
Supplementary Information 

Figure S1. Analysis of the Venn diagram on the identifiable proteins (cutoff: protein 

probability 95%, minimum peptide 1, minimum peptide probability 95%). SDS (sodium 

dodecyl sulfate), CHAPS (3-[(3-cholamidopropyl)dimethylammonio]-1-propanesulfonate), 

RIPA (radioimmunoprecipitation assay buffer). 
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Figure S2. Phylogenetic tree of the 16S rRNA gene sequences of bacterial populations in the 

anaerobic terephthalate-degrading biofilm under 50 °C conditions. Total community DNA 

subjected to the microbial community anlaysis was obtained from biofilms sampled at  

Day 1460. The tree was reconstructed based on the neighbor-joining method with 1000-time 

bootstrapping and rooted with Methanospirillum hungatei (CP000524). Bootstrap values 

that are greater than 60% are indicated at branch nodes using a solid circle. The scale bar 

corresponds to 10 nucleotide substitutions per 100 nucleotide positions. The phylotypes 

obtained in this study and in our previous study [1] were highlighted in blue and red, 

respectively. The frequencies of phylotypes in the clone library were indicated in 

parentheses. The inference of taxonomic phyla for the phylotypes was showed on the right of 

the tree.  
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Biofilm DNA preparation and bacterial composition analysis 

For preparation of genomic DNA from biofilm samples, microbial cells were subjected to enzymatic 

and chemical treatments, and their community DNAs were purified and precipitated using 

phenol-chloroform-isoamyl alcohol and ethanol precipitation procedures [2]. Prior to analysis of 

microbial composition, the bacterial 16S rRNA gene fragments were obtained by PCR amplification 

with the commonly used primer set (27F/1492R), and cloned using a TOPO TA cloning kit (Invitrogen, 

Carlsbad, CA, USA). The clones were screened using the restriction fragment length polymorphism 

(RFLP) method, and those sharing a RFLP profile were grouped into one operational taxonomic unit (OTU). 

The sequences of each OTU representative were analyzed in accordance with our previous study [3]. 

The nucleotide sequences of the detected OTUs were assessed for chimeric artifacts using Pintail 

software [4], and then compared with the sequences of relatives in the GenBank using a BLAST search. 

The phylogenetic tree and bootstrap resampling analysis for 1000 replicates were constructed by 

applying the neighbor-joining method provided in ARB program [5]. 
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