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Cluster: 0028 mmp; resid: 0.35; r/c: 29/37

x.range

upstream meme PSSM #1; e=0.00028

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=23

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9
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MMP0168MMP0165
drug/sodium antiporters

MMP0631
feoB

tbp
hisH

surE

MMP0072

pssA

bioD

fmdB

MMP0499

Component A

MMP1303

MMP0167

Antisense_1

MMP0265

MMP0313

MMP0342

hsp20

MMP1066

Gln

MMP0536

MMP0812

MMP0843

MMP1657

ehaTUnanno_59 string
operons −200 −100 −1

Survival protein SurE: MMP1051−0.04
hypothetical protein: MMP0812−0.55

putatuve iron dependent repressor: MMP0631−0.69
hypothetical protein: MMP1467−0.77

Unanno_59−0.77
hypothetical protein: MMP0265−0.81

Antisense_8−0.87
hypothetical protein: MMP0499−0.94

Sensory transduction histidine kinase: MMP1303−0.96
hypothetical protein: MMP0072−1.08

glutamyl−tRNA(Gln) amidotransferase subunit E: MMP1265−1.33
ABC transporter, family 2: MMP0165−1.38

MatE family member (drug/sodium antiporters): MMP0166−1.38
ABC transporter ATP binding protein family member: MMP0167−1.38

Transcriptional regulator PadR−like family: MMP0168−1.38
putative molybdenum cofactor biosynthesis protein C: MMP1066−1.60

hypothetical protein protein: possibly conserved: MMP0313−1.73
archaetidylserine synthase: MMP1171−1.80

hypothetical protein: MMP0843−1.86
ferrous iron transporter (GTP−binding): MMP0630−1.91

imidazole glycerol phosphate synthase subunit HisH: MMP0256−2.57
transcription factor: MMP0257−2.57

utaryl−CoA dehydratase (Component A) related protein: MMP0608−2.66
Heat shock protein Hsp20: MMP0684−2.69

hypothetical protein: MMP0536−4.02
ntaining formylmethanofuran dehydrogenase, subunit B: MMP0511−4.50

Dethiobiotin synthetase: MMP1573−4.56
hypothetical protein: MMP1657−5.07
hypothetical protein: MMP0342−5.12

log10(P) upstream meme1 2 log10(P.clust)=−1.97; 29 seqs; 25 uniq
c(0.5, 2.5)
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