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Cluster: 0048 mmp; resid: 0.86 0.52 0.59 0.20; r/c: 28/57

x.range

upstream meme PSSM #1; e=2.8e+03

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.4e+04

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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MMP0049coaD

MMP0202

MMP0204

hisH
tbp

MMP1095
MMP1097

glnK2

MMP0312

MMP0500

MMP0543MMP0569

MMP0761

MMP0840

MMP1087

MMP1152

MMP1199
MMP1257

MMP1278
MMP1280

MMP1286
MMP1332

MMP1438

MMP0446

MMP0489MMP0737

nifH

string −200 −100 −1
hypothetical protein: MMP0569−0.01

phosphate ABC transporter inner membrane protein: MMP1097−0.01
hypothetical protein: MMP1280−0.01

nitrogen fixation−related protein: MMP0446−0.01
imidazole glycerol phosphate synthase subunit HisH: MMP0256−0.02

permease: MMP0202−0.02
TetR family transcriptional regulator: MMP0840−0.03

NERD domain protein: MMP1257−0.03
hypothetical protein: MMP0761−0.05
hypothetical protein: MMP1278−0.05

Iron−sulfur flavoprotein−related: MMP0500−0.06
DNA primase: MMP1286−0.07

hypothetical protein: MMP0489−0.09
nitrogenase reductase: MMP0853−0.10

carbonic anhydrase: MMP0049−0.11
hypothetical protein: MMP1438−0.13

phosphate transporter PhoU: MMP1199−0.20
endent pyridine nucleotide−disulphide oxidoreductase: MMP1332−0.21

phosphate−binding protein: MMP1095−0.30
hypothetical protein: MMP1087−0.34
hypothetical protein: MMP0204−0.35
transcription factor: MMP0257−0.62

L−aspartate dehydrogenase: MMP0737−0.62
phosphopantetheine adenylyltransferase: MMP1093−0.68

hypothetical protein: MMP1152−0.72
nitrogen regulatory protein P−II: MMP0067−1.54

hypothetical protein: MMP0543−1.74
hypothetical protein: MMP0312−2.09

log10(P) upstream meme1 2 log10(P.clust)=NA; 28 seqs; 28 uniq
c(0.5, 2.5)
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