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19 Molecular Signatures Related to the Virulence of Bacillus cereus Sensu Lato, a Leading Cause of
Devastating Endophthalmitis. MSystems, 2019, 4, . 1.7 4

20 Prokaryotic Genome Expansion Is Facilitated by Phages and Plasmids but Impaired by CRISPR. Frontiers
in Microbiology, 2019, 10, 2254. 1.5 6
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