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Cluster: 0125 mmp; resid: 0.95 0.62 0.64 0.54; r/c: 25/57
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MMP0463.2NA

hypothetical protein: MMP0485NA
uroporphyrin−III C−methyltransferase: MMP0966NA

hypothetical protein: MMP1655NA
hypothetical protein: MMP0059−0.01

sodium/hydrogen exchanger: MMP0484−0.01
hypothetical protein: MMP0243−0.02

coenzyme F420−non−reducing hydrogenase subunit gamma: MMP0822−0.02
PP−loop domain protein: MMP1232−0.02

hypothetical protein: MMP1643−0.02
hypothetical protein: MMP0186−0.03
hypothetical protein: MMP1028−0.03
hypothetical protein: MMP1646−0.03
hypothetical protein: MMP0812−0.05

ylmethionine−8−amino−7−oxononanoate aminotransferase: MMP0865−0.05
glycosyl transferase, group 1: MMP1088−0.07

thiol (cysteine) protease: MMP1186−0.07
thymidine phosphorylase: MMP0327−0.12

hypothetical protein: MMP0828−0.14
phoribosylaminoimidazole−succinocarboxamide synthase: MMP0540−0.14

prefoldin subunit alpha: MMP1470−0.15
hypothetical protein: MMP0269−0.31

ferredoxin: MMP1603−0.34
integrase/recombinase: MMP0472−0.59

hypothetical protein: MMP0048−1.09
log10(P) upstream meme1 2 log10(P.clust)=NA; 25 seqs; 25 uniq
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