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Cluster: 0126 mmp; resid: 0.60 0.46 0.46 0.32; r/c: 23/56
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upstream meme PSSM #1; e=520
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upstream meme PSSM #2; e=3.4e+03
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glnA

MMP1095
MMP1096

MMP1097
pstB

MMP1304

MMP0035

mer

MMP1388

pcm

MMP0270

MMP0689

MMP0720

MMP1027

MMP1089

MMP1302

MMP1442

MMP1447
MMP1541

ssh10b_1

hdrA

string
operons −200 −100 −1

redox−active disulfide protein 2: MMP13880.00
Fe−S cluster domain protein: MMP02700.00

hypothetical protein: MMP1302−0.00
nitrogen regulatory protein P−II: MMP0066−0.01

hydroxylamine reductase: MMP0720−0.02
phosphate−binding protein: MMP1095−0.02

transcription regulator ArsR: MMP1442−0.03
polysaccharide biosynthesis protein: MMP1089−0.03

Cro repressor family protein: MMP1447−0.03
response regulator receiver protein: MMP1304−0.04

hypothetical protein: MMP0035−0.08
protein−L−isoaspartate O−methyltransferase: MMP0102−0.10

methylenetetrahydromethanopterin reductase: MMP0058−0.15
xanthine/uracil permease family protein: MMP0689−0.15

phosphate ABC transporter inner membrane protein: MMP1096−0.15
phosphate ABC transporter inner membrane protein: MMP1097−0.15

phosphate ABC transporter ATPase: MMP1098−0.15
glutamine synthetase: MMP1206−0.15

hypothetical protein: MMP1027−0.24
heterodisulfide reductase, subunit A: MMP1697−0.52

nitrogen regulatory protein P−II: MMP0064−0.80
hypothetical protein: MMP1541−0.89

DNA/RNA−binding protein albA: MMP1613−1.40
log10(P) upstream meme1 2 log10(P.clust)=NA; 23 seqs; 21 uniq
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