial genes and their products in Metazoa. BMC

Bioinformatics, 2006, 7, 36.

Statistical assessment of functional categories of genes deregulated in pathological conditions by

using microarray data. Bioinformatics, 2007, 23, 2063-2072. 41 22



20

22

24

26

28

30

32

34

36

VITO FLAVIO LICCIULLI

ARTICLE IF CITATIONS

Integrated Analysis of microRNA and mRNA Expression Profiles: An Attempt to Disentangle the Complex
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