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Cluster: 0063 mpn; resid: 0.48; r/c: 45/121

x.range

upstream meme PSSM #1; e=290
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x.range

y.
ra

ng
e

upstream meme PSSM #2; e=4.6e+03
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rpsGrpsL

rplFrplErpsErpsH

rplRsecY
adk

fus

rpsN
truA

MPN195
CbiO

galEMPN256

ssb
rpsF

rpmC

yaaC
MPN157

topA

gatB

sigA
MPN351 nforpmA
Koonin for MG homologue

MPN312MPN311

lig

SwissProt HMW2_MYCPN

prfA

pcrA

rplS
MPN657

ftsHMPN663

MPN634MPN633

nusG

MPN108

nifS

MPN581

rnpA string
operons −200 −100 −1

hypothetical protein: MPN633−0.01
RNaseP C5 chain: MPN681−0.02

hypothetical protein: MPN108−0.06
endonuclease IV: MPN328−0.08

Ferric uptake regulator (Koonin for MG homologue): MPN329−0.08
50S ribosomal protein L27: MPN327−0.08
30S ribosomal protein S6: MPN228−0.26

30S ribosomal protein S12: MPN225−0.26
30S ribosomal protein S7: MPN226−0.26

elongation factor G: MPN227−0.26
single−stranded DNA binding protein: MPN229−0.26

hypothetical protein: MPN312−0.30
igh Molecular Weight Protein 2 (SwissProt HMW2_MYCPN): MPN310−0.30

hypothetical protein: MPN311−0.30
aspartyl/glutamyl−tRNA amidotransferase subunit B: MPN238−0.49

methyltransferase: MPN351−0.68
RNA polymerase sigma factor RpoD: MPN352−0.68

DNA ligase: MPN357−0.68
transcription antitermination factor: MPN067−0.76

hypothetical protein: MPN634−0.80
hypothetical protein: MPN157−1.23

FAD pyrophosphorylase) (FAD synthetase); bifunctional: MPN158−1.23
cell division protein FtsH: MPN671−1.42

hypothetical protein: MPN581−3.52
30S ribosomal protein S14: MPN178−3.68

30S ribosomal protein S8: MPN179−3.68
similar to cobalt transport membrane protein: MPN195−3.68

cobalt transport ATP−binding protein: MPN193−3.68
50S ribosomal protein L29: MPN173−3.68

50S ribosomal protein L5: MPN177−3.68
50S ribosomal protein L6: MPN180−3.68

50S ribosomal protein L18: MPN181−3.68
30S ribosomal protein S5: MPN182−3.68

preprotein translocase subunit SecY: MPN184−3.68
adenylate kinase: MPN185−3.68

tRNA pseudouridine synthase A: MPN196−3.68
putative cysteine desulfurase: MPN487−5.29

hypothetical protein: MPN657−5.53
50S ribosomal protein L19: MPN658−5.53

hypothetical protein: MPN663−5.53
DNA helicase II: MPN340−7.53

UDP−glucose 4−epimerase: MPN257−7.60
DNA topoisomerase I: MPN261−7.60

hypothetical protein: MPN256−7.60
peptide chain release factor 1: MPN361−7.84

log10(P) upstream meme1 2 log10(P.clust)=−2.63; 45 seqs; 19 uniq
c(0.5, 2.5)
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