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Cluster: 0099 mmp; resid: 0.48; r/c: 28/35

x.range

upstream meme PSSM #1; e=3.1e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.9e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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nifDnifH
nifK

nifN
nifE nifX

amtB

glnK1

amtB

glnK2
glnB glnA

nifI2NifI1

MMP1442

MMP1388

modA
modA

MMP1033

xerD−like

MMP1390

MMP1091

MMP0204
MMP0480

MMP1049

MMP1576

Unanno_47

Unanno_1

string
operons −200 −100 −1

Redox−active disulfide protein 2: MMP1388−0.00
 transporter, periplasmic molybdenum−binding protein: MMP0514−0.05

hypothetical protein: MMP1033−0.08
hypothetical protein: MMP1390−0.10

Unanno_47−0.15
 transporter, periplasmic molybdenum−binding protein: MMP0205−0.16

hypothetical protein: MMP1576−0.19
Nitrogen regulatory protein P−II: MMP0064−0.24

Ammonia transporter: MMP0065−0.24
hypothetical protein: MMP0480−0.25

Nitrogen regulatory protein P−II: MMP0066−0.37
Nitrogen regulatory protein P−II: MMP0067−0.37

Ammonia transporter: MMP0068−0.37
glutamine synthetase: MMP1206−0.50

Phage integrase: MMP0456−0.68
hypothetical protein: MMP0204−1.17

ArsR family transcriptional regulator: MMP1442−1.52
ed to ehbB of Methanothermobacter thermautotrophicus: MMP1049−6.89

nitrogenase reductase: MMP0853−8.01
Nitrogen regulatory protein NifI1: MMP0854−8.01
Nitrogen regulatory protein NifI2: MMP0855−8.01

Oxidoreductase, nitrogenase component 1: MMP0856−8.01
Oxidoreductase, nitrogenase component 1: MMP0857−8.01

genase iron−molybdenum cofactor biosynthesis protein: MMP0858−8.01
−molybdenum cofactor biosynthesis protein, subunit N: MMP0859−8.01

Nitrogen fixation−related protein: MMP0860−8.01
ADP−glucose pyrophosphorylase: MMP1091−8.21

Unanno_6−18.97
log10(P) upstream meme1 2 log10(P.clust)=−3.74; 28 seqs; 18 uniq

c(0.5, 2.5)
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