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Cluster: 0064 mmp; resid: 0.48 0.52 0.61 0.42; r/c: 29/59

x.range

upstream meme PSSM #1; e=16

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6
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MMP0350

MMP1076

MMP1080

MMP0362MMP0367

MMP0370

MMP0025

MMP0388

aspC

MMP0431

MMP0755

MMP1048

MMP1066

korG
MMP1330

HMmB
cbiG

pyrB

MMP0097

MMP0104

MMP0393

fucA

MMP1263

sdhA

lysS

MMP1328

MMP1339

rpm

MMP1704
string −200 −100 −1

SAM−binding motif−containing protein: MMP1339NA
oxoglutarate ferredoxin oxidoreductase subunit gamma: MMP1315−0.00

hypothetical protein: MMP0370−0.00
 TFIIS:DNA−directed RNA polymerase, M/15 kDa subunit: MMP1429−0.00

hypothetical protein: MMP0362−0.01
hexapeptide repeat−containing transferase: MMP1076−0.02

hydrogenase assembly chaperone hypC/hupF: MMP1330−0.02
aspartate carbamoyltransferase catalytic subunit: MMP1659−0.03

hypothetical protein: MMP0025−0.03
aspartate aminotransferase: MMP0391−0.07

hypothetical protein: MMP1048−0.07
histone B: MMP1347−0.08

ATP/GTP−binding motif−containing protein: MMP0755−0.09
polyferredoxin: MMP0104−0.11

phosphodiesterase: MMP0393−0.11
class II aldolase/adducin family protein: MMP1187−0.12

cobalamin (vitamin B12) biosynthesis CbiG protein: MMP1591−0.18
rhodopsin−like GPCR superfamily protein: MMP0431−0.24

lysyl−tRNA synthetase: MMP1318−0.28
glycosyl transferase, group 1: MMP1080−0.30

geranylgeranyl reductase: MMP0388−0.39
transcriptional regulator: MMP0097−0.40

hypothetical protein: MMP0367−0.64
hypothetical protein: MMP1704−1.15

hexapeptide repeat−containing transferase: MMP0350−1.28
enolase: MMP1328−1.44

putative molybdenum cofactor biosynthesis protein C: MMP1066−1.52
succinate dehydrogenase flavoprotein subunit: MMP1277−2.68

hypothetical protein: MMP1263−4.96
log10(P) upstream meme1 2 log10(P.clust)=NA; 29 seqs; 29 uniq
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