Cluster: 0434 mtu; resid: 0.58; r/c: 21/244

o_|
— °
|
|
S5
SE
Il oo
8o
<
As
Q@
S
Qg
s C
og |
Q0w '
|
;l.v_ |

Pe=

I
500

Ipstream meme PSSM #1; e=1.8e—-06upstream meme PSSM #2; e=2.9e-05

AID A
1 16 21

]

1 6 11 21
Rv2607 RVZ%
Rv@545 PPE16
IppG i
Rv1404 "
widose  RV2056 fad
v plsi 21
63 Rv1669
N mee3R
RVG347

PR3 RBOMgaq == 5o

= Operons

I
1000

T T
1500 2000
l0og10(P) upstream mame log10(P.clust)=—6.16; 21 segs; 18 uniq
-1ERBDBABLE-TRANSCRIPTIONAPREGULATORY-PROTEINZRV1404
-16.97 —————————— PUTAHVE MET i TRANSFERASE: IRVIZ03E
-13.43 glycerol-3®"fosphatesacyltransferasé’RV1551

TTY-1EB-CoA SYNTHETASE) (FATTY=ACID-CoA SYNTHASE): RV1550
TTY-48AB-CoA SYNTHETASE) (FATTY=ACID-CoA SYNTHASE): RV1549

-13.43
-7.66

RREFAMILY-PROTEIN: IRVI548C
hypBtf&tical protein: RV2086

RIPFBVAL REPRESSOR (PROBABLY TETR-FAMILY) MCE3R:'RV1963C

-6.01 P PEFAMIEY-PROTEINEIRNESEE9
-5.34 hypethetical proteiNTRV1669
-4.24 T hyputhct;bod p‘l‘ﬁtﬁ_

-4.19 ———— PEFAMItYPROTEINERNBESD
-1.93 —————————— PPEFAMILY-PROTEHN: IRNUESE508
-1.BOSSIBHETFRANSERIPHONAEREGUEATORY-PROTEH RN
-1.31 hypotheticat protei lRNZENS
-0.66 —PROBABLE-CONSERVED-MEMBRANEPROTEINERNESER
-0.49 hypothetical protein: RV1056
-0.49 ———  PPEFAMILY-PROTEHN: IRUBE388
-0.47 PPE FAMILY-PROTEIN:(RV1135C
-0.32 hypotheticat protei RIS
-0.22 ——————(———PESSIBHE HPOPROTEIN: IRVISAEE
-200 -100 -1




