Supplementary Table S1. ORFs between the pgsA and flhD genes in the P12b genome

Locus Gene Position of gene G+C Similar protein(s), strain(s) % ldentical Putative function
tag name content  (Genbank accession No.) /% similar  of protein
(%) (No. of aa
overlap)
c1152  pgsA  1249581..1250129  52.8 phosphatidylglycerophosphate synthetase, 100/100(182) phosphatidylglycerophosp
E. coli O157:H7EDL933 (NP_288373) hate synthetase
cl153 sdaB  complement 57.4 L-serine ammonia-lyase 2, 91/96(455)  L-serine ammonia-lyase
(1251173..1252540) E. coli B171 (ZP_03059033|)
cl154 sdaC complement 52.8 serine transporter, 92/95(429)  serine transporter
(1252601..1253890) Klebsiella pneumoniae 342(YP_002236852)
cl1155 1254144..1254542 524 transposase, 73/83(100)  transposase
Shewanella putrefaciens CN-32('YP_001184434)
c1156 insH  complement 55.6 putative transposase, 99/99(326)  transposase
(1254581..1255561) E. coli APEC O1(YP_001481374)
cl157  intl157 1255726..1256928  48.4 phage integrase family protein, 50/70(406) integrase
Actinobacillus minor NM305 (ZP_04752588)
c1158 complement 54.8 IS1 transposase orfB, 99/99(167)  transposase
(1256950..1257453) E. coli SMS-3-5 (NP_569348)
cl1159 complement 52.6 IS1 repressor protein InsA, 100/100(75) 1S1 repressor protein

(1257372..1257599)

E. coli ED1a (YP_002397850)


http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=194426478&dopt=GenPept&RID=Z6M84HTU01P&log$=protalign&blast_rank=1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=240948188&dopt=GenPept&RID=Z6NXN45K011&log$=protalign&blast_rank=1
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E. coli SMS-3-5 (NP_569348)
FInA,
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=10955407&dopt=GenPept&RID=Z72RZM8D013&log$=protalign&blast_rank=1
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E. coli IAI39 (YP_002406484)
integrase catalytic region,

E. coli ATCC 8739(YP_001726350)
putative transposase,

E. coli APEC O1 (YP_001481374)
hypothetical protein,

Shewanella sp. MR-7(YP_739732)
1S629 orfB,

Shigella flexneri 2a2457T(NP_836758)
Group Il intron-encoded reverse
transcriptase/maturase,

E. coli IAI39 (YP_002406484)
integrase catalytic region,

E. coli ATCC 8739(YP_001726350)
conserved protein,

E. coli K12 (NP_416421)
tyrosine-specific transport protein,
E. coli E24377A (YP_001463213)
ferritin-1,

E. coli IHE3034 (CP001969)

IS1 transposase orfB,

E. coli SMS-3-5 (YP_001739974)
IS1 repressor protein InsA,

E. coli SMS-3-5 (YP_002397850)
conserved hypothetical protein,

S. flexneri 2a 301(AAN43500)
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=218689638&dopt=GenPept&RID=Z788ZFNY01R&log$=protalign&blast_rank=1
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ferritin-like protein,

E. coli O157:H7 EDL933 (NP_288337)
L-arabinose-binding periplasmic protein
precursor,

E. coli UTI89 (YP_541108)

L-arabinose transporter ATP-binding protein,
E. coli E24377A (YP_001463204)
L-arabinose transporter permease protein,
E. coli 83972 (ZP_04003480)
trehalose-6-phosphate phosphatase,

E. coli CFT073 (NP_754203)
trehalose-6-phosphate synthase,

E. coli K12 (NP_416410)

universal stress protein,

E. coli 55989 (YP_002403126)
transcriptional activator FIhD,

E. coli CFT073 (NP_754200)

100/100(167) ferritin

99/100(329) L-arabinose-binding
periplasmic protein
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99/99(504)  L-arabinose transporter
ATP-binding protein

100/100(302) L-arabinose transporter
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100/100(474) trehalose-6-phosphate
synthase

99/99(142)  universal stress protein

99/99(116) transcriptional activator



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=15802311&dopt=GenPept&RID=Z78WT3VU013&log$=protalign&blast_rank=1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=91211122&dopt=GenPept&RID=Z79ENVUH013&log$=protalign&blast_rank=1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=227885675&dopt=GenPept&RID=Z79UM74S013&log$=protalign&blast_rank=1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=218695459&dopt=GenPept&RID=Z7AK3CCF013&log$=protalign&blast_rank=4
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=Protein&list_uids=26248160&dopt=GenPept&RID=Z7ASZFS201P&log$=protalign&blast_rank=1

