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Cluster: 0057 mtu; resid: 0.41; r/c: 25/36

x.range

upstream meme PSSM #1; e=810

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.
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e

upstream meme PSSM #2; e=8.9e+03

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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Rv0465cRv0464c
cobS

cobT

Rv2454c

mobA

PROBABLY ARSR−FAMILY

Rv1957
Rv1956

Rv1955

ORF07003

mycP5

Rv2595

Rv2606c

leuD

otsA

Rv0485

Rv1103c

Rv1959cRv2254c

Rv2707

Rv2887
Rv3485cwhiB6

Rv1585c

string
operons −200 −100 −1

ORF07003NA
SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): Rv2642−0.20

hypothetical protein: Rv1103c−0.53
short chain dehydrogenase: Rv3485c−0.56

hypothetical protein: Rv1957−0.70
hypothetical protein: Rv1955−0.70

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv1956−0.70
E TRANSCRIPTIONAL REGULATORY PROTEIN WHIB−LIKE WHIB6: Rv3862c−0.70

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv0485−0.86
hypothetical protein: Rv2595−0.87

pyridoxine biosynthesis protein: Rv2606c−0.90
UBTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−5): Rv1796−0.93

dopterin−guanine dinucleotide biosynthesis protein A: Rv2453c−1.21
−oxoglutarate ferredoxin oxidoreductase subunit beta: Rv2454c−1.21

hypothetical protein: Rv0464c−1.40
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv0465c−1.40

tide−−dimethylbenzimidazole phosphoribosyltransferase: Rv2207−1.50
cobalamin synthase: Rv2208−1.50

hypothetical protein: Rv1959c−1.56
Possible phage phiRv1 protein: Rv1585c−1.83

SERVED TRANSMEMBRANE ALANINE AND LEUCINE RICH PROTEIN: Rv2707−2.28
isopropylmalate isomerase small subunit: Rv2987c−2.51

Probable integral membrane protein: Rv2254c−6.47
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: Rv2887−6.60

SYLASE) (TREHALOSEPHOSPHATE−UDP GLUCOSYL TRANSFERASE): Rv3490−6.64
log10(P) upstream meme1 2 log10(P.clust)=−1.82; 25 seqs; 20 uniq

c(0.5, 2.5)
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