Additional data file 5. TT01/1 genes amplified in VAR* variant (yellow lines) and in both TTO1a /1 and VAR* variants (blue lines) according whole-genome comparison using DNA micro-array.
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Similarity Protein
osmolarity sensor protein

Some similarities with the C-terminal region of transposases

Similar to toxin secretion ATP-binding protein

Highly similar to major fimbrial subunit polypeptide. MrfA protein
Outer membrane usher protein MrfC
Highly similar to periplasmic fimbrial chaperone precursor MrfD protein
Similar to fimbrial protein MrfF protein
Highly similar to fimbrial protein MrfG protein
Highly similar to fimbrial protein MrfH protein
Mrf) protein

Similar to putative fimbrial-like protein
Similar to putative fimbrial chaperone
Highly similar to unknown protein of Photorhabdus. Probable transmembrane protein with 3 candidate membrane-spanning segments.
Some similarities with unknown protein of Photorhabdus. Probable transmembrane protein with 3 candidate membrane-spanning segments.
Similar to putative fimbrial chaperone
Highly similar to unknown protein of Photorhabdus. Hypothetical secreted protein
Weakly similar to putative fimbrial chaperone
Similar to outer membrane usher protein precursor
Highly similar to unknown protein of Photorhabdus. Probable transmembrane protein with 2 candidate membrane-spanning segments.
Similar to adenylosuccinate synthetase
Similar to phosphoglycolate phosphatase
Similar to efflux pump
Tryptophanase (L-tryptophan indole-lyase) (TNase)
Tryptophan-specific transport protein (Tryptophan permease)
Similar to unknown protein
Highly similar to putative serine-threonine dehydratase
Insecticidal toxin complex protein TtcA
Insecticidal toxin complex protein TtcB
Weakly similar to hypothetical protein
Similar to unknown protein
Hypothetical gene
Permease component of transport system for ferric iron, AfuB protein
Regulatory protein UhpC
Highly similar to unknown protein of Photorhabdus and some similarities with gp30 protein of Bacteriophage
Hypothetical gene
Weakly similar to phospholipase Al
beta-lactamase class C (cephalosporinase)
PTS system, N-acetylgalactosamine-specific IIB component 2 (EIIB-AGA ) (N-acetylgalactosamine-perme
spermidine synthase (putrescine aminopropyltransferase)

Highly similar to PTS system, cytoplasmic, N-acetylgalactosamine-specific

Similar to unknown protein YacC of Escherichia coli
Blue copper oxidase CueO precursor

Hypothetical gene

Hypothetical transmembrane protein

Weakly similar to ATP-dependent Clp protease ATP-binding subunit CIpX

Weakly similar to putative integrase

Highly similar to toxin secretion ABC transporter ATP-binding protein.

Similar to N-terminal region of colicin V secretion protein

Similar to unknown protein

Weakly similar to different AG rich proteins

Highly similar to hypoxanthine phosphoribosyltransferase of Escherichia coli

Similar to unknown protein

Similar to virulence-associated protein and proteic killer active protein

Highly similar to proteic killer suppression protein

Highly similar to putative carbonic anhydrase YadF of Escherichia coli
ABC transporter ATP-binding protein YadG
ABC transporter, integral membrane protein YadH
3-methyl-2-oxobutanoate hydroxymethyltransferase
7,8-dihydro-6-hydroxymethylpterin-pyrophosphokinase
Poly(A) polymerase (PAP) (Plasmid copy number protein)

Similar to unknown protein YadB of Escherichia coli
DnaK suppressor protein
Sugar fermentation stimulation protein A
ATP-dependent helicase HrpB
penicillin-binding protein 1B

Some similarities with killer protein of pyocin S3 and highly similar to Photorhabdus luminescens unknown protein

Similar to pyocin S3 immunity protein

Similar to C-terminal region of klebicin B, pyocin S2 and the killer protein of pyocin S1

Similar to colicin / pyocin immunity protein

Similar to colicin / pyocin immunity protein
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Similar to pyocin S3 immunity protein

Some similarities with transcriptional regulator, Cro/CI family

Similar to unknown protein

Similar to peptide synthetases, pyoverdine synthetase and antibiotics synthetases

Some similarities with peptide synthetase like pristinamycin I synthase 3, actinomycin synthetase III and virginiamycin S synthetase. Putative transmembrane protein
Some similarities with peptide synthetase like pristinamycin I synthase 3, actinomycin synthetase III and virginiamycin S synthetase. Putative transmembrane protein

Similar to protein gp48 from phage N15
Similar to virulence plasmid protein
Highly similar to unknown protein YadR of Escherichia coli

23S rRNA (Uracil-5-)-methyltransferase rumA (23S rRNA(M-5-U1939)-methyltransferase)

GTP pyrophosphokinase
Enolase (2-phosphoglycerate dehydratase) (2-phospho-D-glycerate hydro-lyase)
Similar to hypothetical phage protein
Similar to cysteine desulfurase (NifS protein homolog)
Some similarities with transporter protein
Similar to sodium:sulfate symporter-family protein
Hypothetical protein
Weakly similar to Inositol-1-monophosphatase (IMPase), SuhB protein of Escherichia coli
Weakly similar to unknown protein
Some similarities with transporter
Highly similar to unknown protein of Photorhabdus and some weak similarities with oxidase.
membrane-bound lytic murein transglycosylase D precursor (murein hydrolase D)
hydroxyacylglutathione hydrolase (glyoxalase II)
DNA polymerase III epsilon chain
Similar to sugar fermentation stimulation protein B (Ner-like protein) of Escherichia coli (PIn protein of Photorhabdus luminescens)
Weakly similar to transcriptional regulator, LuxR family
transketolase 1
Similar to unknown protein
Similar to transcriptional regulator
Some similarities with eugenol hydroxylase flavoprotein subunit
Some similarities with unknown protein
Weakly similar to probable short-chain dehydrogenase
D-erythrose 4-phosphate dehydrogenase
phosphoglycerate kinase
Similar to unknown protein
Insecticidal toxin complex protein TtfC
Insecticidal toxin complex protein TtfE
Insecticidal toxin complex protein TtfD

Highly similar to insecticidal toxin complex protein TcdB
Highly similar to insecticidal toxin complex protein TcdA (toxin A)
Similar to LysR-type transcriptional activator
Insecticidal toxin complex protein TteC
Insecticidal toxin complex protein TteD
Weakly similar to putative holin protein of prophage CP-933X
Insecticidal toxin complex protein TtdD2
Insecticidal toxin complex protein TtdD1
Highly similar to putative di-tripeptide transporter protein YhiP of Escherichia coli
Hypothetical gene
regulator of the 4HPA-hydroxylase operon
Similar to lactoylglutathione lyase and related lyases

Sigma-E factor regulatory protein RseC
Similar to probable fimbrial chaperone YcbR precursor of Escherichia coli
Similar to the N-terminal region of outer membrane usher protein precursor
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2_46 EMBL_NAME=PLU4221 Unknown irotein 1,689 1,173



