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x.range

upstream meme PSSM #1; e=3.2e−06
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x.range
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upstream meme PSSM #2; e=0.0049
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PE19

Rv3866Rv3867

esxB
esxA

esxO
esxP

Rv3864

Rv3865
Rv3868

Rv3869
Rv3870

Rv3871

PE35
PPE68Rv3876

Rv3878

Rv3880c

Rv3881c

esxI

esxK

esxW

string
operons −200 −100 −1

PE FAMILY PROTEIN: RV1791−1.49
PE FAMILY−RELATED PROTEIN: RV3872−3.35

PPE FAMILY PROTEIN: RV3873−3.35
CONSERVED HYPOTHETICAL ALANINE RICH PROTEIN: RV3878−3.99

6 KDA EARLY SECRETORY ANTIGENIC TARGET ESXA (ESAT−6): RV3875−4.00
NSERVED HYPOTHETICAL PROLINE AND ALANINE RICH PROTEIN: RV3876−4.00

10 KDA CULTURE FILTRATE ANTIGEN ESXB (LHP) (CFP10): RV3874−4.49
hypothetical protein: RV3880C−6.62

SERVED HYPOTHETICAL ALANINE AND GLYCINE RICH PROTEIN: RV3881C−6.62
hypothetical protein: RV3864−7.81
hypothetical protein: RV3865−7.81
hypothetical protein: RV3866−7.81
hypothetical protein: RV3867−7.81
hypothetical protein: RV3868−7.81

POSSIBLE CONSERVED MEMBRANE PROTEIN: RV3869−7.81
POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3870−7.81

hypothetical protein: RV3871−7.81
VE ESAT−6 LIKE PROTEIN ESXW (ESAT−6 LIKE PROTEIN 10): RV3620C−9.94

IVE ESAT−6 LIKE PROTEIN ESXI (ESAT−6 LIKE PROTEIN 1): RV1037C−10.18
IVE ESAT−6 LIKE PROTEIN ESXO (ESAT−6 LIKE PROTEIN 6): RV2346C−10.18

ESAT−6 LIKE PROTEIN ESXK (ESAT−6 LIKE PROTEIN 3): RV1197−14.34
IVE ESAT−6 LIKE PROTEIN ESXP (ESAT−6 LIKE PROTEIN 7): RV2347C−14.61

log10(P) upstream meme1 2 log10(P.clust)=−7.26; 22 seqs; 12 uniq
c(0.5, 2.5)
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