Figure Legends
Figure 1 Key steps and metabolic intermediates related to PAEs biodegradation. 
R, different hydrocarbyl groups; pht, the pht gene cluster; pca, the pca gene cluster.
Figure 2 Degradation of different initial concentration DBP by Arthrobacter sp. ZJUTW in BSM under the optimal conditions: 30°C and pH 8.0. 
Figure 3 The phylogenetic cladogram (A) of ZJUTW with other 25 available completely sequenced Arthrobacter strains, with Venn diagram (B) showing the number of shared and exclusive genes four Arthrobacter strains and their differential expression. In (A), GenBank accession numbers following 25 Arthrobacter strains names, respectively. For example, Hiyo4 (AP014718) stands for Arthrobacter: Arthrobacter sp. Hiyo4 (AP014718). In (B), the pie chart shows the number of genes with different gene expression level (Green, up-regulation; red, down-regulation; Blue, no change) in the corresponding area of the venn diagram.
Figure 4 Specific genetic architecture of DBP metabolic genes and clusters in strain ZJUTW. (A) The phthalate acid catabolic gene cluster (pht gene cluster) of strain ZJUTW locates on its plasmid pQL with duplicated homologous genes, while that of Arthrobacter keyseri 12B and Gordonia sp. YC-JH1, locates on their plasmid pRE, and chromosome,respectively without duplicated homologous genes. (B) Circos plot of synteny comparison for five full-length plasmids, homologous blocks were presented with identically colored regions and linked across the sequences. (C) The DBP degradation capacity lose when plasmid pQL is removed and no growth of mutant without plasmid (pQL1-) was detected when DBP is the sole carbon source in BSM. (D) The protocatechuate catabolic gene cluster (pca gene cluster) of Arthrobacter sp. ZJUTW locates on its chromosome with duplicated homologous genes, while that of Gordonia sp. YC-JH1 and Streptomyces sp. 2065 locates on their chromosomes without duplicated homologous genes. 
Enzymes of genes encoding: phtAa, phthalate 3,4-dioxygenase large subunit; phtAb, phthalate 3,4-dioxygenase small subunit; phtAc, phthalate 3,4-dioxygenase ferredoxin component; phtAd, phthalate 3,4-dioxygenase ferredoxin reductase component; phtB, 3,4-dihydro-3,4-dihydroxyphthalate dehydrogenase; phtC, 3,4-dihydroxyphthalate decarboxylase; pcaG, protocatechuate 3,4-dioxygenase α chain; pcaH, protocatechuate 3,4-dioxygenase β chain; pcaB, 3-carboxy-cis, cis-muconate cycloisomerase; pcaC, 4-carboxymuconolactone decarboxylase; pcaD, β-ketoadipate enol-lactone hydrolase; pcaI, 3-ketoacid-CoA transferase; pcaJ, 3-ketoacyl-CoA thiolase; pcaF, 3-ketoacyl-CoA thiolase.
Figure 5 Venn diagram (A) and Volcano plot (B) showing the genes expression level changes under DBP and glucose carbon sources and the most up-regulated and down-regulated genes involved in DBP metabolic process of Arthrobacter sp. ZJUTW. In (B), the genes filled in red means that their log2 (fold change) are positive value, and indicate they are expressed at higher levels in DBP than in glucose. Whereas, the genes filled in blue means that their log2 (fold change) is negative value, and indicate they are expressed at lower level in DBP than in glucose. The dotted line on the x-axis is obtained when p-value = 0.005. Genes related to DBP degradation are highlighted in green.
Figure 6 Differential expression of genes in pht cluster and pca cluster when Arthrobacter sp. ZJUTW grown on glucose (gray) and DBP (black). 
Figure 7 Possible metabolic pathways of DBP in strain ZJUTW. 
Genes were up-regulated by 1.5-3.00 folds (black arrows), 3.00-3.50 folds (blue arrows), greater than 3.50 folds (red arrows); Genes were not detected via transcriptomic method (grey arrows).
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