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Cluster: 0034 mpn; resid: 0.49; r/c: 29/125
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hypothetical protein: MPN441−0.26
hypothetical protein: MPN365−0.51

wiss−Prot Accession Number P19145, from S. cerevisiae: MPN319−0.51
spermidine/putrescine transport system permease: MPN056−0.79

thymidylate kinase: MPN006−0.80
tRNA modification GTPase TrmE: MPN008−0.80

hydrolase: MPN009−0.80
methyltransferase: MPN351−1.04

hypothetical protein: MPN037−1.59
hypothetical protein: MPN635−1.60
hypothetical protein: MPN559−1.75

Glycosyl Transferase: MPN075−1.76
Probably ABC transporter membrane protein subunit: MPN080−1.81

glutamine transport ATP−binding protein: MPN081−1.81
 Swiss−Prot Accession Number P37544, from B. subtilis: MPN071−1.91

ar to nucelotidyl transferase/polynicleotide cleavage: MPN072−1.91
Thiamin biosynthesis protein: MPN550−2.12

cobalt transport ATP−binding protein: MPN194−2.31
tRNA pseudouridine synthase A: MPN196−2.31

adenine−specific methyltransferase EcoRI: MPN198−2.31
hypothetical protein: MPN199−2.43
hypothetical protein: MPN330−2.60

methionyl−tRNA synthetase: MPN023−2.80
translation−associated GTPase: MPN026−2.80

topoisomerase IV subunit B: MPN122−3.51
hypothetical protein: MPN657−4.09

excreted conserved protein: MPN233−4.28
superfamily ATPase/cell cycle protein MESJ homologues: MPN222−4.28

fructose−permease IIBC component: MPN078−5.05
log10(P) upstream meme1 2 log10(P.clust)=−2.09; 29 seqs; 21 uniq
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