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Not found in online Aragorn, though the other 3 were (with slight modifications).
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Microbacterium | 1 90126 90198 Asn ot 0 0 665 3280 370 Asn 9538 None

Microbacterium | 2 90331 90403 Tip cca 0 0 78 5790 130 T 831 None

Microbacterium 3 — 0 0 - 19.50 24.30 val 463 None
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