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Cluster: 0110 mmp; resid: 0.63 0.61 0.58 0.50; r/c: 33/57

x.range

upstream meme PSSM #1; e=12

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=90

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
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gatC

rps17E
MMP0461

ilvC

ywbE
MMP1406

MMP1661

ribH

MMP0246

MMP0503

MMP0569

MMP0639

MMP0662

MMP0724

MMP0736

MMP0779

MMP0786

MMP0912

MMP0962

MMP0972

MMP1141

MMP1167

MMP1182

MMP1329

ehaL

glutaminyl transferase

tRNA−Arg3

tRNA−Phe1

tRNA−Cys1

tRNA−Ala2

rrnC23S

RNA_45

RNA_49

string
operons −200 −100 −1

6,7−dimethyl−8−ribityllumazine synthase: MMP0050NA
ATP−dependent helicase: MMP1141NA

tRNA−Phe: RNA_20NA
RNA_45NA
RNA_49NA

hypothetical protein: MMP0461−0.01
hypothetical protein: MMP0671−0.01
hypothetical protein: MMP0786−0.02

PRC−barrel domain protein: MMP0736−0.04
ketol−acid reductoisomerase: MMP0654−0.05

hypothetical protein: MMP0779−0.05
hypothetical protein: MMP1459−0.05
hypothetical protein: MMP0503−0.06

4−oxalocrotonate tautomerase: MMP0912−0.06
tRNA−Arg: RNA_15−0.06

zinc finger protein: MMP0962−0.07
modification enzyme (glutaminyl transferase) related: MMP1600−0.08

tRNA−Cys: RNA_28−0.12
hypothetical protein: MMP1661−0.14
hypothetical protein: MMP0569−0.14

30S ribosomal protein S17e: MMP0577−0.15
aspartyl/glutamyl−tRNA amidotransferase subunit C: MMP0575−0.15

hypothetical protein: MMP0724−0.28
hypothetical protein: MMP0662−0.33
hypothetical protein: MMP0246−0.36

ferredoxin: MMP1329−0.48
50S ribosomal protein L23E: MMP0639−0.49

flavoprotein related protein: MMP1167−0.52
transport system permease protein: MMP1182−0.60

translation initiation factor Sui1: MMP1406−0.89
tRNA−Ala: RNA_36−1.12

hypothetical protein: MMP0972−1.52
23S ribosomal RNA: RNA_42−3.96

log10(P) upstream meme1 2 log10(P.clust)=NA; 33 seqs; 31 uniq
c(0.5, 2.5)
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