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Cluster: 0043 mmp; resid: 0.94 0.58 0.71 0.50; r/c: 30/56

x.range

upstream meme PSSM #1; e=3.7e+04
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purC
dapA

MMP0703

MMP1110

MMP0811
MMP0812

Mma−sR04

MMP0070

gltB

MMP0325

MMP0354
MMP0432

modB

MMP0694
MMP0737

MMP0768

MMP0814

vhcD

MMP0841

nifD

MMP0870

MMP0911

MMP1058

MMP1231

MMP1260

MMP1268
MMP1603

fmdB

MMP0740
napA−2

string −200 −100 −1
Mma−sR04NA

molybdenum ABC transporter permease: MMP0515NA
hypothetical protein: MMP1110NA
hypothetical protein: MMP1268NA

HAD family hydrolase fragment: MMP1231−0.01
hypothetical protein: MMP1260−0.01

glutamate synthase; large subunit; subunit 2: MMP0081−0.02
glyceraldehyde−3−phosphate dehydrogenase: MMP0325−0.02

putative oligosaccharide transporter: MMP0354−0.02
phoribosylaminoimidazole−succinocarboxamide synthase: MMP0540−0.02

dihydrodipicolinate synthase: MMP0576−0.02
beta−lactamase−like protein: MMP0694−0.02

hypothetical protein: MMP0812−0.02
hypothetical protein: MMP0814−0.02
hypothetical protein: MMP0841−0.02

glycerate dehydrogenase: MMP0870−0.02
ntaining formylmethanofuran dehydrogenase, subunit B: MMP0512−0.02

purine NTPase: MMP0740−0.02
coenzyme F420−non−reducing hydrogenase subunit delta: MMP0821−0.11

hypothetical protein: MMP0768−0.15
hypothetical protein: MMP1058−0.15

ferredoxin: MMP1603−0.15
Na+/H+ exchanger: MMP0864−0.15
hypothetical protein: MMP0703−0.37

iron−sulfur flavoprotein: MMP0911−0.37
nitrogenase alpha chain: MMP0856−0.68

ethanofruran dehydrogenase subunit C−related protein: MMP0070−0.70
TatD−related deoxyribonuclease: MMP0432−0.70

L−aspartate dehydrogenase: MMP0737−1.08
hypothetical protein: MMP0811−1.08

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