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x.range

upstream meme PSSM #1; e=26

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17

x.range
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upstream meme PSSM #2; e=340

1 3 5 7 9 111 3 5 7 9
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echA2
fadE12

fadE13
accA2

Rv0990c

Rv0991c

Rv2652c

Rv2660c
Rv2661c

Rv2663

Rv2664

clpC2

PE10

RV1150
Rv2059

PE22
Rv2777c

Rv3399

Rv3639c

string
operons −200 −100 −1

PE FAMILY PROTEIN: RV1089NA
RV1150NA

enoyl−CoA hydratase: RV0456C−0.40
IBLE ATP−DEPENDENT PROTEASE ATP−BINDING SUBUNIT CLPC2: RV2667−0.81

hypothetical protein: RV2664−0.95
PE FAMILY PROTEIN: RV2107−1.05
hypothetical protein: RV0990C−1.46
hypothetical protein: RV2777C−1.66

hypothetical protein: RV3399−1.78
hypothetical protein: RV2059−1.98

PROBABLE phiRv2 PROPHAGE PROTEIN: RV2652C−2.94
hypothetical protein: RV3639C−3.48

CONSERVED HYPOTHETICAL SERINE RICH PROTEIN: RV0991C−6.33
PROBABLE ACYL−CoA DEHYDROGENASE FADE12: RV0972C−7.26

CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): RV0973C−7.26
PROBABLE ACYL−CoA DEHYDROGENASE FADE13: RV0975C−7.26

hypothetical protein: RV2660C−8.00
hypothetical protein: RV2661C−8.00

hypothetical protein: RV2663−8.00
log10(P) upstream meme1 2 log10(P.clust)=−4.04; 19 seqs; 15 uniq

c(0.5, 2.5)
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