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Cluster: 0026 mtu; resid: 0.46; r/c: 29/36

x.range

upstream meme PSSM #1; e=5.2e+03

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.8e+04

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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secY
rplFrpsN

rpsI

Rv3354Rv2203

Rv3847

Rv3311

rpsA

PE26

Rv1363c
sodA

Rv3547

Rv3780

Rv2949c

def

cfp21

mycP1

Rv2929

tesA

ORF01125

Rv2563

METHYLASE

Rv0203

Rv1096

Rv3706c

ORF03108mmaA3
Rv2271

string
operons −200 −100 −1

ORF01125NA
ORF03108NA

peptide deformylase: Rv0429c−0.13
hypothetical protein: Rv3354−0.16
hypothetical protein: Rv3311−0.19

PROBABLE THIOESTERASE TESA: Rv2928−0.21
30S ribosomal protein S1: Rv1630−0.22

POSSIBLE CONSERVED MEMBRANE PROTEIN: Rv2203−0.25
POSSIBLE MEMBRANE PROTEIN: Rv1363c−0.30

POSSIBLE EXPORTED PROTEIN: Rv0203−0.35
D SYNTHASE 3) (MMA3) (HYDROXY MYCOLIC ACID SYNTHASE): Rv0643c−0.55

hypothetical protein: Rv3780−0.63
PE FAMILY PROTEIN: Rv2519−0.74
hypothetical protein: Rv2949c−1.11
hypothetical protein: Rv2929−1.12

30S ribosomal protein S14: Rv0717−1.34
50S ribosomal protein L6: Rv0719−1.34

hypothetical protein: Rv3847−2.49
BTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−1): Rv3883c−2.54

preprotein translocase subunit SecY: Rv0732−2.56
30S ribosomal protein S9: Rv3442c−2.69

CONSERVED HYPOTHETICAL PROLINE RICH PROTEIN: Rv3706c−3.01
POSSIBLE GLYCOSYL HYDROLASE: Rv1096−3.22

AMINE−TRANSPORT TRANSMEMBRANE PROTEIN ABC TRANSPORTER: Rv2563−3.56
hypothetical protein: Rv2271−3.57

PROBABLE CUTINASE PRECURSOR CFP21: Rv1984c−4.34
POSSIBLE METHYLTRANSFERASE (METHYLASE): Rv2959c−5.44

hypothetical protein: Rv3547−5.47
SUPEROXIDE DISMUTASE [FE] SODA: Rv3846−7.31

log10(P) upstream meme1 2 log10(P.clust)=−2.03; 29 seqs; 27 uniq
c(0.5, 2.5)
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