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Cluster: 0124 mtu; resid: 0.37; r/c: 20/34

x.range

upstream meme PSSM #1; e=170

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=350

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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nuoK

atpD

atpG

nuoG

mycP3
Rv0290

Rv0289
Rv0284

esxR

Rv1836c

pstS1

Rv0315

thrC

esxS

Rv0292

esxQ

ponA1

Rv0241c

Rv0247c

string
operons −200 −100 −1

POSSIBLE BETA−1,3−GLUCANASE PRECURSOR: Rv0315−0.01
6 LIKE PROTEIN ESXR (TB10.3) (ESAT−6 LIKE PROTEIN 9): Rv3019c−0.05

threonine synthase: Rv1295−0.20
NICILLIN−SENSITIVE TRANSPEPTIDASE (DD−TRANSPEPTIDASE): Rv0050−0.30

hypothetical protein: Rv0289−0.51
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0290−0.51

UBTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−3): Rv0291−0.51
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0292−0.51

POSSIBLE CONSERVED MEMBRANE PROTEIN: Rv0284−0.74
F0F1 ATP synthase subunit gamma: Rv1309−0.79

F0F1 ATP synthase subunit beta: Rv1310−0.79
NADH dehydrogenase subunit G: Rv3151−0.84
NADH dehydrogenase subunit K: Rv3155−0.84
NADH dehydrogenase subunit M: Rv3157−0.84

hypothetical protein: Rv0241c−0.94
C PHOSPHATE−BINDING LIPOPROTEIN PSTS1 (PBP−1) (PSTS1): Rv0934−3.77

hypothetical protein: Rv1836c−4.43
fumarate reductase iron−sulfur subunit: Rv0247c−5.43

6 LIKE PROTEIN ESXQ (TB12.9) (ESAT−6 LIKE PROTEIN 8): Rv3017c−19.08
ESAT−6 LIKE PROTEIN ESXS: Rv3020c−19.08

log10(P) upstream meme1 2 log10(P.clust)=−3.01; 20 seqs; 14 uniq
c(0.5, 2.5)
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