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Cluster: 0003 mtu; resid: 0.46; r/c: 29/37

x.range

upstream meme PSSM #1; e=18
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upstream meme PSSM #2; e=8.8e+03

1 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 151 3 5 7 9 11 13 15
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ssb

rpsF

gnd2

gyrBRv2733c

mycP3
Rv0290

rplY

FRAGMENTRv0605

Rv1836c

desA2

rplJ

rpmC

nuoK

gmdA

yjcE

menE

htpG

Rv1324

Rv2792c

FRAGMENT

Rv2791c ORF04275

fadA2

Rv0338c

Rv0688

Rv1344
PE_PGRS42

string
operons −200 −100 −1

ORF04275NA
 dehydratase gmdA (GDP−mannose 4,6 dehydratase) (GMD): Rv1511−0.30

NADH dehydrogenase subunit K: Rv3155−0.33
PROBABLE IRON−SULFUR−BINDING REDUCTASE: Rv0338c−0.44

PE−PGRS FAMILY PROTEIN: Rv2487c−0.79
50S ribosomal protein L10: Rv0651−0.81

hypothetical protein: Rv1836c−0.90
POSSIBLE THIOREDOXIN: Rv1324−1.09

O−succinylbenzoic acid−−CoA ligase: Rv0542c−1.12
le conserved integral membrane transport protein YjcE: Rv2287−1.18

PUTATIVE FERREDOXIN REDUCTASE: Rv0688−1.25
DNA gyrase subunit B: Rv0005−1.36
heat shock protein 90: Rv2299c−1.45

acetyl−CoA acetyltransferase: Rv0243−1.48
single−strand DNA−binding protein: Rv0054−1.54

ONSERVED HYPOTHETICAL ALANINE, ARGININE−RICH PROTEIN: Rv2733c−1.85
50S ribosomal protein L25/general stress protein Ctc: Rv1015c−1.90

6−phosphogluconate dehydrogenase−like protein: Rv1122−2.16
POSSIBLE TRANSPOSASE (FRAGMENT): Rv0829−2.27

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0290−2.56
UBTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−3): Rv0291−2.56

50S ribosomal protein L29: Rv0709−2.68
acyl carrier protein: Rv1344−2.73

SA2 (ACYL−[ACP] DESATURASE) (STEAROYL−ACP DESATURASE): Rv1094−3.77
30S ribosomal protein S6: Rv0053−6.04

POSSIBLE TRANSPOSASE (FRAGMENT): Rv0606−6.88
POSSIBLE RESOLVASE: Rv0605−6.88

POSSIBLE RESOLVASE: Rv2792c−7.72
PROBABLE TRANSPOSASE: Rv2791c−7.72

log10(P) upstream meme1 2 log10(P.clust)=−2.56; 29 seqs; 26 uniq
c(0.5, 2.5)
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