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Cluster: 0129 mtu; resid: 0.53; r/c: 9/252
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Cluster: 0129 mtu; resid: 0.53; r/c: 9/252

x.range

upstream meme PSSM #1; e=4.4e−06

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=2.4

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

●
●

●
●

●

●

●

●

●

sigE
Rv2009

ileS dut

fprA

Rv2698

prfB

ethA

ethR

string −200 −100 −1

hypothetical protein: RV2009−0.01

isoleucyl−tRNA synthetase: RV1536−4.09

RNA polymerase sigma factor SigE: RV1221−4.27

PROBABLE CONSERVED ALANINE RICH TRANSMEMBRANE PROTEIN: RV2698−4.99

deoxyuridine 5'−triphosphate nucleotidohydrolase: RV2697C−5.47

OXIN OXIDOREDUCTASE FPRA (NADPH−FERREDOXIN REDUCTASE): RV3106−12.36

peptide chain release factor 2: RV3105C−12.36

MONOOXYGENASE ETHA: RV3854C−15.56

IONAL REGULATORY REPRESSOR PROTEIN (TETR−FAMILY) ETHR: RV3855−15.56

log10(P) upstream meme1 2 log10(P.clust)=−8.30; 9 seqs; 9 uniq
c(0.5, 2.5)
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