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Cluster: 0046 mtu; resid: 0.46; r/c: 29/35

x.range

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

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=9e+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
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bisC

Rv0197

mbtE
mbtF

mmpS4

mmpL4

Rv2621c

Rv2620c

Rv3085
lipR

Rv0196

Rv2619c

mbtD

Rv3088

hemY

mbtI

Rv2794c

moeX

Rv1674c

Rv3407

Rv2017

Rv1057

Rv2016

Rv0846c

Rv3730c whiB6

PROBABLY TETR/ACRR−FAMILY

Rv1245c

Rv3879c

string
operons −200 −100 −1

PROBABLE OXIDASE: Rv0846c−0.02
hypothetical protein: Rv2794c−0.26

POSSIBLE MOLYBDOPTERIN BIOSYNTHESIS PROTEIN MOEX: Rv1681−0.34
HYPOTHETICAL ALANINE AND PROLINE RICH PROTEIN: Rv3879c−0.55

TIONAL REGULATORY PROTEIN (PROBABLY TETR/ACRR−FAMILY): Rv0232−0.98
PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: Rv1245c−1.21

FOXIDE REDUCTASE BISC (BDS reductase) (BSO reductase): Rv1442−1.56
PROBABLE ACETYL−HYDROLASE/ESTERASE LIPR: Rv3084−1.61

PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: Rv3085−1.61
ABLE CONSERVED TRANSMEMBRANE TRANSPORT PROTEIN MMPL4: Rv0450c−1.67

PROBABLE CONSERVED MEMBRANE PROTEIN MMPS4: Rv0451c−1.67
hypothetical protein: Rv2016−2.18

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv2017−2.18
hypothetical protein: Rv3407−3.29

PEPTIDE SYNTHETASE MBTF (PEPTIDE SYNTHASE): Rv2379c−3.35
PEPTIDE SYNTHETASE MBTE (PEPTIDE SYNTHASE): Rv2380c−3.35

POLYKETIDE SYNTHETASE MBTD (POLYKETIDE SYNTHASE): Rv2381c−3.35
salicylate synthase MbtI: Rv2386c−3.58

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv0196−3.65
POSSIBLE OXIDOREDUCTASE: Rv0197−3.65

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1674c−4.10
hypothetical protein: Rv1057−4.20

E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB6: Rv3862c−4.29
hypothetical protein: Rv2619c−4.73

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2620c−4.73
POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv2621c−4.73

protoporphyrinogen oxidase: Rv2677c−5.11
hypothetical protein: Rv3730c−6.51
hypothetical protein: Rv3088−7.69

log10(P) upstream meme1 2 log10(P.clust)=−2.97; 29 seqs; 21 uniq
c(0.5, 2.5)
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