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Cluster: 0023 mtu; resid: 0.49; r/c: 9/222

x.range

upstream meme PSSM #1; e=200

1 3 5 7 9 11 13 151 3 5 7 9 11 13 15

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=300

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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string
operons −200 −100 −1

hypothetical protein: RV1288−0.31

sulfate adenylyltransferase subunit 2: RV1285−4.56

ltransferase subunit 1/adenylylsulfate kinase protein: RV1286−4.56

hypothetical protein: RV1314C−4.82

O−acetylhomoserine aminocarboxypropyltransferase: RV3340−5.14

hypothetical protein: RV2644C−10.98

branched−chain amino acid aminotransferase: RV2210C−11.38

glycine cleavage system aminomethyltransferase T: RV2211C−11.38

hypothetical protein: RV2212−11.38

log10(P) upstream meme1 2 log10(P.clust)=−7.17; 9 seqs; 7 uniq
c(0.5, 2.5)
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