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et al., 2005 ; MameN et al., 1998 ; Baowin et al., 2005 ; i
H, 2005%),

a. YRV —LBE 55 rRNA, 23SrRNA (Large sub-
unit (LSU) rRNA), ITS (internal transcribed
sequence . 16S & 23S DRIZH o T (RNABIZF &2 & H
5S, 16S, 23S LA —DART Y L LCEE SN S),
ribosomal proteins (50 (X &3 3 ).

b. RNA &8, % »/%27 4K . RNA polymerase sub-
units (7poA, rpoB, rpoC), Sigma factor #7° (rpoD),
RNaseP (maturation of mRNA in histidine biosynthesis),
Elongation factor Tu (EF-Tu), EF-G.

c. DNA##, {51584k . DNA polymerase III sub-
units, UvrA UvrB UvrD DnaE (PolC) (DNA replication
and repair), DNA gyrase B (gyrB), Recombinase A
(recA, general recombination and DNA repair).

d. ¥vRur, 83y 7% /374 : Hsp70 fami-
ly (DnaK, etc.) Hsp60 family (GroEL chaperonin, etc.),
Hsp40 family (Dna], etc.), GrpE (protein working
together with DnaK), HrcA (heatshock protein in dnaK
operon).

e. THRNVFXF - BME . F-ATPase #-subunit
(atpD), GTP binding protein (lepA).

f. BEEMBHBIE ; Fructose —bisphosphate aldolase
(fba), 6—phosphofructokinase (pf), Phosphoglycerate
kinase (pgk), Pyruvate kinase (pyk), Adenylate kinase
(adk), Shikimate dehydrogenase (aroE), Glucose—6—
phosphate dehydrogenase (gdk), Monofunctional pepti-
doglycan transglycosylase (mtg), Pyruvate dehydroge-
nase subunit (pdhC), Phosphoglucomutase (pgm),
Polyphosphate kinase (pil4), 3—phosphoserine amino-
transferase (serC), Carboxyltransferase in lipid synthesis
(@ccD), Glutamate synthase subunit (gltB), Acetoacetyl -
CoA reductase (phaC), Tryptophan synthase subunit B
(trpB).

g. SiLBIE : SecA SecY SRP54 SRPR (Protein secre-
tion components), Putative ABC transporter (zbcZ).
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Domain Bacteria
Phyllum Firmicutes
Class Molicutes
Order Acholeplasmatales
Family Acholeplasmataceae
Candidatus ‘Phytoplasma’
Order Entomoplasmatales
Family Spiroplasmataceae
Spiroplasma
Phyllum Actinobacteria
Class Actinobacteria
Order Actinomycetales
Suborder Micrococcineae
Family Microbacteriaceae
Clavibacter, Curtobacterium, Rathayibacter
Suborder Corynebacterineae
Family Nocardiaceae
Rhodococcus
Suborder Streptomycineae
Family Streptomycetaceae
Streptomyces
Phyllum Proteobacteria
Class Alphaproteobacteria
Order Rhizobiales
Family Rhizabiaceae
Rhizobium (Agrobacterium)
Class Betaproteobacteria
Order Burkholderiales
Family Burkholderiaceae
Burkholderia, Ralstonia
Family Comamonadaceae
Acidovorax
Class Gammaproteobacteria
Order Xanthomonadales
Familly Xanthomonadaceae
Xanthomonas, Xylella
Order Pseudomonadales
Family Pseudomonadaceae
Pseudomonas
Order Enterobacteriales
Family Enterobacteriaceae
Erwinia, Brenneria, Pectobacterium, Pantoea
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