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Cluster: 0067 mmp; resid: 0.64 0.27 0.59 0.48; r/c: 25/57

x.range

upstream meme PSSM #1; e=1.7e+03

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.4e+03

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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purT purM

MMP0156

MMP1368

ffh

MMP1103

moaE

ehaH

ehaQMMP0265

MMP0582

MMP0676

MMP0707

dapE

DP1

MMP0118

MMP0147

MMP0150
proS

yodP

MMP0884

MMP0941

MMP1162

MMP1230

MMP1352

string
operons −200 −100 −1

hypothetical protein: MMP1103−0.00
beta−lactamase domain protein: MMP0118−0.01

phosphoribosylglycinamide formyltransferase 2: MMP0123−0.01
hypothetical protein: MMP0941−0.02
AzlC family protein: MMP0582−0.05

beta−lactamase domain protein: MMP1162−0.06
phosphoribosylaminoimidazole synthetase: MMP1254−0.06

GCN5−related N−acetyltransferase: MMP0862−0.07
signal recognition particle protein Srp54: MMP1551−0.09

30S ribosomal protein S7P: MMP1368−0.10
DNA polymerase II small subunit: MMP0008−0.13

30S ribosomal protein S19e: MMP0156−0.13
hypothetical protein: MMP0150−0.14

diaminopimelate aminotransferase: MMP1398−0.22
nitrogenase reductase−like protein: MMP0147−0.22

prolyl−tRNA synthetase: MMP0696−0.38
hypothetical protein: MMP0884−0.39

ribulose−1,5−biphosphate synthetase: MMP1352−0.44
molybdopterin biosynthesis MoaE: MMP1235−0.49

sodium/hydrogen exchanger: MMP0707−0.60
hypothetical protein: MMP0265−0.68

putative transmembrane subunit of a hydrogenase: MMP1455−0.68
hypothetical protein: MMP1464−0.68

intermediate filament protein: MMP0676−0.96
DNA polymerase, beta−like region: MMP1230−1.42

log10(P) upstream meme1 2 log10(P.clust)=NA; 25 seqs; 24 uniq
c(0.5, 2.5)
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