
500 1000 1500 2000

−
10

−
5

0
5

Cluster: 0092 mtu; resid: 0.47; r/c: 9/233

−
10

−
5

0
5

Cluster: 0092 mtu; resid: 0.47; r/c: 9/233

x.range

upstream meme PSSM #1; e=490

1 3 5 7 91 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=6.5e+03

1 2 3 4 5 6

●

●

●

●

●
●

●

●

●

Rv0635

Rv0636

Rv0637

PPE41

Rv2468c
Rv3278c

pra

Rv2994

Rv3124

string
operons −200 −100 −1

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV2994−0.72

hypothetical protein: RV0635−1.82

hypothetical protein: RV0636−1.82

hypothetical protein: RV0637−1.82

Probable Proline−rich antigen homolog pra: RV1078−1.98

PPE FAMILY PROTEIN: RV2430C−2.13

hypothetical protein: RV2468C−2.83

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV3124−3.11

PROBABLE CONSERVED TRANSMEMBRANE PROTEIN: RV3278C−3.63

log10(P) upstream meme1 2 log10(P.clust)=−2.21; 9 seqs; 7 uniq
c(0.5, 2.5)
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