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Cluster: 0147 mmp; resid: 0.32 0.39 0.44 0.24; r/c: 16/57

312
|

—
C_\OL7

-
—

—

Y,

Y | WA

I I
20 40

upstream meme PSSM #1; e=4e+04 upstream meme PSSM #2; e=3.4e+04

\
I\l

6 7 8
MMP1117
MM 211
MM 1213 MMR1344
MMPR1202
proX
twS

hisE  MMP0594

rpe

S8 IMPQM#PO35F= sting

= Operons

I I I
60 80 100

log10(P) upstream meme log10(P.clust)=NA; 16 seqs; 12 uniq

-019+« — — — ——— — — — — hypotheticatffotein- VINPIZIB
-0.19 - = — — ——— — geetyl-CoAracetyitransBrase- NNIEIZIR
019 « = = = ——— — — — — hypetheticardotei NN
019« = — — ——— — — — — hypotheticatdfotein- NNIEIZID
-0.19 region of ABC—type glycine betaine transport system: MMP0866
-0.15 - hypothetical protein: MMP1202
-0.15 hypothetical-protein: MMP1117
-0.15 phosphoserine-phesphatase-SerB: MMP0541
-0.12 —imidazele-glyeeret-phosphate-synthase-stbtnit-HisH NINIBIN22
-0.03 Pentose—5—-phosphate-3—epimerase: MMP1114
-0.03 §lycosyl transferad® family pretein: MMP0359
-0.03 UDP-NZacetylglucosamiffé 2-epimegase: MMP0357
-0.03 Sor—binding-tdomain-protein- NINIEDRSS
-0.02 hypothetical-protein: MMP1344
-0.01 hypothetical-protein: MMP0594

NA = — — = yrosyl-tRNA-synthetase: MMP0263
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