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Cluster: 0126 mmp; resid: 0.41; r/c: 33/39

x.range

upstream meme PSSM #1; e=0.68

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=160

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
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mtrCmtrD
mtrEmtrAor900

mtrH

mtrG

MMP0593

MMP0591

MMP1645

MMP1644

P−loop
MMP1519

MMP1305

MMP1304

MMP0935

MMP0934

slp

MMP0333

HMmA

mch

MMP1717

mtrB

MMP1718

MMP1518

MMP0592

ppaC

MMP0503

MMP0795

yneG

Unanno_17

Unanno_1

Unanno_51

string
operons −200 −100 −1

Unanno_30.00
hypothetical protein: MMP0935−0.00
hypothetical protein: MMP1644−0.01

amino acid kinase related protein: MMP1645−0.01
Unanno_51−0.03

tative manganese−dependent inorganic pyrophosphatase: MMP0219−0.06
hypothetical protein: MMP0591−0.17
hypothetical protein: MMP0592−0.17
walker type ATPase: MMP0593−0.17
hypothetical protein: MMP0333−0.18

S−layer protein: MMP0383−0.23
archaeal histone A: MMP0386−0.32

etrahydromethanopterin S−methyltransferase subunit E: MMP1560−0.38
etrahydromethanopterin S−methyltransferase subunit D: MMP1561−0.38
etrahydromethanopterin S−methyltransferase subunit C: MMP1562−0.38
etrahydromethanopterin S−methyltransferase subunit B: MMP1563−0.38
etrahydromethanopterin S−methyltransferase subunit A: MMP1564−0.38
etrahydromethanopterin S−methyltransferase subunit A: MMP1565−0.38
etrahydromethanopterin S−methyltransferase subunit G: MMP1566−0.38
etrahydromethanopterin S−methyltransferase subunit H: MMP1567−0.38

N(10)−methenyltetrahydromethanopterin cyclohydrolase: MMP1191−0.42
hypothetical protein: MMP0934−0.63
hypothetical protein: MMP0503−0.97

putative cytoplasmic protein: MMP1195−1.51
hypothetical protein: MMP0795−2.85

possible methyltransferase related protein: MMP1717−5.34
hypothetical protein: MMP1718−5.34

Unanno_17−5.63
te/molybdate ABC−transporter homolog, ATPase subunit: MMP1518−12.95

anion transport system permease protein: MMP1519−12.95
ucleotide−binding:Hydrogenase accessory protein HypB: MMP1520−12.95

Response regulator receiver: MMP1304−14.22
hypothetical protein: MMP1305−14.22

log10(P) upstream meme1 2 log10(P.clust)=−2.86; 33 seqs; 21 uniq
c(0.5, 2.5)

11
 O

ct
 1

1 
16

:1
4:

07
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.8

.8
 m

m
p


