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ARTICLE IF CITATIONS

Streptococcus agalactiae clones infecting humans were selected and fixed through the extensive use
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Rga, a RofA-Like Regulator, Is the Major Transcriptional Activator of the Pl-2a Pilus inStreptococcus
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Exploring short k-mer profiles in cells and mobile elements from Archaea highlights the major

influence of both the ecological niche and evolutionary history. BMC Genomics, 2021, 22, 186.
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