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x.range

upstream meme PSSM #1; e=270

1 3 5 7 91 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=200

1 3 5 7 9 11 13 151 3 5 7 9 11 13
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rnpA

Rv3922c

Rv2840c

string
operons −200 −100 −1

pyrimidine regulatory protein PyrR: RV1379−1.18

hypothetical protein: RV3922C−1.82

ribonuclease P: RV3923C−1.82

50S ribosomal protein L34: RV3924C−1.82

hypothetical protein: RV0061−3.77

50S ribosomal protein L27: RV2441C−4.08

50S ribosomal protein L21: RV2442C−4.08

translation initiation factor IF−3: RV1641−4.15

50S ribosomal protein L35: RV1642−4.15

50S ribosomal protein L20: RV1643−4.15

Possible 23S rRNA methyltransferase tsnR: RV1644−4.15

30S ribosomal protein S15: RV2785C−4.29

hypothetical protein: RV2840C−4.41

50S ribosomal protein L9: RV0056−6.33

log10(P) upstream meme1 2 log10(P.clust)=−3.59; 14 seqs; 8 uniq
c(0.5, 2.5)
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