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quorum sensing in gram-positive bacteria
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V. Domain scanning in LuxR containing
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I. Multiple sequence alignment using CLUSTAL OMEGA software of 36 Gram-positive bacteria

against Vibrio fischeri LuxR
) 4 VII. Phylogenetic reconstruction (Maximum likelihood)of the LuxR-incorporating sequences of

36 Gram-positive bacteria, 11 Gram-negative bacteria and 03 eukaryotes using MEGA 7.0
(LG+G+F model, 1000 Bootstrap values)

CONCLUSION

i ‘

Il. Clustering analysis done using CLANS

software of 36 LuxR containing 1 Our study showed the coevolution of LuxR containing sequences of plant-associated soil-
sequences of Gram-positive bacteria. borne Gram-positive with that of Gram-negative bacteria may help in intraspecies and
interspecies signaling.
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