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x.range

upstream meme PSSM #1; e=8.5

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.1e+03

1 3 5 7 91 3 5 7 9

●

●●

●

●
●

●

●

●

●

●
●

● ●

●

●

●

●

Rv0345

Rv2477chemA

hemC

Rv0513
fbiC

dapF

Rv3104c

leuB

iscS

folP2
Rv1208

Rv3103c fbpD

Rv3843c

PE10

Rv2425c

Rv3480c

string
operons −200 −100 −1

PE FAMILY PROTEIN: RV1089NA

TROGENASE METALLOCLUSTERS BIOSYNTHESIS PROTEIN NIFS): RV3025C−0.67

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3843C−0.70

ANSFERASE 85C) (FIBRONECTIN−BINDING PROTEIN C) (85C): RV3803C−0.80

 FOLP2 (DHPS 2) (Dihydropteroate pyrophosphorylase 2): RV1207−1.28

hypothetical protein: RV1208−1.28

hypothetical protein: RV3480C−1.37

3−isopropylmalate dehydrogenase: RV2995C−1.48

glutamyl−tRNA reductase: RV0509−1.53

porphobilinogen deaminase: RV0510−1.53

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV0513−1.53

hypothetical protein: RV2425C−2.65

diaminopimelate epimerase: RV2726C−2.72

HYPOTHETICAL PROLINE−RICH PROTEIN: RV3103C−3.64

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3104C−3.64

hypothetical protein: RV0345−4.38

putative ABC transporter ATP−binding protein: RV2477C−4.39

FO synthase: RV1173−5.86

log10(P) upstream meme1 2 log10(P.clust)=−2.32; 18 seqs; 14 uniq
c(0.5, 2.5)
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