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Cluster: 0071 mtu; resid: 0.44; r/c: 35/37

x.range

upstream meme PSSM #1; e=150

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 61 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.4e+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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Rv1422

pbpA

qcrB

qcrA

pknB
echA9

echA8

ctaE pstS2
pknD

lsr2Rv3210c

TB39.8

Rv2097cRv0810c

manB

valS

Rv2074

gltA

lpd

Rv1474cRv0599cRv0598c

ORF01163ORFD0302

icd2

glgE

Rv2168c

lipM

Rv2480c

Rv3816c

Rv3898c

FRAGMENT

Rv1277

Rv3325 string
operons −200 −100 −1

ORF01163NA
ORFD0302NA

SASE FOR INSERTION SEQUENCE ELEMENT IS6110 (FRAGMENT): Rv0795NA
PROBABLE TRANSPOSASE: Rv3325NA

hypothetical protein: Rv1277−0.01
type II citrate synthase: Rv0896−0.07

hypothetical protein: Rv2097c−0.11
hypothetical protein: Rv3898c−0.17
hypothetical protein: Rv3210c−0.26

 (D−ALPHA−D−HEPTOSE−1−PHOSPHATE GUANYLYLTRANSFERASE): Rv3264c−0.26
valyl−tRNA synthetase: Rv2448c−0.28

hypothetical protein: Rv1422−0.43
hypothetical protein: Rv2074−0.46

PROBABLE CYTOCHROME C OXIDASE (SUBUNIT III) CTAE: Rv2193−0.47
Probable Rieske iron−sulfur protein QcrA: Rv2195−0.47

ol−cytochrome C reductase QcrB (cytochrome B subunit): Rv2196−0.47
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1474c−0.63

hypothetical protein: Rv0020c−0.64
hypothetical protein: Rv0598c−0.81
hypothetical protein: Rv0599c−0.81

 PHOSPHATE−BINDING LIPOPROTEIN PSTS2 (PBP−2) (PSTS2): Rv0932c−0.95
NE−PROTEIN KINASE D PKND (PROTEIN KINASE D) (STPK D): Rv0931c−0.95

dihydrolipoamide dehydrogenase: Rv0462−1.21
Probable esterase LipM: Rv2284−1.34

PROBABLE GLUCANASE GLGE: Rv1327c−1.42
POSSIBLE ACYLTRANSFERASE: Rv3816c−4.42

hypothetical protein: Rv0810c−4.47
PROBABLE IRON−REGULATED LSR2 PROTEIN PRECURSOR: Rv3597c−4.71
NE−PROTEIN KINASE B PKNB (PROTEIN KINASE B) (STPK B): Rv0014c−5.57

PROBABLE PENICILLIN−BINDING PROTEIN PBPA: Rv0016c−5.57
ATE DECARBOXYLASE) (IDH) (NADP+−SPECIFIC ICDH) (IDP): Rv0066c−5.66

enoyl−CoA hydratase: Rv1070c−7.96
enoyl−CoA hydratase: Rv1071c−7.96

POSSIBLE TRANSPOSASE: Rv2480c−11.29
PROBABLE TRANSPOSASE: Rv2168c−14.44

log10(P) upstream meme1 2 log10(P.clust)=−2.72; 35 seqs; 26 uniq
c(0.5, 2.5)
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