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Cluster: 0024 mtu; resid: 0.30; r/c: 14/38

x.range

upstream meme PSSM #1; e=7.1e+03

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

x.range
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upstream meme PSSM #2; e=2.1e+04

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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dnaZX

nadD

rplU

rpmA
rpmH

Rv2585cRv0227c

Rv3438

papA2

Rv0203

mmaA3
ftsX

Rv3791ORF03103 string
operons −200 −100 −1

ORF03103NA

short chain dehydrogenase: Rv3791−0.26

D SYNTHASE 3) (MMA3) (HYDROXY MYCOLIC ACID SYNTHASE): Rv0643c−0.28

nicotinic acid mononucleotide adenyltransferase: Rv2421c−0.46

DNA polymerase III subunits gamma and tau: Rv3721c−1.76

hypothetical protein: Rv3438−1.88

POSSIBLE EXPORTED PROTEIN: Rv0203−2.04

50S ribosomal protein L34: Rv3924c−2.59

POSSIBLE CONSERVED LIPOPROTEIN: Rv2585c−2.84

TRANSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER): Rv3101c−3.08

NSERVED POLYKETIDE SYNTHASE ASSOCIATED PROTEIN PAPA2: Rv3820c−3.92

50S ribosomal protein L27: Rv2441c−4.75

50S ribosomal protein L21: Rv2442c−4.75

PROBABLE CONSERVED MEMBRANE PROTEIN: Rv0227c−5.59

log10(P) upstream meme1 2 log10(P.clust)=−2.63; 14 seqs; 13 uniq
c(0.5, 2.5)
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