Cluster: 0560 mtu; resid: 0.59; r/c: 20/244

10

2000

13 Oct 25 14:25:18 iter
cMonkey Version 4.9.8 mtu

o
T'_

T T T T
500 1000 1500 2000
upstream meme PSSM #1; e=0.014 upstream meme PSSM #2; e=21
il | [ | log10(P) upstream mame log10(P.clust)=—3.76; 20 seqs; 16 uniq
-14.76 — ypothetical protein: RV0276
IPTHIONAB REGULATORY PROTEIN (POSSIBLY TETR=FAMILY): RV0275C

-5.43 ribonucleotide—diphosphat&Fetuctase subunit beta: RV0233
NAL FRRBULATORY -PROTEIN (PROBABLY*TETR/ACRR-FAMILY): RV0232

-5.29 ————————pr———GFP=binding-puatein-Ere: IRV2864E

A '|' -5.03 s hypotheticalPTotei IIRVID52
LASEI(MP'WRQH'MW%%E_

16 21 1 3 5 7 9 11 13 —3.0p == P - RV0250C
-0.93 = hypothetical Brote; RVEES

; se-H:

-0.52
o 5c -0.52 ' rase) RV1316C
A -0.45ROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV0188
V.

RvO 76 §E) (EEBLOBIASE) (BETA-D-GLUCQOSIDE GLUCOHYDROLASE): RV0186

—0.31 hypothetical-protein:(RV2484C

5 PAT) (OSORHOSPHAHDIE-ACID-ASYEFRANSFERASE)-(EPAATY. IRV2483C

s ~0.31 m=r————1lycero—3—phosphate-acyitransferase: IRNZESEE

-0.31 hypotheticat protei iIRV2551

B Rysosp = sono -0.01 - - endonuciease-V:'RV0670
— perons -200 -100 -1

_6 61  m— |_ lyounc ullm_
wl -5.65 —gtinone-reductase)(Zeta—erystatin-romotagearoteiny RIS

akA

Rv#264




