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x.range

upstream meme PSSM #1; e=0.28

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=340

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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Rv1063c
Rv2310

Rv3126c

Rv3127
Rv1930c

Rv0269c

glgC

Rv1225c

PE_PGRS35
Rv2488c

Rv2997

Rv3817

string −200 −100 −1

hypothetical protein: RV1063C−0.00

POSSIBLE EXCISIONASE: RV2310−0.08

hypothetical protein: RV0269C−0.20

glucose−1−phosphate adenylyltransferase: RV1213−0.40

hypothetical protein: RV1930C−0.71

POSSIBLE PHOSPHOTRANSFERASE: RV3817−4.78

BLE TRANSCRIPTIONAL REGULATORY PROTEIN (LUXR−FAMILY): RV2488C−5.12

PE−PGRS FAMILY PROTEIN: RV1983−5.75

POSSIBLE ALANINE RICH DEHYDROGENASE: RV2997−6.40

hypothetical protein: RV1225C−8.32

hypothetical protein: RV3126C−15.33

hypothetical protein: RV3127−15.33

log10(P) upstream meme1 2 log10(P.clust)=−5.20; 12 seqs; 12 uniq
c(0.5, 2.5)
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