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Cluster: 0009 mtu; resid: 0.64; r/c: 10/226
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Cluster: 0009 mtu; resid: 0.64; r/c: 10/226

x.range

upstream meme PSSM #1; e=6.3e+03

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.1e+04

1 3 5 7 9 11 131 3 5 7 9 11 13
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fadE3

Rv3552

Rv0236c

fadD9

Rv1289

nadE

mrr

Rv2885c

Rv3243c

nat
string −200 −100 −1

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): RV2590−0.43

PROBABLE ACYL−CoA DEHYDROGENASE FADE3: RV0215C−0.96

PROBABLE RESTRICTION SYSTEM PROTEIN MRR: RV2528C−1.41

PROBABLE TRANSPOSASE: RV2885C−1.49

hypothetical protein: RV3243C−1.76

NAD synthetase: RV2438C−2.51

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0236C−4.07

POSSIBLE COA−TRANSFERASE (BETA SUBUNIT): RV3552−4.78

hypothetical protein: RV1289−5.02

LAMINE N−ACETYLTRANSFERASE NAT (ARYLAMINE ACETYLASE): RV3566C−5.87

log10(P) upstream meme1 2 log10(P.clust)=−2.83; 10 seqs; 10 uniq
c(0.5, 2.5)
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