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Cluster: 0036 mmp; resid: 0.09 0.18 0.18 0.20; r/c: 9/58

x.range

upstream meme PSSM #1; e=8.5

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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upstream meme PSSM #2; e=380

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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string
operons −200 −100 −1

heterosulfide reductase, subunit C1: MMP11540.00

heterosulfide reductase, subunit B1: MMP11550.00

carboxymuconolactone decarboxylase: MMP11560.00

desulfoferrodoxin, ferrous iron−binding site: MMP11570.00

hypothetical protein: MMP11580.00

Ferritin: MMP11590.00

CutA1 divalent ion tolerance protein: MMP1163−0.01

hypothetical protein: MMP1161−0.13

hypothetical protein: MMP1160−1.52
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