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x.range

upstream meme PSSM #1; e=15

1 6 11 161 6 11 161 6 11 161 6 11 161 6 11 16

x.range

y.
ra
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upstream meme PSSM #2; e=780

1 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16 211 6 11 16
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RV2233NA

PROBABLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV1719−0.17

hypothetical protein: RV0941C−0.25

hypothetical protein: RV1669−0.31

hypothetical protein: RV3517−0.49

POSSIBLE TRANSCRIPTIONAL REGULATORY PROTEIN: RV0737−0.77

hypothetical protein: RV1431−0.90

PROBABLE DEHYDROGENASE: RV1432−0.90

Probable phiRV1 phage related protein: RV1574−1.01

POSSIBLE CONSERVED TRANSMEMBRANE PROTEIN: RV3437−1.29

POSSIBLE CONSERVED EXPORTED PROTEIN: RV0584−2.78

hypothetical protein: RV3819−4.86

PE FAMILY PROTEIN: RV0159C−4.98

hypothetical protein: RV2143−6.71

Probable phiRV1 phage protein: RV1573−7.82

glucose−1−phosphate adenylyltransferase: RV1213−18.01

PUTATIVE GLYCOSYL TRANSFERASE: RV1212C−18.01

log10(P) upstream meme1 2 log10(P.clust)=−4.33; 17 seqs; 16 uniq
c(0.5, 2.5)
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