Cluster: 0120 mmp; resid: 0.41 0.64 0.63 0.41; r/c: 20/59

0 |
|

g "] \. l ! ] k
Lo | Y /,M
2 ‘ ‘ i M x .A 7 N A Y A7
] m@,,'» T e vl
L i ’ﬂ'u',-'% A LR
A TR iy it

V- 1)

o |

| |

I
20 40 60 80 100
Ipstream meme PSSM #1; e=1.9e+03upstream meme PSSM #2; e=1.7e+04

I . log10(P) upstream meme log10(P.clust)=NA; 20 seqs; 18 uniq
-1.72 =———+—— — = — ————Hhypetheticat-proteir- VINPOZE0
-1.21 — L—seryl-tRNA-selenium-transferase: MMP0002
-0.44 ———hypotheticat-protein- VINIEDEES
-0.37 hypotheticat-protein- VNIBIGIR2
-0.31 FetR-famtty-transeriptionatreguiator- NINIEINES
-0.31 -ceenzyme-426~redueing-hydrogenase-subunit-ceite: HIENEND
-0.31 mhypothetical-protein: MMP0562
A CAC N C C C AA C -0.31 hypothetical-protein: MMP0O091
-0.28 ———————+trpiAsnC-family-transeriptional-reguiator- VINIRIIBT
135 7913 13 s 7 s 1 Bis -0.17 flavoprotein-related-protein: MMP1167
-0.09 - — — tRNA-Ala: RNA_6
MMBLIST gues -0.02 hypothetical protein: MMP0292

MMRL1612 L
MMPO343  MMRL652 —0.02 = -moerﬁe—s—mmephoeﬁe-delmhegeﬁase*_
VIMRO663 mAjc -0.02 hypothetical protein: MMP1188
freD -0.00 sulphate transporter: MMP0663
IMP0091 RN/e-Ala2 NA -BE-transperter-periptasmic-stbstrate—binding-protein: NINIRIGSE2
MMRO790 umpioza MPO%E  NA  BE-transporter-periptasmic-molybedate—binding-protein: NINIBIBSD
MMR0202 MmassRO2 NA ABE-transporter-AfPase: NNBIGA9
MMP1188 NA hypothetical-protein: MMP0343
MMRO675 MMPO002 NA . . MTEESRE2
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