Cluster: 0236 mtu; resid: 0.53; r/c: 19/245

o] .
I
I
o LN —
'
Il oo
Lo
<
L
d2 o
%8
Qg
S
38
9%
o
I
I
2 I

I
500

Ipstream meme PSSM #1; e=1.5e+03upstream meme PSSM #2; e=1.8e+03

B!

-
8| 8ATAGGA
16 21 1 3 5 7 9

[a
(=]
i
=

S

I I I
1000 1500 2000

11

6c
Rv1100

1178

Rgi240

—string
= Operons

l0g10(P) upstream mame log10(P.clust)=-4.55; 19 segs; 9 uniq

~7.06 ——————PROBABLEMEMBRANRROTEH NRVIMSE

-7.06 hyp6thetigakproteiiliRVI480

PROBABDE TRANSCRIPTIONAL REGULATORY PROTEMNMOXR1: RV1479

-6.20 ‘roporphyrinogen decarboxylase: RV2678C

-6.20 ==_protoporphyrinogen-oxidase:[RV2677C

-6.20 . ————hypotheticat-proteirn: IRV26760

-6.20 ———————hypothetical-protein:[(RV2675C

-6.01 — hypothetical-protein: RV1100

-5.53 - phosphoribosylformylglycinamigdiae synthase subunit I: RV0788

-4.97 - hypatieticat-protei ilRVO0240

vagci -4.97 — hypetheticat protei (HIRNO2E0

:@m RV54C ETASEA)FEPIPPEPR-SYNTHEFASEHGTRBPHOSPHOKINASEY: IRNESEEE
h -3.90 N-succinyldiaminopimelaigsaminotransferase: RV1178
-2.63 Rypetheticatprotein: IRV22550

-2.63 Probable-integratMembrane-protein: IRV2254C

-1.32 hypothetical-protein:IRV2112C

-1.32 hypothetical-protein:/RV2111C

-1.32 proteasome-(beta-subunit)-PreB:IRV2110C




