Pseudochrobactrum albidum sp. nov., a dimethylformamide-degrading bacterium isolated from activated sludge of a wastewater treatment plant.
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Data availability:
The GenBank accession number for the 16S rRNA gene sequence of strain HB0163T is PV945978; and the genome sequences of strain HB0163T is JBPVTR000000000.



Fig. S1. Transmission electron microscope of cells of strain HB0163T grown on LB for 3 days at 28 °C.
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Fig. S2. Two-dimensional TLC plate images of total polar lipids of strain HB0163T with different spraying reagents molybdophosphoric acid(a); ninhydrin reagent(b); molybdenum blue(c); sulfuric acid(d).
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Fig. S3. Maximum-parsimony phylogenetic tree reconstructed based on the 16S rRNA gene
sequences of strain HB0163T and the related taxa. Bootstrap values based on 1000 replicates are listed as percentages at branching points and less than 50 % are not shown. 
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[bookmark: OLE_LINK47]Fig. S4. Maximum-likelihood phylogenetic tree reconstructed based on the 16S rRNA gene
sequences of strain HB0163T and the related taxa. Bootstrap values based on 1000 replicates are listed as percentages at branching points and less than 50 % are not shown. Bar, 0.005 substitutions per nucleotide position.
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