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Cluster: 0045 mpn; resid: 0.46; r/c: 19/119

x.range

upstream meme PSSM #1; e=1.1e+03
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upstream meme PSSM #2; e=4.3e+04
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string
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Type I Restriction Enzyme (fragment): MPN347−0.01
adhesin P1 (group2) homolog: MPN086−0.02

hypothetical protein: MPN613−0.04
tRNA modification GTPase TrmE: MPN008−0.05

adhesin P1 (group2) homolog: MPN087−0.08
HPr kinase/phosphorylase: MPN223−0.09

excreted conserved protein: MPN233−0.09
hypothetical protein: MPN088−0.14
cytidine deaminase: MPN065−0.24

 each other: phosphomannomutase or phosphoglucomutase: MPN066−0.24
hypothetical protein: MPN586−0.35

GTP−binding protein EngA: MPN475−0.39
hypothetical protein: MPN584−0.62
hypothetical protein: MPN335−2.26
hypothetical protein: MPN440−2.27

membrane export protein family: MPN510−3.07
alanyl−tRNA synthetase: MPN418−4.38

ascorbate−specific PTS system enzyme IIC: MPN496−6.84
udp−galactopyranose mutase: MPN278−7.85

log10(P) upstream meme1 2 log10(P.clust)=−1.53; 19 seqs; 17 uniq
c(0.5, 2.5)
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