o _
—
Ln_

S5

2

SE

Lo

.33.

75

= o -

N o

(]

35

0 >

Ng

e5

o=

[e0)

S0 4
o
=8

Cluster: 0292 mtu; resid: 0.50; r/c: 13/241

|
|
|
| I I I
500 1000 1500 2000
Ipstream meme PSSM #1; e=3.1e-05 upstream meme PSSM #2; e=0.031
I I log10(P) upstream meme log10(P.clust)=—7.87; 13 segs; 8 uniq
-13.BROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0205
-1PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0204C
-12.95 WPBotheticat protei TIRVESEES
-12.95 -—s*fRHﬂrsyMHetase_
AAA A -12.95  PROBABLE CONSERVED MEMBRANE PROTEIN: RV3835
N
TA v -5.32 —able-ionic-transporter-integrat-membranggpietein-chaATIRVI607
16 21 1 6 11 16 21

[y

il

OBABLE CGHSERVED ATP-BINDING PROTEIN;ABE TRANSPORTER: RV3041C

-4.71 iy pothetical-protein:{RV3040C
-4.71 meReYylI—CoA hydratase: RV3039C
-4.71 mmmhlypothetical protein: RV3038C

433 L _hypothetical-protein:[RV3510C
-4.33 ————————— ————ypotheticatprotein [RV35090

Rv (NAD+—FRAEIN-ADENINE DINUCLRQRIPE-REQUIRING-ENZYME):[RV3809C
 moe0sc = sting !

= operons -200 -100 -1




