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Table S1. Primers used in this study 

Primer Sequence (5’-3’)† Sequence amplified 

bhbA-f CAAGGATCCCCTTCAATGGCCGCCA (BamHI) 
bhbA 

bhbA-r GCATCTAGATTACATGTCCAGCATCAC (XbaI) 

bhbB-f CAAGGATCCATTTCACAACAAGGAGAC (BamHI) 

bhbB bhbB-r CATCTAGATTTAGATCTTTACTCTTTGATGCCGCGT 

(XbaI, BglII) 

bhbA2-f GCAGGATCCAGGAAAGTCAGAGGCTTC (BamHI) 
bhbA2 

bhbA2-r GCATCTAGATTAGAGGTTGAGAACGATCT (XbaI) 

bhbB2-f GCAGGATCCACACGAACACTGGAGA (BamHI) 

bhbB2 bhbB2-r CATCTAGATTTAGATCTCTATTCCCTAATCCCACG 

(XbaI, BglII) 

bhbB-f CAAGGATCCATTTCACAACAAGGAGAC (BamHI) 
bhbAB 

bhbA-r GCATCTAGATTACATGTCCAGCATCAC (XbaI) 

bhbB2-f GCAGGATCCACACGAACACTGGAGA (BamHI) 
bhbA2B2 

bhbA2-r GCATCTAGATTAGAGGTTGAGAACGATCT (XbaI) 

A-RT-f CACGCTCGCGCTGAAGGTG 143-bp fragment of 

bhbA for real-time 

qPCR 

A-RT-r GGTAGTTTCGACCGGTGTAG 

B-RT-f ATGGCTACACCTTCCTCGTC 187-bp fragment of 

bhbB for real-time 

qPCR 

B-RT-r TTGGCGTAGGTCAGCAGATC 

A2-RT-f GTAGCCACCAGTCGATCCAC 157-bp fragment of 

bhbA2 for real-time 

qPCR 

A2-RT-r TCCGACGGAATTTCACCTCG 

B2-RT-f TGATTGCCGCTGAAGCTGTC 184-bp fragment of 

bhbB2 for real-time 

qPCR 

B2-RT-r TGACGTGCATCACTCACCAG 

trfA-RT-f TGAACAAGATGGCCGAGCAG 175-bp fragment of trfA 

for real-time qPCR trfA-RT-r AACAGCGAGAGCTGCATGTC 
†Specified restriction sites are underlined. 

 

 

 

 

 

 

 



5 
 

Table S2. Similarity of the complete sequences between the four Comamonas metabolic plasmids 

 pBHB pI2 pTB30 CNB1 

pBHB  62%† (99%ζ) 57% (84%) 55% (84%) 

pI2 40% (99%)  74% (96%) 60% (97%) 

pTB30 36% (84%) 72% (96%)  55% (99%) 

CNB1 40% (84%) 70% (97%) 65% (99%)  
†The percentage of the complete sequence from the column plasmid that is conserved. 
ζ The similarity between the conserved sequences. 


