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x.range

upstream meme PSSM #1; e=1.7e−16

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

x.range

y.
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upstream meme PSSM #2; e=9.3e−08

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211
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PE_PGRS27

PPE38

PE_PGRS28

Rv1453

Rv2776c

Rv2079

Rv3196

Rv3195

Rv2640c

cadI

Rv2642

arsC

Rv3194c
Rv3916c

Rv0656c

string
operons −200 −100 −1

hypothetical protein: RV2079−0.03

PROBABLE OXIDOREDUCTASE: RV2776C−0.37

hypothetical protein: RV3916C−0.57

hypothetical protein: RV0656C−3.84

PPE FAMILY PROTEIN: RV2352C−4.39

SCRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): RV2642−5.40

ABLE ARSENIC−TRANSPORT INTEGRAL MEMBRANE PROTEIN ARSC: RV2643−5.40

POSSIBLE CONSERVED SECRETED PROTEIN: RV3194C−6.49

hypothetical protein: RV3195−7.11

hypothetical protein: RV3196−7.11

CRIPTIONAL REGULATORY PROTEIN (PROBABLY ARSR−FAMILY): RV2640C−14.51

CADMIUM INDUCIBLE PROTEIN CADI: RV2641−14.51

PE−PGRS FAMILY PROTEIN: RV1450C−16.35

PE−PGRS FAMILY PROTEIN: RV1452C−16.35

POSSIBLE TRANSCRIPTIONAL ACTIVATOR PROTEIN: RV1453−16.35

log10(P) upstream meme1 2 log10(P.clust)=−7.92; 15 seqs; 13 uniq
c(0.5, 2.5)
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