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Cluster: 0460 mtu; resid: 0.59; r/c: 17/245
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Cluster: 0460 mtu; resid: 0.59; r/c: 17/245

x.range

upstream meme PSSM #1; e=55

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=160

1 3 5 7 91 3 5 7 9
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PROBABLE INTEGRAL MEMBRANE PROTEIN: RV0615−2.62

lipoprotein signal peptidase: RV1539−2.66

 HYPOTHETICAL PROTEIN MEMBER OF yabO/yceC/yfiI FAMILY: RV1540−2.66

chorismate synthase: RV2540C−3.08

PROBABLE CONSERVED MEMBRANE PROTEIN: RV2553C−5.04

alanyl−tRNA synthetase: RV2555C−5.04

histidinol dehydrogenase: RV1599−5.39

histidinol−phosphate aminotransferase: RV1600−5.39

imidazoleglycerol−phosphate dehydratase: RV1601−5.39

imidazole glycerol phosphate synthase subunit HisH: RV1602−5.39

inositol−5−monophosphate dehydrogenase: RV3411C−5.66

para−aminobenzoate synthase component I: RV1005C−6.03

O−sialoglycoprotein endopeptidase: RV3419C−6.50

TING ENZYME FOR N−TERMINAL OF RIBOSOMAL PROTEIN S18): RV3420C−6.50

hypothetical protein: RV3421C−6.50

hypothetical protein: RV3422C−6.50

alanine racemase: RV3423C−6.50

log10(P) upstream meme1 2 log10(P.clust)=−5.11; 17 seqs; 8 uniq
c(0.5, 2.5)
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