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Cluster: 0060 mpn; resid: 0.42; r/c: 16/121

x.range

upstream meme PSSM #1; e=42

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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y.
ra

ng
e

upstream meme PSSM #2; e=240

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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cpsG
cdd

group2

group2

ksgA

MPN677

MPN092
MPN201

MPN202

yjeQ

yefE

alaS

MPN510
MPN580

MPN584

MPN613

string
operons −200 −100 −1

adhesin P1 (group2) homolog: MPN087−0.00

membrane export protein family: MPN510−0.07

adhesin P1 (group2) homolog: MPN086−0.11

hypothetical protein: MPN613−0.14

hypothetical protein: MPN584−0.20

hypothetical protein: MPN201−0.23

hypothetical protein: MPN580−2.89

dimethyladenosine transferase: MPN679−3.05

similar to ATPase: MPN677−3.05

cytidine deaminase: MPN065−4.44

 each other: phosphomannomutase or phosphoglucomutase: MPN066−4.44

alanyl−tRNA synthetase: MPN418−5.00

involved in cytadherence: MPN092−7.06

udp−galactopyranose mutase: MPN278−8.49

 protein, 154−190 similar to GTP/ATP binding proteins: MPN249−9.79

hypothetical protein: MPN202−10.33

log10(P) upstream meme1 2 log10(P.clust)=−3.71; 16 seqs; 14 uniq
c(0.5, 2.5)
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