Cluster: 0258 mtu; resid: 0.59; r/c: 16/248

o .
—
|
|
83 0 |
SE
U |
Lo
@c |
&2 oo
e I NN
Qg
85
o5 I
9° L?_
|
|
= |
: [ [ [ [
500 1000 1500 2000
Ipstream meme PSSM #1; e=1.4e-40 upstream meme PSSM #2; e=11
I . I I 10g10(P) upstream meame log10(P.clust)=—10.45; 16 seqs; 13 uniq
-15.97 PE-PGRS FAMILY PROTEIN: RV0279C
-15.97— PE-PGRS FAMILY PROTEIN: RV0278C
-15.97 hypothetical protein: RV0277C
-1215 PE-PGRS FAMILY PROTEIN: RV2634C
-11.79 hypathstical protein: RV2636
o A -11.79 hypaihetical protein: RV2635
T Cg;_gg A c -10.85 PE-PGRS FAMILY PROTEIN: RV1759C
A xe CTC.
16 112 1 6 e -1033—PE-PGRS FAMILY PROTEIN: RV3514
PE33 FATTY-ATIB3CoA SYNTHETASE) (FATTY-ACID-GoASYNTHASE):(RV3513C

,?Az -10.20——————————————— PE-PGRS-FAMILY-PROTEIN. RV2741

PE_PRRS46 .

Rv0439c PE_P@&RS4T —9.69 —PEPW

RVAG% -867 —————————— PE-PGRSFAMIL-PROTEINI RV3507
PE_P&RS54 -779 ————PE-PGRS FAMILY-PROTEIN:[RV3590C

%RS 7.79 :
wag22 -6.94 PE-FAMILY-PROTEIN: RV3650
PE_P&RS57 . og77c -4.34 short chain dehydrogenase: RV0439C

PE_P&RS58
N F)P‘SISPEOBA-B‘LBIMOLYBDOPTERIN BIOSYNTHESIS PROTEIN-MOEA2:IRV0438C

fad®18 strin
PE_P g o‘per?:ms -200 -100 -1




