Cluster: 0046 mpn; resid: 0.36; r/c: 14/116
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log10(P.clust)=—1.78; 14 seqs; 3 uniq

-2.30 50S ribosomal protein L18: MPN181
-2.30 30S rigpsomal protein S13NIBNISS
-2.30 50S rigosomal protein L15INIBNISS
-2.30 50S rigosomal protein L24INIPNITS
-2.30 DNA-direcigd-RNA polﬂngasg,subunit beta: MPN516
-2.30 DNA-directgd RNA pol)fnegase_subunit beta’: MPN515
-2.30 30S rigpsomal protein 'S11NIBNES0
-2.30 30S gibosomal protein SSHNMPNIS2
-2.30 50S ribosomal-protein-+-6: MPN180
-0.85 50S-ribosomal-protein--SINMPN231

-0.85 -~ single-stranded DNA binding proteini MPN229
-0.85 utenty-N—ane-E—terminpetween(506AA)-segrand-eeil: MPN218
-0.85 ——eligopeptide-transport AFP—hinding-protein OppD: MPN217
-0.85 —oligopeptide-transpert-system-permease-projgin-Amib: MPN216
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