
500 1000 1500 2000

−
10

−
5

0
5

10

Cluster: 0295 mtu; resid: 0.48; r/c: 14/238

−
10

−
5

0
5

10

Cluster: 0295 mtu; resid: 0.48; r/c: 14/238

x.range

upstream meme PSSM #1; e=2.7

1 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.2e+03

1 2 3 4 5 6

●

●

●

●

●

●

●

●

●

●

●

●

●

●
Rv0282

Rv0283

Rv0284
PE5

PPE4

mycP5

sucD

nadB

nadC

valS

ilvC
ilvH

ilvB1

Rv2446c

string
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ketol−acid reductoisomerase: RV3001C−3.00

acetolactate synthase 3 regulatory subunit: RV3002C−3.00

acetolactate synthase 1 catalytic subunit: RV3003C−3.00

UBTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−5): RV1796−3.05

hypothetical protein: RV0282−3.64

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0283−3.64

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV0284−3.64

PE FAMILY PROTEIN: RV0285−3.64

PPE FAMILY PROTEIN: RV0286−3.64

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2446C−3.87

valyl−tRNA synthetase: RV2448C−3.87

L−aspartate oxidase: RV1595−4.86

nicotinate−nucleotide pyrophosphorylase: RV1596−4.86

succinyl−CoA synthetase subunit alpha: RV0952−5.11

log10(P) upstream meme1 2 log10(P.clust)=−3.77; 14 seqs; 6 uniq
c(0.5, 2.5)
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