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species with high genetic connectivity. Molecular Ecology, 2017, 26, 6253-6269 57 26

119

A glimpse into the genetic basis of symbiosis between and their helper strains in the
biodegradation of 4-aminobenzenesulfonate. Journal of Genomics, 2017, 5, 77-82

Draft Genome Sequences of Six Strains Isolated from Malaysian Clinical and Environmental Origins.
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Whole-Genome Sequences of Two Carbapenem-Resistant Strains Isolated from a Tertiary Hospital
in Johor, Malaysia. Genome Announcements, 2017, 5,

High-resolution bacterial 16S rRNA gene profile meta-analysis and biofilm status reveal common
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