
10 20 30 40 50 60 70

−
4

−
3

−
2

−
1

0
1

2

Cluster: 0056 mtu; resid: 0.33; r/c: 22/36

x.range

upstream meme PSSM #1; e=7.2

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=3.6e+04

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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rplR

rplF

rpsH
rpsG

rplB
rplW

Rv0637
Rv0636 secY

Rv2953METHYLASE

Rv0546c
pitA

Rv3722c def

serA1

Rv3524

Rv2067c

Rv0567 ORF04157

Rv3737

Rv1241

string
operons −200 −100 −1

ORF04157NA
PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3737−1.17

30S ribosomal protein S7: Rv0683−2.00
PROBABLE METHYLTRANSFERASE/METHYLASE: Rv0567−2.11

hypothetical protein: Rv1241−2.12
50S ribosomal protein L23: Rv0703−2.33

50S ribosomal protein L2: Rv0704−2.33
hypothetical protein: Rv2067c−2.82
hypothetical protein: Rv3722c−2.84

PHOSPHATE TRANSPORTER INTEGRAL MEMBRANE PROTEIN PITA: Rv0545c−2.90
peptide deformylase: Rv0429c−4.01

30S ribosomal protein S8: Rv0718−4.06
50S ribosomal protein L18: Rv0720−4.06

50S ribosomal protein L6: Rv0719−4.06
POSSIBLE METHYLTRANSFERASE (METHYLASE): Rv2952−4.40

hypothetical protein: Rv2953−5.35
PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3524−5.47

ABLE D−3−PHOSPHOGLYCERATE DEHYDROGENASE SERA1 (PGDH): Rv2996c−5.91
preprotein translocase subunit SecY: Rv0732−6.62

hypothetical protein: Rv0546c−7.00
hypothetical protein: Rv0636−8.32
hypothetical protein: Rv0637−8.32

log10(P) upstream meme1 2 log10(P.clust)=−4.20; 22 seqs; 18 uniq
c(0.5, 2.5)
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