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um isolate LH2 — 12, Uncultured bacterium isolate DGGE gel
band h, Uncultured Arthrobacter sp. ,Uncultured bacterium isolate
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7801 GQ350707. 1 Uncultured Alpha proteobacterium clone SHBH1021 16S ribosomal RNA gene 95
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7807 GQ289421. 1 Uncultured Sphingomonas sp. isolate DGGE gel band L5B4 168 ribosomal RNA gene 95
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