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PA0496%%** conserved hypothetical protein(Class 4) +64
PA0646* hypothetical protein (Class 4) +16
PAO714* hypothetical protein (Class 4) +16
PA1035* hypothetical protein (Class 4) -3
PA2580%* conserved hypothetical protein (Class 4) -3 -2 -2
PA2699* hypothetical protein (Class 4) +16
PA280Q*##s#k%% conserved hypothetical protein (Class 4) -2 -3
PA3054* hypothetical protein (Class 4) +16 +4
PA3649* conserved hypothetical protein (Class 4) -3
PA4452% conserved hypothetical protein (Class 4) -2 -4
PA4692* conserved hypothetical protein (Class 4) +8 +4
PA5488* hypothetical protein (Class 4) +16
PAOO11%#%* probable 2-OH-lauroyltransferase (Class 3) -6
PA1027* probable aldehyde dehydrogenase (Class 3) +8
PA2010* probable transcriptional regulator (Class 3) -3
PA2020* probable transcriptional regulator (Class 3) +8
PA2940* probable acyl-CoA thiolase (Class 3) +32
PA3647* probable outer membrane protein precursor (Class 3) -3 -3
PA3918* molybdopterin biosynthetic protein C (Class 3) +8
PA4342* probable amidase (Class 3) +8 +8 +4
PA4456%%* probable ATP-binding component of ABC transporter (Class 3) -3 -3 -4
PA4960* probable phosphoserine phosphatase (Class 3) -3
PA5174% probable beta-ketoacyl synthase (Class 3) -9 -2
PA5238%* probable O-antigen acetylase (Class 3) -3 -2
PAS5301* probable transcriptional regulator (Class 3) +8 +2
PA3528* rnt, ribonuclease T (Class 2)
PA3620%* mutS, DNA mismatch repair protein MutS(Class 2) +64 +4
PA4024* eutB, ethanolamine ammonia-lyase large subunit (Class 2) +16 +16 +4
PA4047* ribA, GTP cyclohydrolase II (Class 2) -3
PA4743* rbfA, ribosome-binding factor A (Class 2) -6
PA4812% fdnG, formate dehydrogenase-O, major subunit (Class 2) +8 +4
PA5372% choline dehydrogenase (Class 2) +8 +2
PA0424* mexR, multidrug resistance operon repressor MexR (Class 1) +8 +4
PA0426* mexB, RND multidrug efflux transporter MexB (Class 1) -6 -2
PA1903* phzE2, phenazine biosynthesis protein PhzE (Class 1) +16
PA4207* probable RND efflux transporter (Class 1) +8 +8 +4
PA4214* phzE1, phenazine biosynthesis protein PhzE (Class 1) +16
PA4554% pilY1, type 4 fimbrial biogenesis protein PilY1 (Class 1) +128
PA4556* pilE, type 4 fimbrial biogenesis protein PilE (Class 1) +16
PA5015% aceE, pyruvate dehydrogenase (Class 1) -3
PA5426* purE, Phosphoribosylaminoimidazole carboxylase, catalytic 4
subunit (Class 1)
PA0716-PA0717* Intergenic region +128
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