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Cluster: 0020 mpn; resid: 0.47; r/c: 20/119
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upstream meme PSSM #1; e=930
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upstream meme PSSM #2; e=1e+04
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rpsG

rpsL

tuf

lgt

nusA

pdhC

pdhD
lplA

MPN311

SwissProt HMW2_MYCPN

degV

MPN663

glpF

nusGptsG

MPN244

DNA

rpmA

prfA

lig

string
operons −200 −100 −1

hypothetical protein: MPN244−0.72
50S ribosomal protein L27: MPN327−0.81

elongation factor Tu: MPN665−1.07
igh Molecular Weight Protein 2 (SwissProt HMW2_MYCPN): MPN310−1.58

hypothetical protein: MPN311−1.58
PTS system, glucose−specific IIABC component: MPN207−1.64

glycerol uptake facilitator: MPN043−1.75
prolipoprotein diacylglyceryl transferase: MPN224−2.50

30S ribosomal protein S12: MPN225−2.50
30S ribosomal protein S7: MPN226−2.50

peptide chain release factor 1: MPN361−3.72
lipoate protein ligase: MPN389−3.96

dihydrolipoamide dehydrogenase: MPN390−3.96
anched−chain alpha−keto acid dehydrogenase subunit E2: MPN391−3.96

DNA ligase: MPN357−4.79
similar to single stranded RNA(DNA) processing enzyme: MPN280−4.84

transcription elongation factor NusA: MPN154−5.29
hypothetical protein: MPN663−6.40
hypothetical protein: MPN664−6.40

transcription antitermination factor: MPN067−7.03
log10(P) upstream meme1 2 log10(P.clust)=−3.35; 20 seqs; 14 uniq

c(0.5, 2.5)
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