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Cluster: 0040 mtu; resid: 0.56; r/c: 18/39

x.range

upstream meme PSSM #1; e=780

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=6.5e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9
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Rv3205c

Rv0996

Rv2729c

ORF00796

ORF00917

ORF01217

ORF06096

ORF07004

ORF08429

ORFD0398
oxcA

PE_PGRS7

PPE12

mez

plcA

Rv3755c

ORF01824

fadD15

string −200 −100 −1
ORF00796NA

ORF00917NA

ORF01217NA

ORF06096NA

ORF07004NA

ORF08429NA

ORFD0398NA

ORF01824NA

hypothetical protein: Rv3755c−1.30

PPE FAMILY PROTEIN: Rv0755c−1.39

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv0996−1.43

hypothetical protein: Rv3205c−1.65

ECARBOXYLATING)) (PYRUVIC−MALIC CARBOXYLASE) (NAD−ME): Rv2332−1.66

(FATTY−ACID−CoA SYNTHETASE) (FATTY−ACID−CoA SYNTHASE): Rv2187−2.21

PE−PGRS FAMILY PROTEIN: Rv0578c−2.54

RAL MEMBRANE ALANINE VALINE AND LEUCINE RICH PROTEIN: Rv2729c−7.00

NE−ASSOCIATED PHOSPHOLIPASE C 1 PLCA (MTP40 ANTIGEN): Rv2351c−7.85

putative oxalyl−CoA decarboxylase: Rv0118c−9.32

log10(P) upstream meme1 2 log10(P.clust)=−3.64; 18 seqs; 11 uniq
c(0.5, 2.5)
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