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Cluster: 0113 mtu; resid: 0.32; r/c: 18/37
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upstream meme PSSM #1; e=2.9e+04
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secD
secF

Rv3720

Rv3719

sdhA

kgd

Rv3877

Rv3870

Rv3910
Rv1083

guaB1

Rv2260

moaD2

thiC

Rv2507

fecB

sseA

Rv3888c

string
operons −200 −100 −1

hypothetical protein: Rv2260−0.00

alpha−ketoglutarate decarboxylase: Rv1248c−0.02

CYANIDE TRANSSULFURASE) (THIOSULFATE THIOTRANSFERASE): Rv3283−0.07

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3870−0.20

hypothetical protein: Rv3719−0.39

POSSIBLE FATTY ACID SYNTHASE: Rv3720−0.39

thiamine biosynthesis protein ThiC: Rv0423c−0.80

) (MOLYBDOPTERIN [MPT] CONVERTING FACTOR, SUBUNIT 1): Rv0868c−0.92

hypothetical protein: Rv1083−0.96

 FEIII−DICITRATE−BINDING PERIPLASMIC LIPOPROTEIN FECB: Rv3044−1.06

succinate dehydrogenase flavoprotein subunit: Rv3318−1.07

PROBABLE CONSERVED MEMBRANE PROTEIN: Rv3888c−1.63

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3910−1.63

POSSIBLE CONSERVED PROLINE RICH MEMBRANE PROTEIN: Rv2507−1.65

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3877−1.86

inositol−5−monophosphate dehydrogenase: Rv1843c−3.74

preprotein translocase subunit SecF: Rv2586c−3.74

preprotein translocase subunit SecD: Rv2587c−3.74

log10(P) upstream meme1 2 log10(P.clust)=−1.33; 18 seqs; 16 uniq
c(0.5, 2.5)
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