Cluster: 0057 mmp; resid: 0.71 0.60 0.66 0.49; r/c: 21/57

|
| q
Qo 7 \ | [ 1IN |
QE 0 ’ | [}/
i ‘ A ‘A f ,‘ \
o { v ) i | ’ {
5 I I
B I 7 Ui ' V | ‘N‘W'.
NS ‘ ’ U
=¥7] | ' N \ "
a9 ! | ! \' |
0> |
s N I \‘ ! d
gg i | g
=
|
i |
|
<
I T T T T T
20 40 60 80 100
upstream meme PSSM #1; e=630 upstream meme PSSM #2; e=6.8e+03
l0og10(P) upstream mame log10(P.clust)=NA; 21 segs; 20 uniq
-1.40 —transeription mltm&o&faefe%&subﬂm{-!d-p > MMP0036
_0 52 IIleULI ICllbﬂl lJIULCIII _
-0.52 carbamoyltransferase: MMP0649
-0.48 -——hypet-hetreal—pfeteﬂa— MMP1661
-0.48 6,7—-dimethyl=8-ribityllumazine-synthase: MMP0050
-0.38 — === —— — — ————hypotheticatprotein: NINIROSSD
-0.38 —:.-braﬁehed—eh&iﬁ—&mfﬁe—aetd—ﬁ&&tr&ﬁﬁsefte% MMPO0583
-0.34 —— FRRA-Va ERNEE2D
_031 II_y}JULIICI.I\.aC\L'.LL\JLCIII _
1 6 11 16 1 2 3 4 5 6 -0.23 ———cation-diffusion-facilitator-famity-transporter: NNIEOGAZA
-0.23 = hypothetical protein: MMP0134
MMP0402 v“ -0.15 hypothetical-protein: MMP1479
ribH viuD -0.15 hypothetical-protein: MMP1459
MMRO990 Mmp1479  —0.11 «=hypothetical protein: MMP0402

MMRO641MR1699
purB _
ehal MMPO048
NAVaI2N e-Ala2 _
te  MMPO649
MMRO107 MMRO583 -
atpH
MMRISEL 0016,

= Operons

-0.05 —A—]ﬁe—A:FPase—subumH-i- MMP1038

-0.01 sodium/hydrogen-exchanger: MMPO484

NA —F420—non—reducinghygrogenase-subunit-detta: NNIBIEEE
-200 -100 -1




