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Table 1. Allelic frequencies and genetic diversity at six enzyme locus
in 73 ETs of H. pylori {extracted from Go MF et al., 1996).

Enzyme Locusa  No. of alleles  Genetic diversity(h)
GLD 12 0.849
PO 6 0549
G6eP 12 0.866
IDH 9 0.521
NSP 12 0.710
ADK 16 0913
Mean 112 0.735

a. GLD: glutarnate dehvdrogenase ; IPO : indophenol
oxidase ; G6P : glucose—6—phosphate dehyrdrogenase;
IDH : isocitrate dehydrogenase ; NSP : nucleotide
phosphorylase ; ADK : adenvlate kinase.
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Table 2. Genetic diversity among ETs in representative species of
pathogen bacteria (extracted from Go MF et al., 1996).

Taxon Ne.of Averageno. of Mean diversity
ETs  alleles per locus (H)

Bordetella spp. 14 24 0.284
Borrelia spp. 35 59 0673
Ervsipelothrix spp 50 3.7 0314
Haemophilus influenzae 280 64 0467
Helicobacter pulodt 73 112 0.735
Legionella pneumophila 50 32 0312
Listeria monocytogenes 45 36 0424
Mycoplasma spp. 33 NA 0580
Neisseria meningitidis

8 primary serogroup 331 7.2 0547

Asymptomatic carrlers 78 6.0 0538
Neisseria gonorthoeae 89 25 0410

Salmonella spp 80 NA 0627
Staphilococcus aureus 252 6.7 0289
0413
0420

Streptococcus preumoniae 53 39
Streptococcus pyogenes 33 44
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