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Cluster: 0042 mmp; resid: 0.38; r/c: 40/40

x.range

upstream meme PSSM #1; e=1.4e+03
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1 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 91 2 3 4 5 6 7 8 9

●

●
●

●

● ●

● ●

●

●

●

●

●

●

●

●

●

●

●

● ●●

●

●

●

●

●

●

●

●

●

●
●

●

●

●

●

●●

●

MMP0437
rimK

MMP0523

MMP0522

trm1MMP0174

mtbAmtbA

MMP1596

MMP0796

MMP0208

MMP1655

MMP0495

MMP1226

MMP1660

MMP1020

MMP0188

MMP0807

MMP1536
MMP0565 MMP0777MMP0775

MMP0772

Antisense_16

MMP0653

MMP0756

MMP0869

MMP0892

MMP1280

MMP1389
MMP1476

MMP1620
MMP1664

tRNA−Met4

Unanno_16
Unanno_26

MMP0473

MMP0361resP

nfo

string
operons −200 −100 −1

Uroporphyrinogen decarboxylase (URO−D): MMP0834−0.01
hypothetical protein: MMP0495−0.05

Site−specific recombinase: MMP0766−0.08
hypothetical protein: MMP0756−0.09

HD phosphohydrolase family member: MMP0174−0.09
hypothetical protein: MMP1280−0.10
hypothetical protein: MMP1020−0.13
hypothetical protein: MMP1476−0.18
hypothetical protein: MMP0208−0.22

tative SSU ribosomal protein S6 modification protein: MMP0436−0.22
hypothetical protein: MMP0188−0.25
hypothetical protein: MMP1536−0.29
hypothetical protein: MMP1226−0.46
hypothetical protein: MMP1389−0.51
hypothetical protein: MMP0565−0.55
hypothetical protein: MMP0772−0.63
hypothetical protein: MMP0775−0.63
hypothetical protein: MMP0777−0.63

Unanno_26−0.74
acetyltransferase related protein: MMP0892−0.74

methylcobalamin:coenzyme M methyltransferase: MMP0831−0.80
hypothetical protein: MMP0473−0.82
hypothetical protein: MMP0361−0.82

Antisense_16−0.85
probable sugar efflux transporter: MMP0796−0.93

Unanno_16−0.99
Carboxymuconolactone decarboxylase Related Protein: MMP0807−1.14

hypothetical protein: MMP1596−1.41
ylate deaminase, zinc−binding region related protein: MMP0869−1.47

hypothetical protein: MMP1655−1.63
sodium−dependent transporter: MMP0653−1.91

hypothetical protein: MMP0522−2.06
ABC transporter ATP−binding protein: MMP0523−2.06

hypothetical protein: MMP0437−2.15
N(2),N(2)−dimethylguanosine tRNA methyltransferase: MMP0228−2.21

hypothetical protein: MMP1620−2.58
endonuclease IV: MMP1678−2.59

hypothetical protein: MMP1664−2.99
hypothetical protein: MMP1660−3.31

tRNA−Met: RNA_34−3.45
log10(P) upstream meme1 2 log10(P.clust)=−1.07; 40 seqs; 37 uniq

c(0.5, 2.5)
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