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x.range

upstream meme PSSM #1; e=3.6e+03

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra
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upstream meme PSSM #2; e=3.5e+03

1 3 5 7 91 3 5 7 9
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string
operons −200 −100 −1

hypothetical protein: RV2402−0.09
hypothetical protein: RV2735C−1.16

recombination regulator RecX: RV2736C−1.16
TI−SIGMA FACTOR ANTAGONIST) (REGULATOR OF SIGMA F B): RV3687C−1.30

PROBABLE INTEGRAL MEMBRANE PROTEIN: RV1678−1.49
POSSIBLE ACYL−CoA DEHYDROGENASE FADE16: RV1679−1.49

POSSIBLE TRANSPOSASE (FRAGMENT): RV0829−1.53
phenylalanyl−tRNA synthetase subunit alpha: RV1649−1.74
phenylalanyl−tRNA synthetase subunit beta: RV1650−1.74

(GAMMA−GLUTAMYLTRANSFERASE) (GLUTAMYL TRANSPEPTIDASE): RV2394−2.75
PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2395−3.59

hypothetical protein: RV1118C−3.66
PROBABLE CYTOCHROME P450 137 CYP137: RV3685C−4.61

PROBABLE IRON−SULFUR−BINDING REDUCTASE: RV0338C−5.17
dihydroorotase: RV1381−5.47

PROBABLE EXPORT OR MEMBRANE PROTEIN: RV1382−5.47
carbamoyl phosphate synthase small subunit: RV1383−5.47
carbamoyl phosphate synthase large subunit: RV1384−5.47

orotidine 5'−phosphate decarboxylase: RV1385−5.47
log10(P) upstream meme1 2 log10(P.clust)=−3.10; 19 seqs; 12 uniq

c(0.5, 2.5)
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