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upstream meme PSSM #1; e=0.77

1 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=120

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211

●

●

●

●

●

●

●

●

●

●

●

●

●

bcpB

cspA

clpP2

clpP

Rv2954c

Rv3193c

Rv3224

accD5

Rv3281
maf

birA

Rv3661

Rv3706c string
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CONSERVED HYPOTHETICAL PROLINE RICH PROTEIN: RV3706C−0.88

ATP−dependent Clp protease proteolytic subunit: RV2460C−1.50

ATP−dependent Clp protease proteolytic subunit: RV2461C−1.50

Probable peroxidoxin BcpB: RV1608C−2.00

hypothetical protein: RV3193C−2.05

hypothetical protein: RV3661−2.25

PROBABLE COLD SHOCK PROTEIN A CSPA: RV3648C−2.90

short chain dehydrogenase: RV3224−5.14

hypothetical protein: RV2954C−7.21

biotin−−protein ligase: RV3279C−11.68

 ACCD5 (PCCASE) (PROPANOYL−COA:CARBON DIOXIDE LIGASE): RV3280−11.68

hypothetical protein: RV3281−11.68

Maf−like protein: RV3282−11.68

log10(P) upstream meme1 2 log10(P.clust)=−5.55; 13 seqs; 10 uniq
c(0.5, 2.5)
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