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Cluster: 0210 mtu; resid: 0.48; r/c: 15/238
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Cluster: 0210 mtu; resid: 0.48; r/c: 15/238

x.range

upstream meme PSSM #1; e=0.022

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=29

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

Rv0218
Rv0219

lipC

Rv0221

echA1

lipH

lipI

Rv0021c

Rv0037c

dcdRv0625c

grcC2

Rv0265c

menB

string
operons −200 −100 −1

PROBABLE PERIPLASMIC IRON−TRANSPORT LIPOPROTEIN: RV0265C−3.15

PROBABLE LIPASE LIPH: RV1399C−3.35

PROBABLE LIPASE LIPH: RV1400C−3.35

hypothetical protein: RV0021C−3.42

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV0037C−4.08

deoxycytidine triphosphate deaminase: RV0321−5.06

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0625C−6.77

SYNTHASE GRCC2 (POLYPRENYL PYROPHOSPHATE SYNTHETASE): RV0989C−9.25

naphthoate synthase: RV0548C−9.42

POSSIBLE ESTERASE LIPW: RV0217C−17.88

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0218−17.88

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0219−17.88

PROBABLE ESTERASE LIPC: RV0220−17.88

hypothetical protein: RV0221−17.88

enoyl−CoA hydratase: RV0222−17.88

log10(P) upstream meme1 2 log10(P.clust)=−10.34; 15 seqs; 10 uniq
c(0.5, 2.5)
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