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Supplementary Table S1. The genome features of strain TW-1T.  24 

 25 

Genome features Value 

Genome size (bp) 7,051,197 

G+C content (mol%) 63.3 

No. of contigs 46 

N50 309,394 

No. of subsystem 339 

No. of proteins 5,977 

Total genes 6,158 

CDSs (total) 6,066 

Protein-coding genes 5,977 

Genes (RNA) 92 

rRNAs (5S, 16S, 23S) 12 (6, 3, 3) 

tRNAs 76 

ncRNAs 4 

Pseudo Genes (total) 89 

CRISPR repeats 6 

Cas cluster 6 

Genome coverage 89.0× 
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Supplementary Figure S1 Neighbour-joining tree based on 16S rRNA gene sequences 47 

showing the phylogenetic position of strain TW-1T among the closely related members of the 48 

genus Massilia. Filled circles indicate nodes recovered by treeing methods (neighbour–joining 49 

and maximum–likelihood). The numbers at the nodes indicate the percentage of 1000 bootstrap 50 

replicates yielding this topology; only values >50% are shown. Sutterella wadsworthensis 51 

ATCC 51579T was used as an out-group. GenBank accession numbers are given in parentheses. 52 

Bar, 0.010 substitutions per nucleotide position. 53 
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Supplementary Figure S2. Maximum-parsimony tree based on 16S rRNA gene sequences 72 

showing the phylogenetic position of strain TW-1T among the closely related members of the 73 

genus Massilia. The numbers at the nodes indicate the percentage of 1000 bootstrap replicates 74 

yielding this topology; only values >50% are shown. Sutterella wadsworthensis ATCC 51579T 75 

was used as an out-group. GenBank accession numbers are given in parentheses. Bar, 10 76 

substitutions per nucleotide position. 77 
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Supplementary Figure S3. Subsystem feature of strain TW-1T revealed by RAST (Rapid 83 

Annotation using Subsystem Technology) server.  84 
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Supplementary Figure S4. Graphs of identified gene clusters obtained from anti-SMASH. 87 

Each gene was compared with the NCBI database employing BlastP (protein-protein BLAST). 88 

The colour code and the order correspond to the anti-SMASH prediction. Query sequence: 89 

strain TW-1T. Maroon heighted rows showed core biosynthetic genes and pink highlighted gens 90 

showed additional biosynthetic genes.  91 

Cluster 1: Acyl_amino_acids 92 
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Cluster 2: Thiopeptide 104 
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Cluster 3: Bacteriocin 107 
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Cluster 4: Terpene 120 
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Cluster 5: Siderophore 131 
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Supplementary Figure S5. Trasmission electron photomicrograph of strain TW-1T grown on 148 

R2A agar at 15 °C for 5 days. Bar, 1 µm. 149 
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Supplementary Figure S6. Thin-layer chromatograms of the polar lipids from strain TW-1T. 160 

The components were seen by staining with 5% molybdophosphoric acid in ethanol and heating 161 

them at 180 °C for 15 min (a); ninhydrin at 110 °C for 15 min (b); molybdenum at room 162 

temperature (c); and α-napthol-sulfuric acid at 110 °C for 15 min (d). Abbreviations: PE, 163 

phosphatidylethanolamine; DPG, diphosphatidylglycerol; PG, phosphatidylglycerol; AL1–164 

AL3, unidentified aminolipids; PL1–PL2, unidentified phospholipids; L1–L3, unidentified 165 

polar lipids. 166 
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Supplementary Figure S7. Zone of inhibition shown by ethyl acetate extract of culture 172 

supernatant from strain TW-1T against Pseudomonas aeruginosa KACC 10185 (a) and 173 

Escherichia coli KEMB 212-234 (b). For negative control 15 µL of methanol in 6 mm paper 174 

disc was used.  175 


