Cluster: 0131 mmp; resid: 0.31 0.58 0.61 0.52; r/c: 29/57

N |
a0 oo I 4 ' k\ \‘A‘ %]
N ﬂ TRV T ST N
25 At I l ‘~~.»\, i /\4 M,\»\« ‘, MM
UL AL bl e
: NIV el %\Q"'v b g fiv’""s'i’;"@'@, i Wﬁ\
B - w"\'\'. '}\[ 0 ,'»% \M |l | ‘{\W ,’s i y;va
=% . ' , N ‘ I \ i ! \, % | 'jf
m { B
" |

Ipstream meme PSSM #1; e=1.3e+04upstream meme PSSM #2; e=3.1e+04

log10(P) upstream meme

log10 P.clustg

=NA,; 29 seqs; 29 uni

—8.gglavaprotein.'lbNA/pantothena_te metabolism I?voprotein: MP160

-0. tor:

-0.27 eirn: MMP1062

-0.27 = peptidase M50: MMP0169

-0.27 ——eobalt ABEC-transporter-inner-membrane-protéih: MVMPO886

-0.24 - hypothetical-protein: MMP0958

-0.19 —m—m pymvateeafbe*yiﬁe&sugﬁit—km

-0.17 itF: MMP1043

-0.13 hypothetical protein: MMP0267
-0.12 aldehyde-dehydrogenase:

-0.05 t eirr- MVRISo2

-0.05 hypothetical-protein: MMP2000

—-0.05 i ein: MMPO570

12 4 5 6 7 8 12 4 5 6 7 -0.05 - TrkA—N"domain protein: MMP0027

_0-02 — I'l:IIUtIII p=) ||thabc. _

freG -0.02 4-—='—hypefheﬂea-ﬁpfetem— MMP1237

MMR1237 F\ MMP1606 —88% —hypﬁfheﬂea-l-pfatk hetical-protein: wm

nac  bieB vnea MMR1137 -0.02 }:::’jUCLI I;:l(;‘;: L:(:E::oc. MMP1064

P MmPo28s

awp
MMRlO%\/] RlOfMM R0O788

MMP0169
MMRO088

-0.00
MMRO570

-0.080enzymeF420-reducing-hydrogenase-subunit gamm

—ﬁ&ﬂihzyme F420—non-reducing-hydrogenase-subunit-alpha: MMP0823
-0.02 ‘ypothetical-protein: MINIRORD

eif:
a: MMP0818
hypethetical-protein: MMPO788

hypothetical-protein: MMP0288

MMPT067
Mma-sR02

Jbg““!ﬁ{% MMP0958 -0.00
MMY1067 Mma=-sR0gapN :888 nascent-polypeptide—associated-complex-proteiff: MMP0290
MMRO771  MMp11981P0027 NA netransferase{stibgrotp-arematic-a otra ase-
ehal MMP0267 NA dehydrogenaseffumaratereductase iror—sutfur suburit:
MMR1218 NA ) .
MMP1882R1000 200 150

w—string

-1



