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 Roseobacter litoralis ATCC 49566T X78312

 Rhodobacter azotoformans ( AB607332 )

 Rhodobacter sp.  JA916T (LN810645)

 Rhodobacter johrii  JA192T ( AM398152 )

 Pseudotabrizicola sp. L79T ( PP544386 )

 Pseudotabrizicola algicola ( KY363643 )

 Tabrizicola aquatica RCRI19T ( HQ392507)

 Tabrizicola sp. J26T ( ON945600 )

 Tabrizicola fusiformis SY7T ( MF543060 )

 Tabrizicola piscis K13M18T (MK285603 )

 Pseudotabrizicola formosa ( KY457223 )

 Pseudotabrizicola sediminis DRYC_M_16T ( MK693145)

 Tabrizicola alkalilacus DJCT ( MF162183 )

 Haematobacter massiliensis ( AF452106)

 Haematobacter missouriensis CCUG 52307T ( DQ342315)

 Defluviimonas alba cai42T ( KC222646 )

 Frigidibacter albus SLM-1T ( KF944301 )

 Frigidibacter oleivorans XJ4T ( MH158518 )

 Rhodobacter capsulatus ATCC 11166T ( D16428)

 Rhodobacter sp. N1 SY-2016T ( LT009496)

 Paenirhodobacter huangdaonensis ( KU042973 )

 Pseudorhodobacter ferrugineus NBRC 15767T (AB680963)

Pseudorhodobacter wandonensis WT-MW11T ( JN247434)

 Pseudorhodobacter antarcticus ZS3-33T (FJ196030) 

  Cypionkella collinsensis (KM978076)

 Cypionkella aquatica DC2N1-10T ( KT985057)

 Gemmobacter tilapiae Ruye-53T ( HQ111526 )
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Figure S1. Maximum likelihood tree showing phylogenetic relationships based on the 16S rRNA gene sequences of L79T with 

closely related species of the genus Pseudotabrizicola. Roseobacter litoralis ATCC 49566T was used as the outgroup. Bootstrap 

values above 70% (1,000 replicates) are shown at branch nodes. Bar, 0.05 substitutions per nucleotide position.
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Figure S2. Phylogenomics tree showing phylogenetic relationships based on the protein sequences of strain L79T and closely related members of 

the family Rhodobacteraceae. Bootstrap values are based on 1000 replicates; only bootstraps exceeding 70% are shown. Bar, genetic distance of 

0.05. Roseobacter litoralis ATCC 49566T was used as an outgroup. GenBank assembly accession numbers are provided in parentheses.



Table S1. Differential characteristics between strain L79T and the reference Pseudotabrizicola

strains. Strains: 1. L79T (data from this study); 2. P.algicola KCTC 72206T ; 3. P.sediminis KCTC

72015T. Data for P. algicola KCTC 72206T and P. sediminis KCTC 72015T are from Park et al.

(2020) and Liu et al. (2019), respectively. All other data are from this study.

Characteristic 1 2 3

Colour Faint yellow; opaque-red
(Light culture for two weeks) Cream Opaque-pink

Isolation Intertidal sediments Microalga culture Saline lake Sediment

Temperature (optimum, °C) 25-30 25–37 20-25

NaCl (optimum, %, w/v) 2.5 2.0 1.5

pH (optimum) 7.0–7.5 7.0–8.5 7.0–7.5

Enzyme activity:

Nitrate reduction + + -

Oxidase + + +

Catalase + + +

Urease - - +

Hydrolysis of:

Starch - + -

Gelatin - + -

phycocolloid - - -

casein - - -

Tween 20 - - -

Tween 40 - - -

Tween 60 - - -

Tween 80 - - -

Major fatty acids (≥10%)
Summed Feature 8
(C18:1-ω7c/C18:1-ω6c) and
iso-C18:0

C18:1-ω6c and
iso-C18:0

Summed Feature 8
(C18:1-ω7c/C18:1-ω6c)
and iso-C18:0

Polar lipids PG,PE,PC,Ls PG,PE,PC,i-PE,Als
,Ls

PC, PG, DPG, PE,
APL, AL, PL, L

Major quinone Q-10 Q-10 Q-10



Table S2. The physiological and biochemical features of strain L79T compared with those of

phylogenetically related members of the genus Pseudotabrizicola.

Strains: 1. L79T (data from this study); 2. P.algicola KCTC 72206T ; 3. P.sediminis KCTC 72015T.

+, positive; −, negative; w, weak. All data were from this study unless indicated otherwise.

1 2 3

Stachyose - + +

β-Methyl-D-Glucose + + -

N-acetyl-D-Glucosamine + + -

D-Fucose + + -

D-Mannitol + + -

D-Sorbitol + - -

D-Fructose-6-PO4 + + -

D-Galacturonic acid + + +

D-Glucuronic acid + + +

Glucuronamide - + +

Raffinose - + +

α-D-Glucose + - +

Quinic acid - - -

Methyl pyruvate + + +

Citric acid + + +

α – Hydroxy-butyric acid + + +

Alkaline phosphatase + - +

Valine arylamidase - + +

α-galactosidase - - +

β-galactosidase - - +

N-acetyl-β- glucosaminidase + + -

2-Nitrophenyl β-D-galactopyranoside + + +

phenylalanine deaminase w w w

raffinose + + +

L-arabinose - + -

Glycol - - -

Sorbitol - - -

Stachyose - + +



Table S3. Genomic characteristics of all strains and ANI/DDH values between strains of genus

Pseudotabrizicola and strain L79T. Strains: 1, L79T; 2, P. algicola KCTC 72206T; 3, P. alkalilacus

KCTC 62173T; 4, P. sediminis KCTC 72015T; 5, P. formosa KCTC 52636T.

1 2 3 4 5

Size(bp) 3,950,661 4,491,281 4,610,061 4,040,697 3,702,758

Contigs 58 29 110 86 14

N50 length (bp) 363,760 694,770 284,500 292,200 812,613

GC% content (mol %) 62.3 64.4 62.9 63.0 63.5

Genes 3880 4373 4470 3902 3552

Protein-coding genes 3804 4262 4413 3714 3470

rRNA genes 3 3 6 3 3

tRNA genes 48 46 48 42 46

ncRNA genes 3 3 3 3 3

ANI/DDH(%) - 77.1/23.1 76.7/22.6 76.5/23.1 76.8/22.5

Table S4. The key genes/protein predicted to be involved in PHB catabolism in strain L79T.

Gene/Protein ID Gene/Protein name Annotation

K03821 phaC/phbC Poly[(R)-3-hydroxyalkanoate] polymerase subunit

K22881 phaE Poly[(R)-3-hydroxyalkanoate] polymerase subunit

K05973 phaZ Poly(3-hydroxybutyrate) depolymerase

K00023 phbB Acetoacetyl-CoA reductase

ABA79555 PhaR Polyhydroxyalkanoate synthesis repressor


