Cluster: 0444 mtu; resid: 0.53; r/c: 17/238

S .
—
|
|
o n— |
Sz
QE
U |
2o |
2% N i | ! |
do oo \ 1A P T |
IS ‘ w | ]
29
85
O=s
S0 w_
|
|
o |
! T T T T
500 1000 1500 2000
upstream meme PSSM #1; e=230 upstream meme PSSM #2; e=2.3e+04
[ | [ ] log10(P) upstream meme log10(P.clust)=-4.04; 17 segs; 8 uniq
-6.06 trdfBaldolase: RV1448C
-6.06 trdMBketolase: RV1449C
-6.06 glucose-6-phosphate 1-deh{f@fogenase: RV1447C
-6.06 — PUTATIVE OXPP CYCLE PROTEMN OPCA:[RV1446C
-6.06 6-phosphogluconolactonase: RV1445C
T -3.56 "FGTP-binding protein EngA: RV1713
A .I§R o C -3.56 L hypothetical protein: RV1711
C S2ATCVY YOALSE L U 356 SS hypetheticat protei ANRVARED
-3.56 ————hypetheticat proteinz RV1709

-3.56 -~ PUTATIVE INITTATION INHIBITOR PROTEIN: RV1708
-3.30 - 6-phosphogluggnate dehydrogenase-like protein: RV1122
-3.30 glucqesg-6—phosphate 1-dehydrogenase: RV1121
-3.15 = "Wpothetical protein: RV0444C
-2.86 -~ inositol-5-monophosphate dehydrogenase:(RV3410C
-2.75 -~ Probable Maltooligosyliehalose synthase TreX: RV1564C
-2.61 @ hypothetical-protein:[RV2604C

-2.60 - DNA ppffierase Il subunit alpha: RV1547
reX T e -200 -100 -1

Rv0444




