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Cluster: 0028 dvu; resid: 0.54; r/c: 31/369
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upstream meme PSSM #1; e=890
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glyQ
glyS

dnaGrpoD

uppScdsA

DVU1791pyrH
gatA

trmU
DVU1790

DVU0867

fmt

lepA
dnaJ

guaB

DVU0786

lipBplsX ffh

hemC

DVU1210

DVU1951
nifA−1

DVU1952

DVU0757
DVU1240

DVU1247

DVU1538

DVU1621

DVU2343

string
operons −200 −100 −1

GTP−binding protein LepA: DVU0703−0.00
glutamyl−tRNA(Gln) amidotransferase, A subunit: DVU0808−0.01

methylaminomethyl−2−thiouridylate)−methyltransferase: DVU0807−0.01
fatty acid/phospholipid synthesis protein: DVU1208−0.03

hypothetical protein: DVU1210−0.03
hypothetical protein: DVU1621−0.11

porphobilinogen deaminase: DVU1890−0.12
lipoate−protein ligase B: DVU0906−0.14

hypothetical protein: DVU1247−0.44
signal recognition particle protein: DVU0840−1.01

methionyl−tRNA formyltransferase: DVU3365−1.26
glycyl−tRNA synthetase, beta subunit: DVU1897−1.34
glycyl−tRNA synthetase subunit alpha: DVU1898−1.34

penicillin−binding protein: DVU0786−1.42
amino acid ABC transporter, ATP−binding protein: DVU2343−1.62

nif−specific regulatory protein: DVU1949−1.69
e ferredoxin oxidoreductase, alpha subunit, putative: DVU1951−1.69

hypothetical protein: DVU1952−1.69
RNA polymerase sigma−70 factor: DVU1788−1.81

DNA primase: DVU1789−1.81
MutS2 family protein: DVU1790−1.81

GatB/Yqey family protein: DVU1791−1.81
aromatic amino acid decarboxylase, putative: DVU0867−1.81

phosphatidate cytidylyltransferase: DVU0868−1.81
undecaprenyl diphosphate synthase: DVU0869−1.81

uridylate kinase: DVU0871−1.81
dnaJ protein: DVU3243−1.82

hypothetical protein: DVU1240−2.06
hypothetical protein: DVU1538−2.35

inosine−5‘−monophosphate dehydrogenase: DVU1044−2.77
hypothetical protein: DVU0757−3.23

log10(P) upstream meme1 2 log10(P.clust)=−1.31; 31 seqs; 20 uniq
c(0.5, 2.5)
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