1 Appendix

2 Table F1. Primers used in this study

Genes Primers Primer sequence (5'-3')

Reference

16S rRNA 16S rRNA-F AGAGTTTGATCCTGGCTCAG

16S rRNA-R ACGGCTACCTTGTTACGACTT

gyrB gyrB-F ATCATGACGGTACTGCAYGC
gyrB-R ACGTCTGCGTCGGTCATGAT
wgC vvgC-F CATGAT AGCTTCGGCTCA A
vvgC-R CACTACCACCTTCCTCACGAC
rixA rtxA-F CGGGATCCTATGGCGTGAACGGCGAAG
rtxA-R CGGGATCCAGCAGCCACAAGCGATTC
whA vvhA-F TTCCAACTTCAAACCGAACTATGA
vvhA-R ATTCCAGTCGATGCGAATACGTTG
Wza Wza-F ATTCCGTGACCGATTGAGCGT
Wza-R GCAGTAGAAGATACACCTAGG
OmpU OmpU-F ACGCTGACGGAATCAACCAAAG

OmpU-R GCGGAAGTTTGGCTTGAAGTAG

Weisburg et al. (1991)

Sawabe et al. (2007)

Warner and  Oliver

(2008)

Amaro et al. (2015)

Rivera et al. (2001)

Rivera et al. (2001)

Amaro et al. (2015)
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Table F2. Assembly index

Contig ID Length Type Topology
Contig00001 3330901 chromosome circular
Contig00002 1952706 chromosome circular
Contig00003 429477 plasmid circular
Contig00004 42131 plasmid linear
Contig00005 14636 plasmid linear

Note: Contig ID: contig number; Type: Contig type (chromosome: the coverage of

the plasmid sequence aligned to the database is >80; plasmid: the coverage of the

plasmid sequence aligned to the database is <80); Circular: Whether the contig is

circular.
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Fig. S1. Electrophoresis of the DNA isolated from the EPL 0201 strain.
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29  Fig. S2. Sequencing data length distribution of the EPL 0201 strain.

eggNOG Function Classification of Consensus Sequence
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W A: RNA processing and modification [2~0.05%)

M B: Chromatin structure and dynamics [1~0.02%)]

B C:Energy production and cenversion [201~4.65%)]

B D: Cell cycle control, cell division, chromosome partitioning [42~0.97%]
B E: Amino acid transport and metabolism [305~7.05%)

B F: Nucleotide transport and metabolism [85~1.96%]

B G: Carbohydrale transport and metabolism [233~5.38%]

B H: Coenzyme transport and metabolism [127~2.94%]

B |: Lipid transport and metabolism [93~2.15%]

W J: Translation, ribosomal structure and biogenesis [181~4.18%)

B K: Transcription [275~6.36%)

B L: Replication, recombination and repair [290~6.7%]

B M: Cell wall/membrane/envelope biogenesis [213~4.92%]

B N: Cell motility [74~1.71%]

B O: Posttranslational modification, protein turnover, chaperones [163~3.77%)]
B P:Inorganic ion transport and metabolism [255~5.89%]

B Q: Secondary melabolites biosynthesis, transport and catabolism [51~1.18%]
B R: General function prediction only [357~8.25%]

B S: Function unknown [918~21.22%)

M T: Signal transduction mechanisms [268~6.19%)]

B U: Intracellular trafficking, secretion, and vesicular transport [115~2.66%)]
V: Defense mechanisms [78~1.8%)]

M W: Extracellular structures [0~0%]

B Y: Nuclear structure [0~0%)]

W Z: Cytoskeleton [0~0%]

30  Fig. S3. Function classification statistics of eggNOG functional genes. Note: The

31  abscissa represents the content of each eggNOG classification, and the ordinate
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represents the relative content of the number of corresponding functional genes.
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Fig. S4. GO function annotation classification statistics chart. Note: The abscissa

35
36

represents the content of each GO category, the left of the ordinate represents the

percentage of genes, and the right of the ordinate represents the number of genes.
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Protein export

RNA degradation

DNA replication

Homologous recombination

Mismatch repair

Aminoacyl-tRNA biosynthesis

Ribosome

AEC transporters

Bacterial secretion system
Phosphaotransferase system (PTS)
Two-companent system

Bacterial chemotaxis

Flagellar assembly

Alanine, aspartate and glutamate metabolism
Arginine and proline metabolism
Cysteine and methionine metabolism
Clycine, serine and threonine metabolism
Histidine metabalism

Phenylalanine, tyrosine and tryptophan biosynthesis
Amino sugar and nucleotide sugar metabolism
Butanoate metabalism

Citrate cycle (TCA cycle)

Fructose and mannose metabalism
Galactose metabolism

Glycolysis / Cluconeogenesis

Clyoxylate and dicarboxylate metabolism
Pentose phosphate pathway

Propanoate metabolism

Pyruvate metabalism

Starch and sucrose metabolism

Methane metabolism

Nitrogen metabalism

Oxidative phospharylation

Sulfur metabolism

2-Oxocarboxylic acid metabolism
Biosynthesis of amino acids

Carbon metabolism

Fatty acid metabolism

Li popolysaccharide biosynthesis
Peptidoglycan biosynthesis

Fatty acid biosynthesis
Clycerophospholipid metabolism

Folate biosynthesis

Nicotinate and nicotinamide metabolism
Parphyrin and chlorophyll metabolism
Ubiguinone and other terpencid-quinone biosynthesis
Clutathione metabolism

Purine metabolism

Pyrimidine metabolism
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42 Fig. SS5. KEGG annotation classification statistics. Note: The ordinate represents the
43  KEGG secondary classification, and the abscissa represents the percentage.
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Fig. S6. Original agarose gel electropherogram.



