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Cluster: 0117 mmp; resid: 0.42; r/c: 29/37

x.range

upstream meme PSSM #1; e=21

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=34

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13

●
●

●

●

●
●

●
●

●

●

●

●

●

●

●

●
●

●

●
●

●

●

● ●

●

●

●
●

●

ehaG
ehaF

HUPF/HYPC

hypD

MMP1619
moaE

ehaN MMP0226

gldA

MMP1679

MMP1236

pyrD

MMP0849

MMP0030

MMP1665

MMP0052
MMP0788

MMP1241

ehaE
MMP1447

ehaL

ehaI

Antisense_23 MMP0992
MMP1088

MMP1118

cbiFUnanno_49
MMP0177

string
operons −200 −100 −1

hypothetical protein: MMP0788−0.25
glycerol dehydrogenase: MMP0225−0.42

hypothetical protein: MMP0226−0.42
Molybdopterin biosynthesis MoaE: MMP1235−0.50

hypothetical protein: MMP1236−0.50
hypothetical protein: MMP1118−0.84

Unanno_49−1.50
ysine/ homoserine−homoserine lactone exporter family: MMP0849−1.53

hypothetical protein: MMP1241−1.55
hypothetical protein: MMP0177−1.61

Glycosyl transferase, group 1: MMP1088−1.68
hypothetical protein: MMP0052−1.92

dihydroorotate dehydrogenase 1B: MMP0439−2.24
DNA replication protein; MCM family; putative: MMP0030−2.54

hypothetical protein: MMP0992−2.83
Hydrogenase expression/formation protein: MMP0289−3.22

hypothetical protein: MMP1679−4.34
Antisense_23−5.07

Hydrogenase expression/formation protein (HUPF/HYPC): MMP1330−6.72
energy conserving hydrogenase A small subunit: MMP1461−7.45

sor family Helix−turn−helix motif containing protein: MMP1447−7.45
hypothetical protein: MMP1452−7.45
hypothetical protein: MMP1453−7.45
hypothetical protein: MMP1454−7.45
hypothetical protein: MMP1456−7.45
hypothetical protein: MMP1459−7.45

l region, domain I and II:MoeA C−terminal, domain IV: MMP1619−7.45
Precorrin−4 C11−methyltransferase: MMP1662−8.10

hypothetical protein: MMP1665−9.94
log10(P) upstream meme1 2 log10(P.clust)=−4.04; 29 seqs; 21 uniq

c(0.5, 2.5)
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