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x.range

upstream meme PSSM #1; e=0.00012

1 3 5 7 9 111 3 5 7 9

x.range

y.
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upstream meme PSSM #2; e=19

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

string
operons −200 −100 −1

] FRDB (FUMARATE DEHYDROGENASE) (FUMARIC HYDROGENASE): RV1553−0.87
PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0585C−1.04

POSSIBLE TRANSPOSASE: RV3428C−1.61
hypothetical protein: RV1913−1.84

POSSIBLE OXIDOREDUCTASE: RV2893−1.96
enoyl−CoA hydratase: RV1141C−2.39

hypothetical protein: RV1767−2.54
NSPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER USPB: RV2317−2.99

HYPOTHETICAL ALANINE RICH PROTEIN: RV2541−3.40
hypothetical protein: RV0325−3.41

acetyl−CoA synthetase: RV3667−3.78
hypothetical protein: RV0329C−4.01

POSSIBLE ALANINE RICH DEHYDROGENASE: RV2997−8.94
hypothetical protein: RV1357C−9.24

potassium−transporting ATPase subunit A: RV1029−9.67
potassium−transporting ATPase subunit B: RV1030−9.67

hain) (Potassium binding and translocating subunit C): RV1031−9.67
PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN KDPE: RV1027C−11.17

PROBABLE SENSOR PROTEIN KDPD: RV1028C−11.17
log10(P) upstream meme1 2 log10(P.clust)=−5.23; 19 seqs; 16 uniq

c(0.5, 2.5)
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