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Cluster: 0111 mtu; resid: 0.35; r/c: 29/35

x.range

upstream meme PSSM #1; e=5.5e+03

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=9.7e+03

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17
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PROBABLY GNTR−FAMILY

Rv0790cRv0791c

cysK1

cysD

Rv1288

uppPmetK

rplY

Rv0940c

Rv1290c

TB31.7

lppS

Rv0265c

Rv0474

Rv3491

ethR

ORF01809

ORF04431

ORF05528
ORF06004

ORFD0232

Rv0502

Rv0749

PPE17

rpmB

pdxH

Rv2104c

PE_PGRS41

string
operons −200 −100 −1

ORF01809NA
ORF04431NA
ORF05528NA
ORF06004NA
ORFD0232NA

hypothetical protein: Rv2623−0.03
pyridoxamine 5'−phosphate oxidase: Rv2607−0.04
sulfate adenylyltransferase subunit 2: Rv1285−0.05

50S ribosomal protein L28: Rv2058c−0.06
PROBABLE PERIPLASMIC IRON−TRANSPORT LIPOPROTEIN: Rv0265c−0.07

hypothetical protein: Rv0502−0.09
50S ribosomal protein L25/general stress protein Ctc: Rv1015c−0.14

hypothetical protein: Rv3491−0.20
hypothetical protein: Rv1288−0.21

IONAL REGULATORY REPRESSOR PROTEIN (TETR−FAMILY) ETHR: Rv3855−0.24
PE−PGRS FAMILY PROTEIN: Rv2396−0.27

undecaprenyl pyrophosphate phosphatase: Rv2136c−0.42
PPE FAMILY PROTEIN: Rv1168c−0.48

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv0474−0.49
hypothetical protein: Rv2104c−1.08
hypothetical protein: Rv1290c−1.16

PROBABLE CONSERVED LIPOPROTEIN LPPS: Rv2518c−1.40
hypothetical protein: Rv0749−6.29

DRYLASE A) (O−ACETYLSERINE (THIOL)−LYASE A) (CSASE A): Rv2334−6.61
S−adenosylmethionine synthetase: Rv1392−7.55
POSSIBLE OXIDOREDUCTASE: Rv0940c−8.01

hypothetical protein: Rv0791c−8.54
hypothetical protein: Rv0790c−8.54

CRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): Rv0792c−8.54
log10(P) upstream meme1 2 log10(P.clust)=−2.52; 29 seqs; 23 uniq

c(0.5, 2.5)
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