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Comparison of microbiome samples: methods and computational challenges. Briefings in 6.5 17
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Higher recall in metagenomic sequence classification exploiting overlapping reads. BMC Genomics, 0.8 14
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On the comparison of regulatory sequences with multiple resolution Entropic Profiles. BMC
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Clustering of reads with alignment-free measures and quality values. Algorithms for Molecular 19 2
Biology, 2015, 10, 4. :
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