Cluster: 0112 mtu; resid: 0.53; r/c: 18/227

o_|
— .
|
|
o L0 |
==
QE
Il oo
L9 ‘ iy
22 | Rl | |
O 1
@'Z’ °7 M} I
3§ | ‘ |
83
85
o3
— L?_
|
|
o | |
: 1 T T T
500 1000 1500 2000
upstream meme PSSM #1; e=0.7 upstream meme PSSM #2; e=3
I log10(P) upstream meme log10(P.clust)=—6.23; 18 seqs; 12 uniq
PROBABLE CONSERVED INTEGRAL MEMBRANERROTEIN: RV3630
PREIBABLE CONSERVED INTEGRAEMEMBRANE PROTEIN: RV3629C
-8.70 —————————inorganic-potyphosphate/ATP—NAD kinaséI RV1695
—8.70 ———E¥FOTOXNIHAEMORSIN-HOMOEOGH E-FHYANRVIESY
-8.70 =—hypotheticat protei THRVIGEEE
-8.70 PROBABHEPHOSPHATAS EIRVIIG02
-8.70 —hypothetieat protei RVIGOD
& A 'y 3 u 0 -6.66 D-alanyl—afgfiiffe-synthetase A:[RV2981C
1 6 1 16 21

voos 116 2lp) E DNAREPAIR PROTEIN RECN (RECOMBINATION PROTEIN N): RV1696
| TRANSFERAZEPHOSPHAHDYEEEYEEROPHOSPHATESYNTHASE). IRVZIEEE

-4.27  functional riboflavin kinasedEMIN adenylyltransferase: RV2786C

BLE PHOSPHORANNOMUTASE-PMMB-(PHOSPHOMANNOSE-MUTASE)IRV3308

=L 107 hypothetical protein: RV2315C

-1.07 hypothetical protein:'/RV2314C

-1.07 hypothetical protein: RV2313C

avalboo SPO0I3E :'RV0844C
rOdse  —0.23 hypothetical-protein:'/RV2148C

LASE EPBIETEPOXDEHYDRATASEHARENE—OXIDEHYDRATASHERVOLS

ephF e -200 -100 -1




