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Cluster: 0142 mmp; resid: 0.70 0.42 0.62 0.41; r/c: 27/57

x.range

upstream meme PSSM #1; e=0.2
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upstream meme PSSM #2; e=50
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MMP0721
MMP0722

pyrE
MMP1493

pyrBMMP1660

MMP0089
MMP0334

MMP0624
MMP1495

DP2

MMP0035

glnK2

MMP0115

purT
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MMP0220
MMP0339

MMP0458

MMP0590

MMP0633

psmB

frcB

MMP0833
MMP0871

MMP1387

mcrC

string
operons −200 −100 −1

siroheme synthase: MMP0089−0.00
RNA methyltransferase, TrmH family, group 1: MMP0334−0.00

radical SAM family protein: MMP1495−0.00
hypothetical protein: MMP0624−0.01
hypothetical protein: MMP0833−0.01

Sodium/proline symporter−related: MMP0220−0.01
NUDIX hydrolase: MMP0339−0.01

hypothetical protein: MMP0458−0.02
ferredoxin: MMP0721−0.02

hypothetical protein: MMP0722−0.02
hypothetical protein: MMP1493−0.02
hypothetical protein: MMP0035−0.05

proteasome, subunit beta: MMP0695−0.05
glycosyl transferase family protein: MMP0590−0.06

coenzyme F420−reducing hydrogenase subunit beta: MMP0817−0.07
nitroreductase: MMP0115−0.08

orotate phosphoribosyltransferase: MMP1492−0.08
nitrogen regulatory protein P−II: MMP0067−0.11

methyl coenzyme M reductase I, protein C: MMP1557−0.11
hypothetical protein: MMP1387−0.12
hypothetical protein: MMP1660−0.16

DNA polymerase II large subunit: MMP0026−0.20
hypothetical protein: MMP0871−0.28

molybdenum ABC transporter ATP−binding protein: MMP0207−0.30
rubrerythrin: MMP0633−0.39

aspartate carbamoyltransferase catalytic subunit: MMP1659−0.42
phosphoribosylglycinamide formyltransferase 2: MMP0123−0.66

log10(P) upstream meme1 2 log10(P.clust)=NA; 27 seqs; 26 uniq
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