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Cluster: 0107 mmp; resid: 0.59 0.47 0.62 0.32; r/c: 27/58

x.range

upstream meme PSSM #1; e=370

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range
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upstream meme PSSM #2; e=3.7e+03

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6
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MMP0579

MMP1354
MMP1343

di−trans−poly−cis−decaprenylcistransferaseMMP1346

HMmB

MMP1348

MMP1349MMP1350

MMP1353

MMP0269

ilvD

MMP0332

MMP0363

MMP0545
MMP1356

+

aspB−like1

MMP0356MMP0402

cofD
MMP0636

MMP0804

MMP0835

dapF

MMP1534

MMP1601

string
operons −200 −100 −1

dihydroxy−acid dehydratase: MMP03180.00
hypothetical protein: MMP03320.00

molybdenum cofactor biosynthesis protein MoeA: MMP05450.00
hypothetical protein: MMP04020.00

LPPG:FO 2−phospho−L−lactate transferase: MMP04040.00
hypothetical protein: MMP08040.00
hypothetical protein: MMP08350.00

diaminopimelate epimerase: MMP09170.00
histone B: MMP13470.00

hypothetical protein: MMP13480.00
NAD+ synthase related protein: MMP13490.00

hypothetical protein: MMP13530.00
thiamine biosynthesis protein: MMP13540.00

putative RNA methylase: MMP16010.00
radical SAM domain protein: MMP1350−0.01

hypothetical protein: MMP0636−0.01
Na(+)/H(+) exchanger family protein: MMP0100−0.02

hypothetical protein: MMP1534−0.05
hypothetical protein: MMP1343−0.07

protein (di−trans−poly−cis−decaprenylcistransferase): MMP1345−0.07
ix−loop−helix dimerization domain−containing protein: MMP1346−0.07
nol dehydrogenase regulatory protein related protein: MMP0363−0.21

DegT/DnrJ/EryC1/StrS aminotransferase: MMP0351−0.22
glycosyl transferase, group 1: MMP0356−0.22

hypothetical protein: MMP0579−0.41
PP−loop domain protein: MMP1356−0.70

hypothetical protein: MMP0269−0.96
log10(P) upstream meme1 2 log10(P.clust)=NA; 27 seqs; 24 uniq
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