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Cluster: 0060 mmp; resid: 0.24; r/c: 18/38

x.range

upstream meme PSSM #1; e=1.8e+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.
ra

ng
e

upstream meme PSSM #2; e=2.9e+03
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gltB

MMP0080

MMP1480

aksF

guaA

pyrG

purF

MMP1189

MMP0418

hisA

hemL

MMP1188

MMP1640sucD

proS

aIF−2_beta
lysC

pheT

string
operons −200 −100 −1

S−adenosylmethionine synthetase: MMP1640−0.03

Amidophosphoribosyltransferase: MMP1146−0.03

translation initiation factor IF−2 subunit beta: MMP0297−0.04

phenylalanyl−tRNA synthetase subunit beta: MMP1255−0.13

GMP synthase subunit B: MMP0894−0.15

CTP synthetase: MMP0893−0.15

succinyl−CoA synthetase subunit alpha: MMP0955−0.31

glutamate−1−semialdehyde aminotransferase: MMP0224−0.39

hypothetical protein: MMP1188−1.63

lutamate synthase; large subunit; archaeal subunit 2: MMP0081−1.77

lutamate synthase; large subunit; archaeal subunit 1: MMP0080−1.77

aspartate kinase: MMP1017−2.39

)me thylideneamino)imidazole−4−carboxamide isomerase: MMP0417−2.43

Carbohydrate kinase, PfkB: MMP0418−2.43

2−oxosuberate synthase, last step: MMP0880−2.61

prolyl−tRNA synthetase: MMP0696−2.70

Ribose 5−phosphate isomerase: MMP1189−2.71

aconitase Family: MMP1480−3.61

log10(P) upstream meme1 2 log10(P.clust)=−1.40; 18 seqs; 15 uniq
c(0.5, 2.5)
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