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Cluster: 0147 mtu; resid: 0.44; r/c: 26/39

x.range

upstream meme PSSM #1; e=370

1 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 11
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y.
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e

upstream meme PSSM #2; e=890

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13
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hypothetical protein: Rv1232c−0.07
HYDROLASE AMIA1 (N−ACYL−L−AMINO ACID AMINOHYDROLASE): Rv3305c−0.13

hypothetical protein: Rv2074−0.29
type II citrate synthase: Rv0896−0.47
enoyl−CoA hydratase: Rv1070c−0.68

NADH dehydrogenase subunit B: Rv3146−1.17
NADH dehydrogenase subunit D: Rv3148−1.17

HAIN F) NUOF (NADH−UBIQUINONE OXIDOREDUCTASE CHAIN F): Rv3150−1.17
F0F1 ATP synthase subunit A: Rv1304−1.31
F0F1 ATP synthase subunit C: Rv1305−1.31

PROBABLE ATP SYNTHASE DELTA CHAIN ATPH: Rv1307−1.31
NE−PROTEIN KINASE B PKNB (PROTEIN KINASE B) (STPK B): Rv0014c−1.39

triosephosphate isomerase: Rv1438−1.63
phosphoglycerate kinase: Rv1437−1.63

hypothetical protein: Rv0760c−1.87
uridylate kinase: Rv2883c−1.90

hypothetical protein: Rv1233c−2.06
aspartate−semialdehyde dehydrogenase: Rv3708c−2.13

hypothetical protein: Rv0444c−2.94
Probable conserved transmembrane protein: Rv2197c−3.12

pteroyltriglutamate−− homocysteine methyltransferase: Rv1133c−4.53
PROBABLE ESTERASE LIPC: Rv0220−4.88

enoyl−CoA hydratase: Rv0222−4.88
 (D−ALPHA−D−HEPTOSE−1−PHOSPHATE GUANYLYLTRANSFERASE): Rv3264c−6.80

hypothetical protein: Rv2216−8.28
short chain dehydrogenase: Rv2214c−8.28

log10(P) upstream meme1 2 log10(P.clust)=−2.51; 26 seqs; 20 uniq
c(0.5, 2.5)
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