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Cluster: 0021 mmp; resid: 0.45; r/c: 33/38

x.range

upstream meme PSSM #1; e=3.8e+03
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x.range

y.
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upstream meme PSSM #2; e=3.5e+03
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and some other nucleotide

MMP1583
MMP0272MMP0271

aldalr

MMP0270

aIF2_alphaMMP1706comA

lysS

lysA
MMP1022

MMP1021

MMP1704

atwA

MMP0619

MMP1611MMP1657

argS
MMP1527

MMP0698

recJ

MMP1681

MMP1023

selD

P

MMP1358

trm1

lon

MMP0618

MMP1317

MMP0954

string
operons −200 −100 −1

hypothetical protein: MMP1317−0.03
hypothetical protein: MMP0270−0.20

ATP binding putative nickel incorporation protein: MMP0271−0.20
ABC transporter ATPase subunit: MMP0272−0.20

(2R)−phospho−3−sulfolactate synthase: MMP0273−0.20
hypothetical protein: MMP1022−0.20

Transcriptional regulator, TetR Family Member: MMP1023−0.20
hypothetical protein: MMP1021−0.20

single stranded DNA−specific exonuclease: MMP1682−0.25
hypothetical protein: MMP1704−0.30

H/ACA RNA−protein complex component Nop10p: MMP1706−0.30
translation initiation factor IF−2 subunit alpha: MMP1707−0.30

selenophosphate synthetase: MMP0904−0.31
hypothetical protein: MMP0954−0.36
hypothetical protein: MMP0698−0.45

Diaminopimelate decarboxylase: MMP1200−0.61
aspartate aminotransferase: MMP1527−0.76

NAD(P)H: rubredoxin oxidoreductase (NPOR): MMP1259−0.84
Alanine racemase: MMP1512−0.88

alanine dehydrogenase: MMP1513−0.88
 A (P−loop):Sigma−54 factor interaction domain:Pu...: MMP1186−2.06

N(2),N(2)−dimethylguanosine tRNA methyltransferase: MMP0228−2.38
ferredoxin: MMP1358−2.79

hypothetical protein: MMP1681−2.94
Lysyl−tRNA synthetase: MMP1318−3.04

arginyl−tRNA synthetase: MMP1026−3.05
S−adenosylmethionine decarboxylase related: MMP1583−3.20

me other nucleotide) binding motif:Spermine synthase: MMP1584−3.20
hypothetical protein: MMP1657−3.46
hypothetical protein: MMP1611−4.32
hypothetical protein: MMP0618−5.74

Putative DNA binding protein: MMP0619−5.74
methyl coenzyme M reductase, component A2: MMP0620−5.74

log10(P) upstream meme1 2 log10(P.clust)=−1.68; 33 seqs; 22 uniq
c(0.5, 2.5)
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