Cluster: 0535 mtu; resid: 0.57; r/c: 20/243

o_]

— °
|
|

85 7 |

SE

Il oo

Lo

<

25

Qo oo

32

85

s C

og |

Q° W |
|

';:7_ |

upstream meme PSSM #1; e=11

11 13

I
500
upstream meme PSSM #2; e=3e+03

ABIE

E

1 3 5 9 11 13 15

pknH

va 90

by

RvO v3p25C  amiB2

va 14¢
dd

fadEl2 g, 50

RVZb719

RV2803C
RVZ42£‘(V3€54C = sting

= Operons

I
1000

T T
1500 2000
log10(P) upstream meme log10(P.clust)=—3.35; 20 segs; 16 uniq
-9.77 ——POSSIBLE-SIDEROPHORE-BINDING-PROTEN: [RV3525C
uracil pfi@sphoribosyltfansferase: RV3309C

[) (MGBEYBDOPTERIN [MPT] CONVERTING"FACTOR, SUBUNIT 1): RV3112

-5.71 molybdenum-cofactdfbiosynthesis-protein-CIRV3111

TEING(PHS) (PTERIN CARBINOLAMINE DEHYDRATASE) (PCD): RV3110
MOLYBBENUM COFACTOR BIOSYNTHESIS PROTEIN-A MOAATT RV3109

ZONSERVEDHY-POTFHEHEAEARGHININERIGH-PROTEHY IRV2IZ28
-3.95 PROBABLE O-MEIFHYLTRANSFERASE: RV0187
-3.76 hypothetical'protein:'(RV3654C
-366- PROBABLE OXIDOREDUCTASE: RV1050
-2.52 =r—adenosine-deaminase: IRVSSIEE
-1.18 — amidase: RV1263

L

PP€3$\IE—PRC59EIN KINASE-H-PKNH-(PROTEIN-KINASE-H)(STPK-H):(RV1266C

-0.32 hypothetical-protein:'/RV1514C
-0.18 —————————————— PP AMEY-PROFEHRIEER
-0.04 PROBABLE-AEYL-CoA-DEHYDROGENASE-FADE12:[RV0972C
-0.01 fypotheticatproteir IRIIEEND
—OFROBABLE-FRANSERIPHONALE-REGUEATORY-PROFEINIRVATZIO
NA [RV2803C
NAROBABLE PHOSPHOLIPASE C 4 (FRAGMENT) PLCD:IRNISSE
-200 -100 -1




