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Cluster: 0229 dvu; resid: 0.52; r/c: 31/371

x.range

upstream meme PSSM #1; e=34

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range
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upstream meme PSSM #2; e=290

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 2111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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string
operons −200 −100 −1

hypothetical protein: DVU2021−0.00
hydroxylamine reductase: DVU2013−0.04

metallo−beta−lactamase family protein: DVU2014−0.04
hemerythrin family protein: DVU3049−0.08

rare lipoprotein A family protein: DVU0407−0.13
peptidyl−prolyl cis−trans isomerase domain protein: DVU1901−0.15

hypothetical protein: DVU2460−0.29
hypothetical protein: DVU1916−0.31
response regulator: DVU2770−0.47
hypothetical protein: DVU1405−0.53

methyl−accepting chemotaxis protein, putative: DVU3035−0.56
hypothetical protein: DVU2416−0.61

phosphotransbutyrylase: DVU0627−1.37
glycosyl transferase, group 2 family protein: DVU2353−2.09

enolase: DVU0322−2.12
DNA−binding protein, putative: DVU0682−3.49

radical SAM protein, TIGR01212 family: DVU0790−3.91
n protein/response regulator receiver domain protein: DVU2937−4.53

GGDEF domain protein: DVU1862−4.60
plasmic [NiFe] hydrogenase, small subunit, isozyme 1: DVU1921−6.54
plasmic [NiFe] hydrogenase, large subunit, isozyme 1: DVU1922−6.54

hydrogenase expression/formation protein HupD: DVU1923−6.54
hydrogenase assembly chaperone hypC/hupF: DVU1924−6.54

lipase, GDSL family: DVU1925−6.54
DNA−binding response regulator, LuxR family: DVU2675−7.04

hypothetical protein: DVU1780−12.75
hypothetical protein: DVU1781−12.75

iron−sulfur cluster−binding protein: DVU1782−12.75
cysteine−rich domain protein: DVU1783−12.75

eductase, short−chain dehydrogenase/reductase family: DVU1784−12.75
membrane protein, MarC family: DVU1785−12.75

log10(P) upstream meme1 2 log10(P.clust)=−4.57; 31 seqs; 22 uniq
c(0.5, 2.5)
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