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Table S1. Homologous proteins and their function in various families of T3SSs from different
bacteria. Heatmap colors are based upon amino acid identity of genes across the T3SS, as indicated.
The percent identities were identified using BLAST searches of the assembled genomes. Amino acid
sequences from SC09 act as the comparator sequences.

Table S2. Information of sequencing data.

Table S3. Information of scaffolds, contigs and gaps.

Table S4. Information of interspersed repeated sequences.

Table S5. Information of tandem repeat sequences.

Table S6. Information of minisatellite DNA.

Table S7. Information of microsatellite DNA.
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Figure S1. Sequence comparison results before and after data processing (A) original data;
(B) Cleandata.
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Figure S2. GC-content and Depth analysis chart.
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Figure S3. Gene length distribution.
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COG function classification

A RMNA processing and modification (1)

C: Energy production and conversion  (179)

O Call cycle control, call division, chromosome partitioning  (33)
E: Amino acid transport and matabolism  (297)

F: Nucleotidh port and ism - (78)

G: Carbohydrate transport and metabolism  (200)

H: Coenzyme transport and metabolism  (134)

|2 Lipid transport and mefabolism  (68)

J: Translation, ribozomal structurs and biogensesis  (162)

K: Transcription {197

L: Replicafion, recombination and repair (153)

M: Cell wallimembrane/envelope biogenasis (174)

N: Call motility (1)

O: Posttranslational modification, protein turnover, chaperones  (123)
P: Inorganic ion transport and metabolism  (194)

Q: Becondary metabolites biosynthesis, transport and catabolism  (54)
R: General function prediction only  (324)

S: Function unknown  (244)

T: Signal transduction machanisms  {121)

U: Intracellular trafficking, secretion, and vesicular fransport  (109)

W: Dafense mechanisms (32)
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Figure S4. Distribution of proteins based on COG categories.
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Figure S5. Analysis of protein domain.
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Figure S6. Maximum-likelihood phylogenetic tree (unrooted tree) of the T3SS based on the ATPase

amino acid sequences.



