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Cluster: 0091 mtu; resid: 0.46; r/c: 41/38

x.range

upstream meme PSSM #1; e=180

1 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 111 3 5 7 9 11 131 3 5 7 9 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.1e+03

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
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alr

Rv2465c

hemE

hemY

Rv3839

Rv2694c

Rv2134c

Rv0885

Rv2674
murC

Rv1100mbtI

mbtD

Rv1540

PPE31

Rv3230c
leuD

Rv3338

whiB4
fadD3

menAbphD

cysK2

mce3BRv2507

cobO

Rv2625c

mbtC

ORF05164

ORFD0228

Rv1773c

PROBABLY ARSR−FAMILY

ORF01217

ORFD0179

Rv0669c

Rv2016

Rv2369c

Rv2745c

Rv0749

Rv2619c

Rv3085

string
operons −200 −100 −1

ORF05164NA
ORFD0228NA

PPE FAMILY PROTEIN: Rv1807NA
ORF01217NA
ORFD0179NA

uroporphyrinogen decarboxylase: Rv2678c−0.04
protoporphyrinogen oxidase: Rv2677c−0.04

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): Rv2358−0.08
hypothetical protein: Rv2134c−0.10

UDP−N−acetylmuramate−−L−alanine ligase: Rv2152c−0.10
hypothetical protein: Rv0749−0.21
hypothetical protein: Rv1100−0.23

acyl−CoA synthetase: Rv3561−0.27
 HYPOTHETICAL PROTEIN MEMBER OF yabO/yceC/yfiI FAMILY: Rv1540−0.27

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv2745c−0.31
ERVED TRANSMEMBRANE ALANINE AND LEUCINE RICH PROTEIN: Rv2625c−0.32

DROXY−6−OXO−6−PHENYLHEXA−2,4−DIENOATE HYDROLASE BPHD: Rv3569c−0.33
POSSIBLE HYDROLASE: Rv0669c−0.38

cob(I)yrinic acid a,c−diamide adenosyltransferase: Rv2849c−0.40
hypothetical protein: Rv2674−0.44

hypothetical protein: Rv2369c−0.47
hypothetical protein: Rv3338−0.53

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1773c−0.63
alanine racemase: Rv3423c−0.70

hypothetical protein: Rv2694c−0.84
isopropylmalate isomerase small subunit: Rv2987c−1.41

E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB4: Rv3681c−1.56
HYPOTHETICAL OXIDOREDUCTASE: Rv3230c−2.06

hypothetical protein: Rv2016−3.79
ribose−5−phosphate isomerase B: Rv2465c−3.80

POSSIBLE CONSERVED PROLINE RICH MEMBRANE PROTEIN: Rv2507−3.84
PROBABLE SHORT−CHAIN TYPE DEHYDROGENASE/REDUCTASE: Rv3085−3.93

salicylate synthase MbtI: Rv2386c−4.08
MCE−FAMILY PROTEIN MCE3B: Rv1967−4.17

1,4−dihydroxy−2−naphthoate octaprenyltransferase: Rv0534c−4.20
hypothetical protein: Rv0885−4.66

SULFHYDRYLASE) (O−ACETYLSERINE (THIOL)−LYASE) (CSASE): Rv0848−4.75
POLYKETIDE SYNTHETASE MBTD (POLYKETIDE SYNTHASE): Rv2381c−5.24
POLYKETIDE SYNTHETASE MBTC (POLYKETIDE SYNTHASE): Rv2382c−5.24

hypothetical protein: Rv2619c−8.70
hypothetical protein: Rv3839−8.76

log10(P) upstream meme1 2 log10(P.clust)=−2.14; 41 seqs; 35 uniq
c(0.5, 2.5)
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