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Cluster: 0367 mtu; resid: 0.59; r/c: 16/244

x.range

upstream meme PSSM #1; e=1.9e−12

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.00026

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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dnaN

recF

nusA

Rv3782

Rv2274c

Rv2275

rpfE

Rv2451

Rv2842cRv2840c

Rv2843Rv2844

Rv3434cRv3435c

glyA

lpqI

string
operons −200 −100 −1

PROBABLE CONSERVED LIPOPROTEIN LPQI: RV0237−3.79

DNA polymerase III subunit beta: RV0002−3.83

recombination protein F: RV0003−3.83

serine hydroxymethyltransferase: RV1093−3.97

POSSIBLE L−RHAMNOSYLTRANSFERASE: RV3782−4.39

PROBABLE RESUSCITATION−PROMOTING FACTOR RPFE: RV2450C−5.72

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3434C−5.78

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3435C−5.78

HYPOTHETICAL PROLINE AND SERINE RICH PROTEIN: RV2451−5.91

hypothetical protein: RV2840C−12.18

transcription elongation factor NusA: RV2841C−12.18

hypothetical protein: RV2842C−12.18

PROBABLE CONSERVED TRANSMEMBRANE ALANINE RICH PROTEIN: RV2843−12.18

CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV2844−12.18

hypothetical protein: RV2274C−12.88

hypothetical protein: RV2275−12.88

log10(P) upstream meme1 2 log10(P.clust)=−8.11; 16 seqs; 11 uniq
c(0.5, 2.5)
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