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upstream meme PSSM #1; e=1.9e−09
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string
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GENASE SERA2 (PHOSPHOGLYCERATE DEHYDROGENASE) (PGDH): RV0728C−0.02

PROBABLE TRANSPOSASE FUSION PROTEIN: RV3327−12.13

PROBABLE CONSERVED MEMBRANE PROTEIN: RV1371−13.50

hypothetical protein: RV1372−13.50

POSSIBLE METHYLTRANSFERASE: RV3322C−13.50

PROBABLE MOAD−MOAE FUSION PROTEIN MOAX: RV3323C−13.50

molybdenum cofactor biosynthesis protein C: RV3324C−13.50

POSSIBLE PEROXIDASE BPOA (NON−HAEM PEROXIDASE): RV3473C−13.50

log10(P) upstream meme1 2 log10(P.clust)=−11.65; 8 seqs; 5 uniq
c(0.5, 2.5)

13
 O

ct
 2

5 
14

:2
5:

18
 it

er
=

20
00

cM
on

ke
y 

V
er

si
on

 4
.9

.8
 m

tu


