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Cluster: 0086 mmp; resid: 0.62 0.53 0.71 0.51; r/c: 23/55

x.range

upstream meme PSSM #1; e=1.2e+03

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=1.5e+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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Sm protein

leuC

MMP1214

MMP1215

cbf5

MMP1688

MMP0011

MMP0361

MMP0494

rpl44e

MMP0424

MMP0604

hsp20

MMP0751

MMP0839

thyA

MMP1091

mtbC

nadA

MMP1290

aEF−1_alpha
MMP1479

rrnA16S

string
operons −200 −100 −1

hypothetical protein: MMP0751NA
thymidylate synthase: MMP0986−0.01

3−isopropylmalate dehydratase: MMP1149−0.01
quinolinate synthetase: MMP1242−0.01

GTP−binding protein: MMP1290−0.01
hypothetical protein: MMP1479−0.01

16S ribosomal RNA: RNA_39−0.01
hypothetical protein: MMP1214−0.02

cobyric acid synthase: MMP1215−0.02
DNA−cytosine methyltransferase: MMP0011−0.05

helicase family protein: MMP0494−0.05
heat shock protein Hsp20: MMP0684−0.05

ADP−glucose pyrophosphorylase: MMP1091−0.05
cobalamin−dependent methionine synthase, B12−binding: MMP1151−0.05

H/ACA RNA−protein complex component Cbf5p: MMP1686−0.05
hypothetical protein: MMP1688−0.05
hypothetical protein: MMP0361−0.09

50S ribosomal protein L44e: MMP1709−0.17
hypothetical protein: MMP0839−0.17

elongation factor 1−alpha: MMP1370−0.17
hypothetical protein: MMP0604−0.19
hypothetical protein: MMP0424−0.28

small nuclear ribonucleoprotein (Sm protein): MMP1148−1.54
log10(P) upstream meme1 2 log10(P.clust)=NA; 23 seqs; 21 uniq

c(0.5, 2.5)
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