
 

 

 

Figure S1: Minimal medium PAH plate screening for marine strains. (A) Pyrene top agar screening plates after 7 days of 
incubation. Colonies have been scraped from plates to score for clearing zones. B) Phenanthrene top agar screening plates after 7 days 
of incubation. Colonies have been scraped from plates to score for clearing zones. 1) R. pomeroyi DSS-3, 2) Citreicella sp. SE45, 3) S. 
stellata E-37, 4) Bacillus-Clostridium strain SE165, 5) Bacillus-Clostridium strain SE98, 6) M. georgiense DSM 11526, 7) V. 
natriegens ATCC 14048, 8) Rhodospirillaceae strain EZ35, 9) Alcanivorax sp. strain EZ46, 10) A. macleodii strain EZ55, 11) 
Flavobacteriaceae strain EZ40, and 12) E. coli DH5α. Clearing zones appear as dark circles on the media. 

 

 

 

 

 



 

 

 

 

 

Figure S2: Complex medium PAH plate screening for Roseobacteraceae strains. A) Roseobacteraceae strains in pyrene top agar 
screening plates after 4 days of incubation. Colonies have been scraped from plates to score for clearing zones. B) Roseobacteraceae 
strains on phenanthrene top agar screening plates after 3 days of incubation. Colonies have been scraped from plates to score for 
clearing zones. 1) R. pomeroyi DSS-3, 2) S. stellata E-37, 3) R. nubinhibens ISM, 4) Sulfitobacter sp. EE-36, 5) Citreicella sp. SE45, 
6) Rhodobacterales strain Y4I, 7) Ruegeria sp. TM1040, 8) Roseovarius sp. 217, 9) Sulfitobacter sp. NAS-14.1, 10) S. pontiacus CB-
D, 11) E. coli DH5α, and 12) None. Clearing zones appear as dark circles on the media. 

 

 

 

 



 

 

Figure S3: Rhodobacterales strain Y4I and igiD- pyrene and phenanthrene screening. Wild type Y4I is shown on the top of the 
plate and the igiD- mutant strain is shown on the bottom of the plate. A) Pyrene top agar screening plate and B) Phenanthrene top agar 
screening plate after 5 days of incubation. 

 

 

 

 

 

  

 

 

 



 

 

 

Rhodobacterales strain Y4I 
Roseovarius sp. 217 

Roseovarius nubinhibens ISM 
Ruegeria pomeroyi DSS-3 

Sagittula stellata E-37 
Roseovarius sp. 217 

Sulfitobacter pontiacus CB-D 
Sulfitobacter sp. EE-36 

Sulfitobacter sp. NAS-14.1 
Citreicella sp. SE45 

Ruegeria sp. TM1040 
Citreicella sp. SE45 

Ruegeria pomeroyi DSS-3 
Roseovarius nubinhibens ISM 
Roseovarius nubinhibens ISM 

Roseovarius sp. 217 
Ruegeria pomeroyi DSS-3 

Pseudomonas aeruginosa PaK1 
Clustal Consensus 

Rhodobacterales strain Y4I 
Roseovarius sp. 217 

Roseovarius nubinhibens ISM 
Ruegeria pomeroyi DSS-3 

Sagittula stellata E-37 
Roseovarius sp. 217 

Sulfitobacter pontiacus CB-D 
Sulfitobacter sp. EE-36 

Sulfitobacter sp. NAS-14.1 
Citreicella sp. SE45 

Ruegeria sp. TM1040 
Citreicella sp. SE45 

Ruegeria pomeroyi DSS-3 
Roseovarius nubinhibens ISM 
Roseovarius nubinhibens ISM 

Roseovarius sp. 217 
Ruegeria pomeroyi DSS-3 

Pseudomonas aeruginosa PaK1 
Clustal Consensus 

Rhodobacterales strain Y4I 
Roseovarius sp. 217 

Roseovarius nubinhibens ISM 
Ruegeria pomeroyi DSS-3 

Sagittula stellata E-37 
Roseovarius sp. 217 

Sulfitobacter pontiacus CB-D 
Sulfitobacter sp. EE-36 

Sulfitobacter sp. NAS-14.1 
Citreicella sp. SE45 

Ruegeria sp. TM1040 
Citreicella sp. SE45 

Ruegeria pomeroyi DSS-3 
Roseovarius nubinhibens ISM 
Roseovarius nubinhibens ISM 

Roseovarius sp. 217 
Ruegeria pomeroyi DSS-3 

Pseudomonas aeruginosa PaK1 
Clustal Consensus 



Residue; ։ indicates Strong Similarity; · Weak Similarity). Active and catalytic sites were derived from the CHBPH_aldolase 
subfamily using the NCBI Conserved Domains Database (https://www.ncbi.nlm.nih.gov/cdd). 
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