Cluster: 0160 mtu; resid: 0.28; r/c: 15/37

° I
<
j x
o] J
|
o A
o3 ‘
SE ﬁ
e f 1} 1
Lx \ ‘ \ ! )\
<t | i v\l I
8 s | . | \ ’ ‘ ‘\
N~= P ¥
N g i \ I\ \ A \‘
:> l“‘\ \ YW \\\ w,’q | ‘/ ‘%,“\l
¥ A N (8D U
5E 7 ) X \‘ \‘
s =
<s V, \
S° T ‘
o] |
|
[ [ [ [ [ [ [
10 20 30 40 50 60 70
upstream meme PSSM #1; e=1.4 upstream meme PSSM #2; e=1.3e+04
. . log10(P) upstream meme log10(P.clust)=—3.74; 15 segs; 15 uniq
-11.10 S m=Rnothetical protein: Rv0274
-PRDBABLE TRANSCRIPTIONAL REGULATERY'PROTEIN: Rv1990c
-4.96 ==mm  hypothetical-protein: Rv1670
SCRIPTH3I8A|I-REGUEATORY-PROTENKRROBABE-FEFR—FANMHEY): Rv3574
A& A A -4.77 ————3—ketoaeyi—tacyl—carrier—protein}¥attietase: Rv3502c
TR TT TT ABILE CONSERVED INTEGRAL MEMBRANE®FRANSPORT PROTEIN: Rv1672¢
A
=0 =
(13 cAlUI=2 IOA MlAGG > y g Vo PET L ANTABIGMA-FACTORRSBWHSISfaNESATIVE-EFFECTOR) IRIEEEIND
-4.08 hynethgtical-proteini Rv1894¢
Rvig90e v o -3.37 t—tysime-aminotransferase: Rv3290c
- ! -2.75 FDXD: Rv3503c
PROBABLY TETR-FAMILY rvie72 —0.47 — hypothetical protein: Rv0064
-0.33 ———————————————————PFATPROTEHN BSFY: RV3288C
RF02159 Rv1894c .
RV2659C rvop7a —0-22 ————PROBABLE phiRv2-PROPHAGE INFEGRASEIRV26598
-0.03 hypothetical-protein: Rv2602
Rv2602

Bu0064 NA ORF02159
fab -200 -100

- string -1



