2000

11 Apr 27 11:27:08 iter
cMonkey Version 4.8.3 mtu

2
]

0

Cluster: 0069 mtu; resid: 0.38; r/c: 19/36

|
|
|
|
|
4 I
) / :
| N\
|
|
I I I I I I I
10 20 30 40 50 60 70
Ipstream meme PSSM #1; e=5.8e+03upstream meme PSSM #2; e=1.7e+04
[ | | log10(P) upstream meme log10(P.clust)=—2.24; 19 segs; 17 uniq

AT

[
Byl oy 1

-6.5POSSIBLE-CONSERVED TRANSMEMBRANE-RROTEINIRV2345
-6.22 ———ACY+—CoA-DEHYDROGENASE-FABE7I RV04000

IV SPRR7(ENDOPEPFIBASE-RA-SIGNAEPEPFHEDEPERPT PASE)IRVO724
PEOSEIBLE ACYL-CoA DEHYDROGENASE FADE19 (MMGC): Rv2500c
-3.57 = f==_riboflavin §fthase subunit beta: Rv1416
-3.57 ne"F™phosSphate-syfitilase/cTP-cyfBydrotase-H proteiniRV1415
ASEY230-DIHYDROXYBIPHENYL 1,2-DIOXYGENASE) (DHBD)RV35686
~1.9%onjugate-Aiitase-Mea-(Myeothiot-S—eonjugate-amidase): Rv1082

5 6 -1.94 —————mmifrobahiesatcohot-dehydrogenase-adh MIRVISER
-1F85SSIBLE TRANSERIPTIONAL REGULATORY PROTEIN: Rv1846¢

ORF00385 -0.57 — < FxsABRIZ20588

Rv2825¢c
bphC RV2686¢ -0.51 ! glucomutase: Rv3257¢
e AND AEBMBENE-AND VALINEEGH PROTEIN-ABC TRANSPGRTER Rv2686¢
Rv1846e -0.33 == e hypotheticalsprotein®RV2676¢
Rv2345 —(0.33 =gy = hypotheticalsproteini RV2675¢
p -0.18 — =" _hypothetical proteini' Rv2325¢
-0.13 — SFP-eyetohyerotase-l: Rv3609¢c
fa°E7 PROBABLE-FERRIC-UPTAKE-REGULEATION-PROTEIN-FURB: Rv2359
fa 19 SmA - NA . ) ORF00385

— operons -200 -100 -1



