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Cluster: 0063 mmp; resid: 0.72 0.50 0.59 0.36; r/c: 24/57
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quinolinate phosphoribosyl transferase: MMP0516−0.01
hypothetical protein: MMP1269−0.01

energy conserving hydrogenase A large subunit: MMP1462−0.01
hypothetical protein: MMP0078−0.01
hypothetical protein: MMP1268−0.01

response regulator receiver protein: MMP0933−0.02
hypothetical protein: MMP0223−0.05

glutamate−1−semialdehyde aminotransferase: MMP0224−0.05
hypothetical protein: MMP0557−0.05

TatD−related deoxyribonuclease: MMP0556−0.05
coenzyme F420−non−reducing hydrogenase subunit delta: MMP0821−0.05

hypothetical protein: MMP1475−0.07
putative translaldolase: MMP1308−0.07

hypothetical protein: MMP0162−0.08
hypothetical protein: MMP0005−0.09
hypothetical protein: MMP1617−0.09

type Iron(III)−binding periplasmic protein precursor: MMP0108−0.25
ABC−type transporter permease protein: MMP0109−0.25

hypothetical protein: MMP0435−0.25
phosphopantetheine adenylyltransferase: MMP1093−0.28

amidohydrolase: MMP0378−0.46
nitrogenase alpha chain: MMP0856−0.60

nitrogenase: MMP0859−0.60
radical SAM domain protein: MMP0375−0.89

log10(P) upstream meme1 2 log10(P.clust)=NA; 24 seqs; 19 uniq
c(0.5, 2.5)

10
 J

an
 1

5 
15

:0
2:

38
 it

er
=

29
99

cM
on

ke
y 

V
er

si
on

 4
.3

.5
 m

m
p


