Cluster: 0016 mtu; resid: 0.35; r/c: 20/37

D
Ve /I
Lx )‘ I
(e < ‘ J \ “" I\
=¥ M \’)\‘ N\¥/
NG AR |
- @ iy ¢
—=> yr) /, )
N~ 2> Y " Ak
ﬁ %) \(!f‘ , ‘," A
S5 |
55 4
<o
T T T T T T T
10 20 30 40 50 60 70
upstream meme PSSM #1; e=0.65  upstream meme PSSM #2; e=0.79
I log10(P) upstream mame log10(P.clust)=-4.79; 20 seqs; 16 uniq
-18.45 FEUmPPE-FAMILY PROTEIN: Rv3426
-17.39 FPPE-FAMHY-PROFEIN: Rv3429
-11.49 PPEsRAMEY-PROTEIN: Rv3873
-11.49 PE-FAMIEY—REEATED-PROTEIN: Rv3872
'|' c -6.69 hypeilelieat-protein: Rv0367¢
-5.68 — hypothetical-proteini’Rv1989¢
A C -4.90 hypothetical' protein:’ Rv2630
A A Ac T cAA -4.47 PPE FAMILY PROTEIN: Rv2430c
CT T (1} EAochAAM g ;rc -1.67 POSSIBLE CONSERVED SECRELED PROTEIN:IRvV0477
1 11 16 1

1 —1.6 POSSIBLE-CONSERVED-TRANSMEMBRANE-PROTEINIRV0476
-0.86 ————————————DNA-repairprotein-Rad ANRUSE85

PP 35
Rv2630 ORFosazs  —0-53 ; hypothetical-proteini’Rv2825¢
Rv1¢89c -0.42 o hypotheticat-proteini Rv1991c¢
PPES8 -0.36 =————————————————————fransiation-initiation-factor-{—1 IRIBHEES
j RvIS91e Pk —0.03 DNA-directed RNA polymerase subunit omega: Rv1390
Ru@i76 i -0.03 guanylate-kinase: Rv1389
Rvgaz7  PPEAL b =002 ———eysteinyi—tRNA-synthetase: RV3580¢
- } § ferascERIBEEEE

RV2825¢ S 0.02 —methyt—B—erythritot-4—phosphate-cyticylyitrans
RV0867c r NA ORF05235
PPESS NA ORF00329

ORF00329 = s -200 100 1



