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x.range

upstream meme PSSM #1; e=1.5e−06
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upstream meme PSSM #2; e=4.7e−05
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cysK2
Rv0849

Rv0850

ndh
Rv1855c

Rv1856c

modA
modB

modC

Rv2743c

Rv1994c

Rv1995

sigB
ideR

35kd_ag

Rv2745c

fabG

string
operons −200 −100 −1

OSSIBLE CONSERVED TRANSMEMBRANE ALANINE RICH PROTEIN: RV2743C−0.07

CONSERVED 35 KDA ALANINE RICH PROTEIN: RV2744C−0.07

RNA polymerase sigma factor SigB: RV2710−4.15

IRON−DEPENDENT REPRESSOR AND ACTIVATOR IDER: RV2711−4.15

SULFHYDRYLASE) (O−ACETYLSERINE (THIOL)−LYASE) (CSASE): RV0848−4.69

ROBABLE CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN: RV0849−4.69

PUTATIVE TRANSPOSASE (FRAGMENT): RV0850−4.69

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2745C−4.76

3−ketoacyl−(acyl−carrier−protein) reductase: RV3502C−6.91

PROBABLE NADH DEHYDROGENASE NDH: RV1854C−14.30

POSSIBLE OXIDOREDUCTASE: RV1855C−14.30

short chain dehydrogenase: RV1856C−14.30

PROBABLE MOLYBDATE−BINDING LIPOPROTEIN MODA: RV1857−14.30

NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER MODB: RV1858−14.30

UM−TRANSPORT ATP−BINDING PROTEIN ABC TRANSPORTER MODC: RV1859−14.30

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1994C−14.56

hypothetical protein: RV1995−14.56

log10(P) upstream meme1 2 log10(P.clust)=−8.77; 17 seqs; 9 uniq
c(0.5, 2.5)
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