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x.range

upstream meme PSSM #1; e=1.8e−06
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upstream meme PSSM #2; e=2.9e−05
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PE33
string
operons −200 −100 −1

POSSIBLE LIPOPROTEIN: RV1946C−0.22
hypothetical protein: RV2545−0.32

PPE FAMILY PROTEIN: RV1135C−0.47
PPE FAMILY PROTEIN: RV3533C−0.49

hypothetical protein: RV1056−0.49
PROBABLE CONSERVED MEMBRANE PROTEIN: RV0347−0.66

hypothetical protein: RV2016−1.31
POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV2017−1.31

PPE FAMILY PROTEIN: RV3350C−1.93
PE FAMILY PROTEIN: RV3650−4.19

hypothetical protein: RV2807−4.24
hypothetical protein: RV1669−5.34

PPE FAMILY PROTEIN: RV3539−6.01
ANSCRIPTIONAL REPRESSOR (PROBABLY TETR−FAMILY) MCE3R: RV1963C−6.97

hypothetical protein: RV2086−7.66
PPE FAMILY PROTEIN: RV1548C−13.43

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV1549−13.43
(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV1550−13.43

glycerol−3−phosphate acyltransferase: RV1551−13.43
PUTATIVE METHYLTRANSFERASE: RV1403C−16.97

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1404−16.97
log10(P) upstream meme1 2 log10(P.clust)=−6.16; 21 seqs; 18 uniq

c(0.5, 2.5)

13
 O

ct
 2

5 
14

:2
5:

18
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.9

.8
 m

tu


