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x.range

upstream meme PSSM #1; e=0.17

1 3 5 7 9 111 3 5 7 9

x.range
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upstream meme PSSM #2; e=3.4e+03
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lpqO

Rv2652c PE27

Rv3196 rpmE

prfA

Rv1520

Rv2955c

PPE29

Rv2912c

PPE43

Rv2913c

Rv2717c

PPE45

acrA1

string
operons −200 −100 −1

probable sugar transferase: RV1520−0.65

PROBABLE CONSERVED LIPOPROTEIN LPQO: RV0604−1.15

PPE FAMILY PROTEIN: RV2768C−1.65

PE FAMILY PROTEIN: RV2769C−1.65

hypothetical protein: RV2717C−1.89

hypothetical protein: RV3196−2.02

short chain dehydrogenase: RV3391−2.08

PPE FAMILY PROTEIN: RV1801−2.09

CRIPTIONAL REGULATORY PROTEIN (PROBABLY TETR−FAMILY): RV2912C−2.33

D−AMINO ACID AMINOHYDROLASE (D−AMINO ACID HYDROLASE): RV2913C−2.33

hypothetical protein: RV2955C−2.68

50S ribosomal protein L31: RV1298−3.12

peptide chain release factor 1: RV1299−3.12

PROBABLE phiRv2 PROPHAGE PROTEIN: RV2652C−3.12

PPE FAMILY PROTEIN: RV2892C−3.61

log10(P) upstream meme1 2 log10(P.clust)=−2.23; 15 seqs; 12 uniq
c(0.5, 2.5)
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