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Cluster: 0240 mtu; resid: 0.52; r/c: 15/240
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Cluster: 0240 mtu; resid: 0.52; r/c: 15/240

x.range

upstream meme PSSM #1; e=0.00019

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

x.range

y.
ra
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e

upstream meme PSSM #2; e=5.8

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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Rv1179c

Rv2499c

pks3

pks4

fadD21

pks2

fadD23

Rv1184c

mmpL8

citE

fadE19

accA1
accD1

scoB
fadD35

string
operons −200 −100 −1

PROBABLE POLYKETIDE BETA−KETOACYL SYNTHASE PKS3: RV1180−3.12

PROBABLE POLYKETIDE BETA−KETOACYL SYNTHASE PKS4: RV1181−3.12

POSSIBLE EXPORTED PROTEIN: RV1184C−3.26

hypothetical protein: RV1179C−3.69

acyl−CoA synthetase: RV1185C−4.08

 CONSERVED INTEGRAL MEMBRANE TRANSPORT PROTEIN MMPL8: RV3823C−5.27

ASE) (CITRITASE) (CITRIDESMOLASE) (CITRASE ALDOLASE): RV2498C−9.59

POSSIBLE OXIDASE REGULATORY−RELATED PROTEIN: RV2499C−9.59

POSSIBLE ACYL−CoA DEHYDROGENASE FADE19 (MMGC): RV2500C−9.59

CARBOXYLASE + BIOTIN CARBOXYL CARRIER PROTEIN (BCCP): RV2501C−9.59

ETYL−/PROPIONYL−CoA CARBOXYLASE (BETA SUBUNIT) ACCD1: RV2502C−9.59

E) (OXCT B) (SUCCINYL CoA:3−OXOACID CoA−TRANSFERASE): RV2503C−9.59

acyl−CoA synthetase: RV2505C−9.59

PROBABLE POLYKETIDE SYNTHASE PKS2: RV3825C−14.62

acyl−CoA synthetase: RV3826−14.62

log10(P) upstream meme1 2 log10(P.clust)=−7.93; 15 seqs; 8 uniq
c(0.5, 2.5)
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