Cluster: 0366 mtu; resid: 0.53; r/c: 14/252

o— .
B
|
|
8 3 7 |
QE
U |
Qo
o
a5
n-=
NP o
<o |
—> !
&g
=
o
o3 I
- [To}
. |
|
|
I I I I
500 1000 1500 2000
Ipstream meme PSSM #1; e=3.2e-08upstream meme PSSM #2; e=0.00074
i i log10(P) upstream merme logL0(P.clust)=—9.69; 14 segs; 7 unig

-15.59- PROBABLE CYTOGHR@ME P450 138 CYP138: RV0136
-1BGSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN:[RV0135C
- -14.59  POSSIBLE METHYLTRANSFERASE (METHYLASE): RV2622
T -1BGSSIBLE TRANSCRIPTIONAL REGULATQRY PROTEIN: RV2621C
-1PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV2620C

v -14.59 hypethetical protein: RV2619C

6 1 16 21 1 6 11 16 21 676 wes  hypothetical protein: RV2422
RV -6.76 L hypotheticat-protein:[RV2420C
1} LngHOSPH@GH@ERﬁEMU%MHBGH@EROHUTASE)ﬁ_
,, —6.76 ————————hypothetical protein: RV2417C
-6.76 — hypothetical protein: RV2418C
-4.13 —O-acetylhomoserine-aminocarboxypropyltransferase: RV3340
-4.13 -~ POSSIBLE METHYLTRANSFERASE (METHYLASE): RV3342

-4.13 homosefine O-acetyltransferase: RV3341
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