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Cluster: 0024 mmp; resid: 0.54 0.46 0.56 0.37; r/c: 25/57
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MMP0501 MMP0681
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MMP1185

MMP1276

thyA

ftsZ1

ehaP tRNA−Ser1

tRNA−Gly2

string
operons −200 −100 −1

hypothetical protein: MMP07940.00
hypothetical protein: MMP12760.00
hypothetical protein: MMP0759−0.01
hypothetical protein: MMP0451−0.02

thymidylate synthase: MMP1379−0.02
cell division protein FtsZ: MMP1436−0.02

polyferredoxin: MMP1463−0.02
tRNA−Ser: RNA_13−0.02

hypothetical protein: MMP0750−0.05
hypothetical protein: MMP0723−0.05

(NiFe) hydrogenase maturation protein HypF: MMP0140−0.10
ATP binding putative nickel incorporation protein: MMP0271−0.10

hypothetical protein: MMP0565−0.13
transcriptional regulator related protein: MMP0568−0.13

hypothetical protein: MMP0767−0.13
xanthine/uracil permease family protein: MMP0681−0.15

ferredoxin: MMP0721−0.15
hypothetical protein: MMP0722−0.15

nitrogenase reductase: MMP0853−0.15
hypothetical protein: MMP0780−0.30
hypothetical protein: MMP0501−0.40
hypothetical protein: MMP1193−0.49

triple helix repeat−containing collagen: MMP1194−0.49
 uptake protein:hydrogenase maturation protease HycI: MMP1185−0.52

tRNA−Gly: RNA_30−0.70
log10(P) upstream meme1 2 log10(P.clust)=NA; 25 seqs; 22 uniq
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