Cluster: 0032 mmp; resid:

0.65 0.46 0.44 0.23; r/c: 20/58

%g 7 M \
§§ /\“\ %4 \ Itk. k A'N

g2 UGB A ALY
2 -y \»,ga,\*‘if‘,@. V'A,Wt,a,
0, AWML | WA A
22 RS ey i
CLI (VR

20

I
40

upstream meme PSSM #1; e=54 upstream meme PSSM #2; e=1.8e+03

T
SATCC IR

2 3 4 5 6 7 8 6

(13

1

MMP0462

IMRO018

MMR0691

MMP0495

MM
M

c!0z

16

MMR0451

MMPQ749 MMRO0453 MMR0486
MMPEZ4
MMY20750

MMP0464

MMR0502

fmdB

73
776"

M

MMR108

MMRO0455

MMRO78:

0744

MRO742w siing

@ Operons
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-1.00 _ hypetheticaprotein: MIMIPOBID
-1.00 ™ hypothetical protein: MMP0744
-1.00 = — ———Sintegrase/recombinase: MMP0743
-0.77 hypothetical-protein: MMP0495
-0.62 — — = ————hypethetical protein HNIBNAES
-0.60 hypothetical protein: MMPO776
-0.52 wssshypothetical protein: MMP0464
-0.42 amino—acid-ABC-transporter: MMP0455
-0.30taining formylmethanofuran dehydrogenase, subunit B: MMP0511
-0.28 == hypothetical protein: MMP0462
-0.26 hypotiseticat-protein- VINIEOESD
-0.15 hypethetical pretein- MIMPOZSE
-0.06 — LysR family transcriptional regulator: MMP0018
-0.05 neutral zinc metallBbeptidase: MMP0453
-0.04 hypothetical-protein: MMP1086
-0.03 hypothetical protein: MMPO773
-0.02 ~ — — hypothetical protein: MMP0502
-0.01 —————ypetieticat-protein: VINIRDZSE
-0.01 hypothetical pfBtein: MMP0749
-0.01 . MCE family—like pf8tein: MMPO0748
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