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Cluster: 0145 mmp; resid: 0.50 0.24 0.49 0.21; r/c: 16/56
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string
operons −200 −100 −1

putative ATPase RIL: MMP0382−0.01

transketoloase, C terminal half: MMP1113−0.03

30S ribosomal protein S28e: MMP0640−0.03

hypothetical protein: MMP0015−0.04

30S ribosomal protein S17P: MMP1408−0.04

50S ribosomal protein L15P: MMP1421−0.04

50S ribosomal protein L4P: MMP1544−0.04

D−3−phosphoglycerate dehydrogenase: MMP1588−0.04

transcription antitermination protein NusG: MMP1434−0.05

F420−0−−gamma−glutamyl ligase: MMP0937−0.06

phenylalanyl−tRNA synthetase subunit alpha: MMP1496−0.06

DEAD/DEAH box helicase domain protein: MMP1284−0.11

ribonuclease P protein component 1: MMP1407−0.24

glutamyl−tRNA(Gln) amidotransferase subunit E: MMP1265−0.26

hypothetical protein: MMP0310−0.28

hypothetical protein: MMP1536−0.64

log10(P) upstream meme1 2 log10(P.clust)=NA; 16 seqs; 15 uniq
c(0.5, 2.5)

10
 J

an
 1

5 
15

:0
2:

38
 it

er
=

29
99

cM
on

ke
y 

V
er

si
on

 4
.3

.5
 m

m
p


