














 

Figure 3. Phylogenetic comparison of SSU rRNA gene sequences from oil-degrading bacterial isolates ( ) 

and sequences retrieved from oiled Pensacola Beach sands (bolded). Only Gammaproteobacteria lineages are 

included in the analysis. The most similar sequences identified by BLAST are indicated by GenBank 

accession number. The bootstrapped neighbor-joining phylogenetic tree was generated in MEGA using the 

maximum composite likelihood model with Gamma-distributed rates and pairwise deletion (39). SSU rRNA 

sequences from oil-degrading isolates, similar environmental OTU from the pyrosequencing dataset, and top 

isolated BLAST hits were aligned using the GreenGenes NAST aligner (16). Nodes with >70% bootstrapping 

support, out of 500 replications, are shown. 

 



Figure 4. Multidimensional scaling plot of SSU rRNA pyrosequence libraries derived from 

oiled Pensacola beach sands (black), clean Pensacola sands (gray), and pristine sands (gray) 

from St. George Island. Samples above the black line were obtained from gDNA extracts, 

while samples below the line were derived from total RNA extracts reverse transcribed using 

a bacterial SSU rRNA gene primer. Lowercase letters (a – e) indicate pyrosequence libraries 

derived from the same sand sample. Averaged Bray-Curtis distance is shown. Bubble size is 

relative to percent abundance of Alcanivorax-like OTU as assigned by RDP classifier.  

 



Figure 5.  Phylum-and class-level phylogenetic analysis of RNA and DNA-based bacterial 

SSU rRNA pyrosequence libraries for Pensacola Beach sand samples collected on July 2nd, 

2010.  

 




