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Cluster: 0111 mmp; resid: 0.63 0.53 0.73 0.51; r/c: 31/56

x.range

upstream meme PSSM #1; e=470

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 111 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=2.3e+03

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
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hmdMMP0948

MMP0142
cimA

lysC

MMP1087
MMP1088

MMP1109
MMP1611

MMP1299
MMP1300

pyrH

MMP0679

fwdH

MMP1389

MMP1572

MMP1655

tRNA−Met2

tRNA−Ala1

comD

MMP0483

MMP0649

MMP0960

MMP0965

fdxA

MMP1472
MMP1517

MMP1714

tRNA−Pro2

tRNA−Ala2

rrnA5S

string
operons −200 −100 −1

hypothetical protein: MMP1389−0.00
hypothetical protein: MMP1655−0.00

(R)−citramalate synthase: MMP1018−0.01
roadblock/LC7 family protein: MMP1714−0.01

ntaining formylmethanofuran dehydrogenase, subunit H: MMP1244−0.01
tRNA−Met: RNA_22−0.02

hypothetical protein: MMP1611−0.02
ndent methylenetetrahydromethanopterin dehydrogenase: MMP0127−0.02

5S ribosomal RNA: RNA_46−0.02
hypothetical protein: MMP0948−0.03
hypothetical protein: MMP1109−0.03

ferredoxin: MMP1140−0.03
carbamoyltransferase: MMP0649−0.04

hypothetical protein: MMP1087−0.04
carbonic anhydrase: MMP1299−0.04
hypothetical protein: MMP1300−0.04

tRNA−Ala: RNA_2−0.04
te dependent enzyme related to acetolactate synthase: MMP0142−0.05

methanofuran dehydrogenase subunit E related protein: MMP0965−0.07
tRNA−Pro: RNA_17−0.08

sulfopyruvate decarboxylase subunit alpha: MMP0411−0.20
aspartate kinase: MMP1017−0.20

peptidase M50: MMP1517−0.20
hypothetical protein: MMP1472−0.30
hypothetical protein: MMP1572−0.31

glycosyl transferase, group 1: MMP1088−0.33
hypothetical protein: MMP0483−0.33

uridylate kinase: MMP0385−0.39
hypothetical protein: MMP0960−0.41

Na+/H+ antiporter related protein: MMP0679−0.64
tRNA−Ala: RNA_31−0.64

log10(P) upstream meme1 2 log10(P.clust)=NA; 31 seqs; 30 uniq
c(0.5, 2.5)
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