Cluster: 0016 mpn; resid: 0.44; r/c: 18/120
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upstream meme PSSM #1; e=0.1 upstream meme PSSM #2; e=0.47
log10(P) upstream meme log10(P.clust)=—4.19; 18 seqs; 16 uniq
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-6.73 heat-ingugible transcription repressor: MPN124
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veNaSS -3.67 s-terminat-fragment): MPN304
|t%’!’mze -3.17 shypothetical proteini? MPN403
MPN611 -2.59 —‘:‘—_—_—hypoﬂ-reheal-pm_
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MPN479 -2.57 Sitnitar-te-PFS-system—EHB: MPN495
yidlA 052 -2.24 vate-kinasellMPN303
MPN
ach oA 504 6-phosphefructokinase: MPN302
- MPN376 -1.96 hyp&thetical proteinMPN376
M J 1o hydrotaseiphosphatase: MPN427
-1.44 . similar to phosphate binding protein Psts: MPN611
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