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x.range

upstream meme PSSM #1; e=0.6

1 3 5 7 9 11 13 15 17 191 3 5 7 9 11 13 15 17
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upstream meme PSSM #2; e=0.91

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16
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mycP4 Rv3785

Rv3453

Rv1053c

cstA

string
operons −200 −100 −1

PROBABLE CARBON STARVATION PROTEIN A HOMOLOG CSTA: RV3063−4.12

hypothetical protein: RV1053C−4.79

hypothetical protein: RV2811−5.16

hypothetical protein: RV2813−5.16

hypothetical protein: RV0999−5.43

POSSIBLE PROPHAGE PROTEIN: RV2658C−6.67

PROBABLE phiRv2 PROPHAGE INTEGRASE: RV2659C−6.67

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3453−7.18

hypothetical protein: RV3785−7.63

PROBABLE CONSERVED INTEGRAL MEMBRANE PROTEIN: RV3448−12.16

PUTATIVE ESAT−6 LIKE PROTEIN ESXT: RV3444C−12.16

ESAT−6 LIKE PROTEIN ESXU: RV3445C−12.16

HYPOTHETICAL ALANINE AND VALINE RICH PROTEIN: RV3446C−12.16

PROBABLE CONSERVED MEMBRANE PROTEIN: RV3447C−12.16

UBTILISIN−LIKE PROTEASE) (SUBTILASE−LIKE) (MYCOSIN−4): RV3449−12.16

log10(P) upstream meme1 2 log10(P.clust)=−8.38; 15 seqs; 9 uniq
c(0.5, 2.5)
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