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Cluster: 0020 mmp; resid: 0.44 0.32 0.54 0.41; r/c: 17/57

x.range

upstream meme PSSM #1; e=270
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upstream meme PSSM #2; e=4.7e+03

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8

●
●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

MMP0094
aIF2_alpha

prsA

rps13p

rpl13p

MMP1425

dcd

MMP1705

argB

MMP0078

leuS

cofE

MMP1207

MMP1217

MMP0878

asd

MMP1399

string
operons −200 −100 −1

acetylglutamate kinase: MMP0063−0.01

leucyl−tRNA synthetase: MMP0697−0.01

30S ribosomal protein S6e: MMP1207−0.01

tRNA 2'−O−methylase: MMP1425−0.04

bifunctional dCTP deaminase/dUTP diphosphatase: MMP1426−0.04

hypothetical protein: MMP0078−0.06

hypothetical protein: MMP1217−0.06

30S ribosomal protein S13P: MMP1319−0.06

50S ribosomal protein L13P: MMP1324−0.06

aspartate−semialdehyde dehydrogenase: MMP1391−0.06

aspartate/glutamate/uridylate kinase: MMP1399−0.06

ribonuclease P−related protein: MMP0878−0.08

creatininase: MMP1705−0.18

translation initiation factor IF−2 subunit alpha: MMP1707−0.18

ribose−phosphate pyrophosphokinase: MMP0410−0.40

F420−0−−gamma−glutamyl ligase: MMP0937−0.55

THUMP domain protein: MMP0094−0.66

log10(P) upstream meme1 2 log10(P.clust)=NA; 17 seqs; 15 uniq
c(0.5, 2.5)
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