Table 2. Enzymological patterning of L-phenylalanine biosynthesis in pseudomonad species representing
Groups I through V

	rRNA

homology

groupa
	ATCC

No.


	Species


	DNA

homology

groupb
	Phenylalanine

patterning

groupc
	Specific    Activityd


	Tyrosine

activation

factore


	
	
	
	
	
	    AGN


	       PPA


	

	I    *
	17588
	P. stutzeri
	      1
	      Ia     
	0
	27.1
	          0.7

	
	17591
	P. stutzeri
	
	
	0
	35.5
	          0.7

	
	14909
	P. alcaligenes
	
	      
	0
	6.6
	          1.1

	     *
	25411
	P. mendocina
	
	
	0
	13.1
	          1.0

	
	
	
	
	
	
	
	

	     
	
	P. aeruginosaf
	
	      Ib
	0.3
	9.8
	          0.8

	     *
	12633
	P. putida
	
	
	1.2
	11.9
	          1.3

	     *
	13525
	P. fluorescens
	
	
	0.3
	16.3
	          1.1

	
	10862
	P. syringae
	
	
	0.1
	2.6
	          1.0

	
	19872
	P. mori
	
	
	0.8
	5.1
	          1.0

	
	10205
	P. aptata
	
	
	0.2
	12.1
	          1.0

	
	10857
	P. cichorii
	
	
	1.5
	16.0
	          1.1

	
	
	
	
	
	
	
	

	II
	10856
	P. cepacia
	      2a
	      IIa
	0.2
	7.1
	          3.0

	
	17460
	P. cepacia
	
	
	1.4
	10.8
	          1.7

	     *
	10248
	P. marginata
	
	
	0.2
	3.2
	          2.1

	
	10854
	P. marginata
	
	
	0.2
	4.3
	          3.8

	
	19302
	P. marginata
	
	
	0.2
	5.9
	          2.5

	
	25418
	P. caryophylli
	
	
	0.1
	3.1
	          2.0

	
	
	
	
	
	
	
	

	     *
	27511
	P. pickettii
	      2b
	     IIb
	0.1
	9.5
	          1.0

	
	10692
	P. solanacearum
	
	
	7.1
	15.6
	          1.1

	
	
	
	
	
	
	
	

	III
	17476
	P. acidovorans
	      3a
	    IIIa
	0
	2.2
	          6.3

	
	17510
	P. testosteroni
	
	
	0
	5.9
	        11.5

	
	
	
	
	
	
	
	

	     *
	17505
	P. delafieldii
	      3b
	    IIIb
	0.9
	1.9
	          3.4

	
	11228
	P. facilis
	
	
	0.2
	1.6
	          4.3

	
	
	
	
	
	
	
	

	     *
	15946
	P. saccharophila
	      3c
	    IIIc
	0.9
	0.9
	         19.7 

	
	
	
	
	
	
	
	

	IV  *
	11568
	P. diminuta
	     4
	    IV
	0.5
	0
	          1.0

	
	13184
	P. diminuta
	
	
	0.9
	0
	          

	
	11426
	P. vesicularis
	
	
	0.6
	0
	       

	
	
	
	
	
	
	
	

	V  *
	13637
	P. maltophilia
	     5
	     V
	0.7
	0.4
	          1.0

	
	17806
	P. maltophilia
	
	
	0.3
	0.8
	          1.3

	
	 6721
	X. campestris
	
	
	0.1
	5.9
	          1.0

	
	
	
	
	
	
	
	


Updated taxonomic designations:  Organisms listed in DNA homology group 1 are members of the contemporary Pseudomonas genus.  Members of group 2a are designated as species of Burkholderia.  Members of group 2b are designated as species of Ralstonia.  Members of group 3a are named as species of Comomonas.  Members of group 3b are named as species of Acidivorax.  P. saccharophila in group 3c is designated Pelomonas saccharophila. Members of group 4 are designated as species of Brevundimonas.  P. maltophilia in group V is designated Stenotrophomonas maltophilia.
The rRNA homology groups I and V populate the Gamma division of Proteobacteria (also known previously as Superfamily B).  rRNA homology groups II and III populate the Beta division of Proteobacteria (also previously known as Superfamily A).  rRNA homology group IV populates the Alpha division of Proteobacteria (also known previously as Superfamily C).
Key taxonomy reference:  Anzai Y, H Kim, J Park, H Wakabayashi, and H Oyaizu. 2000. Phylogenetic affiliation of the pseudomonads based on 16S rRNA sequence. Int J Sys Evol Microbiol  50:1563-1589.
