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Online Resource 3 Electropherogram of 16S rDNA clones. Electropherograms of the first 600 nucleotides of one
NCBI's accepted bacterial sequence LA_B6 (A) and its comparison with NCBI filtered sequences of Gram-positive
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bacteria WL_AS and archaca WA g4 (B & C, respectively) obtained in this study are shown. Sequences that
showed good quality such as NCBI accepted sequences and depicted here were manually analyzed, trimmed, and
subsequently analyzed to 16S diversity assay on Geneious.



