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Cluster: 0428 mtu; resid: 0.47; r/c: 14/236
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Cluster: 0428 mtu; resid: 0.47; r/c: 14/236

x.range

upstream meme PSSM #1; e=9.5e−07

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=0.52

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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fadH

fdxC

rbfA

infB

Rv1593c

nadA

nadB

nadC

infC

rpmI
rplT

tsnR Rv2837c

dinF string
operons −200 −100 −1

translation initiation factor IF−3: RV1641−4.90

50S ribosomal protein L35: RV1642−4.90

50S ribosomal protein L20: RV1643−4.90

Possible 23S rRNA methyltransferase tsnR: RV1644−4.90

hypothetical protein: RV2837C−5.61

ribosome−binding factor A: RV2838C−5.61

translation initiation factor IF−2: RV2839C−5.61

POSSIBLE DNA−DAMAGE−INDUCIBLE PROTEIN F DINF: RV2836C−5.61

hypothetical protein: RV1593C−10.99

quinolinate synthetase: RV1594−14.73

L−aspartate oxidase: RV1595−14.73

nicotinate−nucleotide pyrophosphorylase: RV1596−14.73

PROBABLE FERREDOXIN FDXC: RV1177−15.74

ienoyl coenzyme A reductase) (4−enoyl−CoA reductase): RV1175C−15.74

log10(P) upstream meme1 2 log10(P.clust)=−9.19; 14 seqs; 6 uniq
c(0.5, 2.5)
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