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Cluster: 0136 mmp; resid: 0.94 0.59 0.57 0.48; r/c: 30/58
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upstream meme PSSM #1; e=610
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upstream meme PSSM #2; e=470
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III

moeA

MMP0324

MMP0043

cofH

amtB

MMP0216

ppaC

MMP0347

HMmA

MMP0482

MMP0499

MMP0500 fmdE

MMP0517

MMP0673

MMP0679

MMP0690

MMP0745

nifX

MMP1177

MMP1260

vorA

rpoN

MMP1330

MMP1389
secF

MMP1684

tRNA−Leu3
tRNA−Ala2

string
operons −200 −100 −1

hypothetical protein: MMP1389−0.00
FO synthase subunit 2: MMP0057−0.01

hypothetical protein: MMP0517−0.01
TPR repeat−containing protein: MMP0673−0.01

nsport system substrate−binding protein, C−term half: MMP1177−0.01
hypothetical protein: MMP0745−0.02

ntaining formylmethanofuran dehydrogenase, subunit E: MMP0508−0.03
polyferredoxin: MMP0690−0.03

hydrogenase assembly chaperone hypC/hupF: MMP1330−0.03
n(III) transport system, periplasmic binding protein: MMP0196−0.05

molybdenum cofactor biosynthesis protein: MMP0201−0.05
hypothetical protein: MMP0482−0.06

metallophosphoesterase: MMP1684−0.06
preprotein translocase subunit SecF: MMP1524−0.07

cation transport ATPase: MMP0216−0.09
hypothetical protein: MMP0347−0.11

ammonium transporter: MMP0065−0.14
nitrogen fixation−related protein: MMP0860−0.20

Na+/H+ antiporter related protein: MMP0679−0.22
tRNA−Ala: RNA_7−0.25

DNA−directed RNA polymerase subunit N: MMP1326−0.44
hypothetical protein: MMP0324−0.48

isopentenyl pyrophosphate isomerase: MMP0043−0.49
hypothetical protein: MMP1260−0.59

2−oxoisovalerate oxidoreductase subunit alpha: MMP1271−0.59
tative manganese−dependent inorganic pyrophosphatase: MMP0219−0.62

Iron−sulfur flavoprotein−related: MMP0500−0.62
histone A: MMP0386−0.72

hypothetical protein: MMP0499−2.74
tRNA−Leu: RNA_26−4.77

log10(P) upstream meme1 2 log10(P.clust)=NA; 30 seqs; 29 uniq
c(0.5, 2.5)

10
 J

an
 1

5 
15

:0
2:

38
 it

er
=

29
99

cM
on

ke
y 

V
er

si
on

 4
.3

.5
 m

m
p


