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Cluster: 0149 mtu; resid: 0.42; r/c: 33/36

x.range

upstream meme PSSM #1; e=0.0015

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=89

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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moeY

sseC2

METHYLASE
Rv2621c

fadE5

Rv2825c

PROBABLY TETR−FAMILY
Rv0135c

icl
pckA

furA

Rv0898c
Rv1939

Rv1222

Rv3749ccadI

Rv1760

Rv1265

PROBABLY ARSR−FAMILY

purQ

rubA

cysA2
ctpC

Rv3269

Rv0140

Rv0581

Rv0870cRv0920c

pks3

Rv2961

Rv3548c
Rv3742c

PROBABLY GNTR−FAMILY

string
operons −200 −100 −1

hypothetical protein: Rv3749c−0.01
hypothetical protein: Rv0870c−0.03

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): Rv2642−0.03
hypothetical protein: Rv1222−0.07

short chain dehydrogenase: Rv3548c−0.09
hypothetical protein: Rv1760−0.14

PROBABLE TRANSPOSASE: Rv2961−0.15
phosphoribosylformylglycinamidine synthase subunit I: Rv0788−0.18

hypothetical protein: Rv0581−0.19
POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv0135c−0.19

YANIDE TRANSSULFURASE) (THIOSULFATE THIOTRANSFERASE): Rv0815c−0.30
CONSERVED HYPOTHETICAL PROTEIN SSEC2: Rv0814c−0.30

hypothetical protein: Rv1265−0.31
PROBABLE TRANSPOSASE: Rv0920c−0.46

hypothetical protein: Rv0898c−0.47
hypothetical protein: Rv1355c−0.47
hypothetical protein: Rv0140−0.50

FERRIC UPTAKE REGULATION PROTEIN FURA (FUR): Rv1909c−0.55
isocitrate lyase: Rv0467−0.61

phosphoenolpyruvate carboxykinase: Rv0211−0.62
hypothetical protein: Rv2825c−0.73

PROBABLE POLYKETIDE BETA−KETOACYL SYNTHASE PKS3: Rv1180−1.16
CRIPTIONAL REGULATORY PROTEIN (PROBABLY GNTR−FAMILY): Rv0792c−3.12

CADMIUM INDUCIBLE PROTEIN CADI: Rv2641−3.63
CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): Rv3249c−5.01

PROBABLE RUBREDOXIN RUBA: Rv3251c−5.01
POSSIBLE OXIDOREDUCTASE: Rv3742c−6.46

PROBABLE ACYL−CoA DEHYDROGENASE FADE5: Rv0244c−8.41
hypothetical protein: Rv3269−8.80

OBABLE METAL CATION−TRANSPORTING P−TYPE ATPASE C CTPC: Rv3270−8.80
PROBABLE OXIDOREDUCTASE: Rv1939−8.84

POSSIBLE METHYLTRANSFERASE (METHYLASE): Rv2622−14.73
POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv2621c−14.73

log10(P) upstream meme1 2 log10(P.clust)=−2.88; 33 seqs; 30 uniq
c(0.5, 2.5)
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