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Cluster: 0299 mtu; resid: 0.50; r/c: 13/242

−
10

−
5

0
5

10

Cluster: 0299 mtu; resid: 0.50; r/c: 13/242

x.range

upstream meme PSSM #1; e=3.5e−06

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=48

1 3 5 7 9 111 3 5 7 9
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echA4

Rv0674

echA5

trcS

trcR

PE8

sigI
lpqG

PPE65

PE32

ctpJ

Rv3744

string
operons −200 −100 −1

PE FAMILY PROTEIN: RV1040C−1.71

RNA polymerase sigma factor SigI: RV1189−2.39

PROBABLE ACYL−CoA DEHYDROGENASE FADE8: RV0672−5.42

enoyl−CoA hydratase: RV0673−5.42

hypothetical protein: RV0674−5.42

enoyl−CoA hydratase: RV0675−5.42

TWO COMPONENT SENSOR HISTIDINE KINASE TRCS: RV1032C−5.77

TWO COMPONENT TRANSCRIPTIONAL REGULATOR TRCR: RV1033C−5.77

PROBABLE CONSERVED LIPOPROTEIN LPQG: RV3623−9.90

PPE FAMILY PROTEIN: RV3621C−9.90

PE FAMILY PROTEIN: RV3622C−9.90

PROBABLE CATION TRANSPORTER P−TYPE ATPASE CTPJ: RV3743C−14.63

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): RV3744−14.63

log10(P) upstream meme1 2 log10(P.clust)=−7.41; 13 seqs; 8 uniq
c(0.5, 2.5)
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