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Cluster: 0041 mmp; resid: 0.56 0.48 0.62 0.46; r/c: 33/56

x.range

upstream meme PSSM #1; e=5.1e+04

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 161 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16

x.range

y.
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e

upstream meme PSSM #2; e=3.9e+04

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7
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MMP0499
MMP0642

MMP0605top6B

MMP0323MMP0482

fmdE

hsp20

MMP0726

MMP0730
MMP0734

MMP0798
cheD

MMP1016

MMP1229

vorA

fen−1

rpoK

MMP1359

MMP1375

MMP1480 MMP1640

modA

tRNA−Asn1

RNA_49MMP0141

purL

atwA

MMP0774MMP0836

MMP0942

MMP1125

nfo

string −200 −100 −1
chemoreceptor glutamine deamidase CheD: MMP0928NA

RNA_49NA
hypothetical protein: MMP0323−0.01

ntaining formylmethanofuran dehydrogenase, subunit E: MMP0508−0.01
hypothetical protein: MMP0734−0.01
hypothetical protein: MMP0141−0.01
hypothetical protein: MMP1359−0.02

aconitase family: MMP1480−0.02
DNA topoisomerase VI subunit B: MMP0989−0.02

tRNA−Asn: RNA_21−0.05
hypothetical protein: MMP0798−0.05
hypothetical protein: MMP0482−0.08
hypothetical protein: MMP0499−0.08

2−oxoisovalerate oxidoreductase subunit alpha: MMP1271−0.08
methyl coenzyme M reductase, component A2: MMP0620−0.08

FUN14 family protein: MMP1229−0.11
putative RNA−processing protein: MMP0605−0.13

utative signal transduction protein with CBS domains: MMP1016−0.15
BC transporter periplasmic molybdate−binding protein: MMP1651−0.15

RNA polymerase Rpb6: MMP1327−0.25
S−adenosylmethionine synthetase: MMP1640−0.25

phosphoribosylformylglycinamidine synthase: MMP0179−0.25
hypothetical protein: MMP0774−0.25
hypothetical protein: MMP1125−0.41

SAM−binding motif−containing protein: MMP1375−0.47
endonuclease IV: MMP1678−0.51

hypothetical protein: MMP0642−0.60
flap endonuclease−1: MMP1313−0.62

heat shock protein Hsp20: MMP0684−0.64
hypothetical protein: MMP0730−0.96

droxyglutaryl−CoA dehydratase subunit D−like protein: MMP0836−1.24
hypothetical protein: MMP0726−1.29
hypothetical protein: MMP0942−1.77

log10(P) upstream meme1 2 log10(P.clust)=NA; 33 seqs; 33 uniq
c(0.5, 2.5)
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