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Cluster: 0002 mtu; resid: 0.32; r/c: 16/39

x.range

upstream meme PSSM #1; e=3.9e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9

x.range

y.
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upstream meme PSSM #2; e=9.6e+03

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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hisFhisC1

Rv3421c

gcp

glnH

pknG

Rv2235

ptpA

guaB2

mog
aglA string

operons −200 −100 −1
histidinol dehydrogenase: Rv1599−0.01

histidinol−phosphate aminotransferase: Rv1600−0.01

imidazoleglycerol−phosphate dehydratase: Rv1601−0.01

imidazole glycerol phosphate synthase subunit HisH: Rv1602−0.01

o)methylideneamino] imidazole−4−carboxamide isomerase: Rv1603−0.01

imidazole glycerol phosphate synthase subunit HisF: Rv1605−0.01

phosphoribosyl−AMP cyclohydrolase: Rv1606−0.01

PROBABLE MOLYBDOPTERIN BIOSYNTHESIS MOG PROTEIN: Rv0865−0.01

AMYLASE) (LYSOSOMAL ALPHA−GLUCOSIDASE) (ACID MALTASE): Rv2471−0.49

TEIN−TYROSINE−PHOSPHATASE) (PTPase) (LMW PHOSPHATASE): Rv2234−1.66

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2235−1.66

O−sialoglycoprotein endopeptidase: Rv3419c−2.74

hypothetical protein: Rv3421c−2.74

inositol−5−monophosphate dehydrogenase: Rv3411c−2.82

NINE−PROTEIN KINASE PKNG (PROTEIN KINASE G) (STPK G): Rv0410c−5.14

PROBABLE GLUTAMINE−BINDING LIPOPROTEIN GLNH (GLNBP): Rv0411c−5.14

log10(P) upstream meme1 2 log10(P.clust)=−1.40; 16 seqs; 7 uniq
c(0.5, 2.5)
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