Cluster: 0043 mtu; resid: 0.31; r/c: 18/39

< — .
o
Sz
QE
o
o
P
s
~o=
NP
g2
)
&8
=k
T T T T T T T
10 20 30 40 50 60 70
upstream meme PSSM #1; e=0.0039 upstream meme PSSM #2; e=1.9e+03

I log10(P) upstream meme log10(P.clust)=—4.97; 18 seqs; 16 uniq

NALLPEPTIDASE | LEPB (SPESE I) (LEADER PEPTIDASE I).: Rv2903¢

-7.56 508 ibosomal protein L1 RIS

-6.76 B potheticat-protein: Rv3686¢

-6.03 — ""“hypothetical-protein: Rv3363c

-5.96 —etorngation-factor-- IRIZESA6

c -5.42 — ““hypothetical proteinIRVSTIGE

Tcoec C g '|' TAT GT -5.42 g recombination-protein RecR: Rv3715c

T T

QAAAAAGACI ol | AL --9 TA A SOTT =I1 AA -SRBSSIBLE TRANSCRIPTIONAL REGUEATORY-PROTEIN: Rv2021c

! 6 1 2 1 6 u 6 -4.63 === GTP-binding protein-LepA: Rv2404c

-4.59 ———50S-ribosomal-protein--1 CHRIDE

ri

—-4.PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: Rv2128

B -4.33 ——————————Probable-L-asparagine-permease ansP1: Rv2127
TICLEE-RRO TFEN-FAHFHFF—FIUR-HOMOEOSSRP-PROTEHNY): Rv2916C

Rv3863c

Rv3686¢ - . s
; A -3.42 phosphoribosylamino) uracil reductaSe (HTP reductase)IRVIZ09
NI Rvp12s —3.41 succinate-dehydrogenasesisan—sulfur subunitiRV3319
mpA _ .
ansP1 296 L 1 bo' tctease F_
-1.09~— 30Sribosomal protein S16IRV29098
Rv2021c reg 1.09 g
i S NA ORF08307

ORF08307 il —200 100 1



