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x.range

upstream meme PSSM #1; e=140

1 3 5 7 9 111 3 5 7 9

x.range

y.
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upstream meme PSSM #2; e=3.6e+04

1 3 5 7 9 11 131 3 5 7 9 11 13
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hypothetical protein: RV1841C−0.04

hypothetical protein: RV1842C−0.04

hypothetical protein: RV0381C−0.45

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3693−1.23

isocitrate dehydrogenase: RV3339C−1.32

hypothetical protein: RV0181C−2.02

PPE FAMILY PROTEIN: RV1917C−2.10

POSSIBLE TRANSPOSASE (FRAGMENT): RV3431C−2.39

PENDENT HELICASE LHR (LARGE HELICASE−RELATED PROTEIN): RV3296−2.43

PROBABLE ENDONUCLEASE VIII NEI: RV3297−2.43

POSSIBLE TRANSPOSASE (FRAGMENT): RV0829−2.98

POSSIBLE TRANSPOSASE: RV3827C−3.14

PROBABLE DEHYDROGENASE: RV3829C−3.14

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV3830C−3.14

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3434C−5.28

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3435C−5.28

hypothetical protein: RV3433C−5.28

PPE FAMILY PROTEIN: RV3343C−6.49

log10(P) upstream meme1 2 log10(P.clust)=−2.73; 18 seqs; 12 uniq
c(0.5, 2.5)
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