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Cluster: 0030 mtu; resid: 0.36; r/c: 22/37
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gltB

ribG
obgE

Rv0163

Rv0366c
Rv0281

cysT
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Rv3878Rv1587c

ORF03287

ORF06004

echA6

Rv3360

Rv3732

Rv0076c

Rv3645

Rv3896c

string
operons −200 −100 −1

ORF03287NA
ORF06004NA

hypothetical protein: Rv3732−0.01
phosphoribosylamino) uracil reductase (HTP reductase): Rv1409−0.11

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv3645−0.19
hypothetical protein: Rv0281−0.54

histidinol dehydrogenase: Rv1599−0.71
histidinol−phosphate aminotransferase: Rv1600−0.71

hypothetical protein: Rv0163−0.72
hypothetical protein: Rv0366c−1.15

enoyl−CoA hydratase: Rv0905−1.23
CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: Rv3878−1.23

hypothetical protein: Rv3360−1.38
GTPase ObgE: Rv2440c−1.45

E SYNTHASE) (GLUTAMATE SYNTHASE (NADH))(NADPH−GOGAT): Rv3859c−1.45
hypothetical protein: Rv3896c−1.45

30S ribosomal protein S14: Rv2056c−1.64
50S ribosomal protein L28: Rv2058c−1.64

SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER CYSW: Rv2398c−1.71
SPORT INTEGRAL MEMBRANE PROTEIN ABC TRANSPORTER CYST: Rv2399c−1.71

Partial REP13E12 repeat protein: Rv1587c−2.56
PROBABLE MEMBRANE PROTEIN: Rv0076c−3.32

log10(P) upstream meme1 2 log10(P.clust)=−1.25; 22 seqs; 18 uniq
c(0.5, 2.5)
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