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x.range

upstream meme PSSM #1; e=3.1

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=110

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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Rv1708
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Rv1710
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cmk
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aroA

Rv3228

Rv2604c

Rv2859c

Rv3226c

Rv2857caldC

glnA4

Rv2426c

fprA
string
operons −200 −100 −1

short chain dehydrogenase: RV2857C−2.93

PROBABLE ALDEHYDE DEHYDROGENASE ALDC: RV2858C−2.93

POSSIBLE AMIDOTRANSFERASE: RV2859C−2.93

TAMINE SYNTHETASE GLNA4 (GLUTAMINE SYNTHASE) (GS−II): RV2860C−2.93

hypothetical protein: RV2426C−4.40

hypothetical protein: RV2604C−4.60

OXIN OXIDOREDUCTASE FPRA (NADPH−FERREDOXIN REDUCTASE): RV3106−4.78

acyl−CoA synthetase: RV1683−6.30

PUTATIVE INITIATION INHIBITOR PROTEIN: RV1708−6.60

hypothetical protein: RV1709−6.60

hypothetical protein: RV1710−6.60

hypothetical protein: RV1711−6.60

cytidylate kinase: RV1712−6.60

GTP−binding protein EngA: RV1713−6.60

PROBABLE LIPOPROTEIN LPRE: RV1252C−7.47

hypothetical protein: RV3226C−8.43

3−phosphoshikimate 1−carboxyvinyltransferase: RV3227−11.58

hypothetical protein: RV3228−11.58

log10(P) upstream meme1 2 log10(P.clust)=−6.14; 18 seqs; 9 uniq
c(0.5, 2.5)
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