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Cluster: 0019 mmp; resid: 0.40; r/c: 32/38

x.range

upstream meme PSSM #1; e=74

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=1.1e+04

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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mcrA
mcrG

mcrBmcrC

mcrD

fwdC

fwdA
ftr

fwdD

fwdG
fwdF fwdH

MMP1223

MMP0042

tfb hemB

MMP1257

MMP1637

MMP1067MMP0736

gch3

MMP1610

Antisense_27

MMP0278

MMP0344

MMP0407

P−loop

MMP0762

MMP1475

MMP1511MMP1586

MMP1712

string
operons −200 −100 −1

Antisense_27−0.07
hypothetical protein: MMP1475−0.89

GTP cyclohydrolase III: MMP0405−1.31
hypothetical protein: MMP1223−1.63
hypothetical protein: MMP1257−2.01

delta−aminolevulinic acid dehydratase: MMP1258−2.01
dehydrogenase/fumarate reductase iron−sulfur subunit: MMP1067−2.03

transcription initiation factor IIB: MMP0041−2.08
H/ACA RNA−protein complex component Gar1: MMP0042−2.08

TPR repeat: MMP0762−2.29
tetrahydromethanopterin formyltransferase: MMP1609−2.70

hypothetical protein: MMP1610−2.70
hypothetical protein: MMP0736−2.72
hypothetical protein: MMP1586−2.85
hypothetical protein: MMP0278−3.06
hypothetical protein: MMP0344−3.17

Transcriptional regulator, LysR Family Member: MMP1712−3.20
Sodium:alanine symporter: MMP1511−3.47

ATP/GTP−binding site motif A (P−loop): MMP0632−3.60
hypothetical protein: MMP0407−4.83
hypothetical protein: MMP1637−5.17

ntaining formylmethanofuran dehydrogenase, subunit H: MMP1244−5.37
ntaining formylmethanofuran dehydrogenase, subunit F: MMP1245−5.37
ntaining formylmethanofuran dehydrogenase, subunit G: MMP1246−5.37
ntaining formylmethanofuran dehydrogenase, subunit D: MMP1247−5.37
ntaining formylmethanofuran dehydrogenase, subunit A: MMP1248−5.37
ntaining formylmethanofuran dehydrogenase, subunit C: MMP1249−5.37

Methyl−coenzyme M reductase I, beta subunit: MMP1555−6.00
Methyl−coenzyme M reductase I, protein D: MMP1556−6.00
methyl coenzyme M reductase I, protein C: MMP1557−6.00

Methyl−coenzyme M reductase I, gamma subunit: MMP1558−6.00
Methyl−coenzyme M reductase I, alpha subunit: MMP1559−6.00

log10(P) upstream meme1 2 log10(P.clust)=−3.63; 32 seqs; 20 uniq
c(0.5, 2.5)
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