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x.range

upstream meme PSSM #1; e=0.0049

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra
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e

upstream meme PSSM #2; e=8.9e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11
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Rv0011c

TB39.8 Rv0909

TB8.4

fadD1

PE25

Rv0192

PE_PGRS51

umaA

Rv0559c

sucCacn
dapB

Rv1749c

Rv0057

Rv1637c

string −200 −100 −1
hypothetical protein: RV0909−1.08

putative septation inhibitor protein: RV0011C−1.68

PE FAMILY PROTEIN: RV2431C−1.72

hypothetical protein: RV0057−1.76

hypothetical protein: RV0192−1.80

POSSIBLE INTEGRAL MEMBRANE PROTEIN: RV1749C−2.35

hypothetical protein: RV0020C−3.07

aconitate hydratase: RV1475C−3.13

hypothetical protein: RV1637C−4.45

succinyl−CoA synthetase subunit beta: RV0951−5.01

acyl−CoA synthetase: RV1750C−5.46

PE−PGRS FAMILY PROTEIN: RV3367−5.47

POSSIBLE CONSERVED SECRETED PROTEIN: RV0559C−5.73

POSSIBLE MYCOLIC ACID SYNTHASE UMAA: RV0469−6.26

LOW MOLECULAR WEIGHT T−CELL ANTIGEN TB8.4: RV1174C−6.53

dihydrodipicolinate reductase: RV2773C−7.01

log10(P) upstream meme1 2 log10(P.clust)=−3.91; 16 seqs; 16 uniq
c(0.5, 2.5)
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